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A.1 Multiple Sequence Alignments used for primer design 

Gram Negative PAH-RHDα Multiple Sequence Alignment 
                                    10        20        30        40        50          

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTCGACTCCGGTGGCCAAATCGACGGGAGCACAAGCGTTACAGCATCGGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                    60        70        80        90       100         

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCTATCGGCCTCAACCGCTGAGACGCATCTACATACCCAAAAGCAATGGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  
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gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   110       120       130       140       150     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AAGAAGCGTCCGCTGGGAATTCCAACGATGCGGGATCGTGCGATGCAGGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   160       170       180       190       200     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCTGTGGAAACTGGCACTTGAGCCGGTTGCCGAAACGCGTGTAGATCCCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   210       220       230       240       250     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACTCCTATGGATTTCGGCCGCAGCGATCCACTGCCGATGCAATCGCACAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   260       270       280       290       300     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGCTTCAATGCACTGGCGAAACGTGGTTCGGCGCACTGGGTACTGGAAGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   310       320       330       340       350     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGACATTCGAGGCTGTTTCGACAATATCAGTCACGATTGGCTGCTCACCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   360       370       380       390       400     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACGTGCCCATGGATAAGGTGGTTCTGCGCAAATGGCTTCGAGCGGGGTAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   410       420       430       440       450     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTCGATCAGGGAGCCTTGTTCGCAACGGAGGCAGGAACCCCGCAAGGGGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  
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gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   460       470       480       490       500     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AATCATCTCTCCGGTACTTGCGAATTGGACGCTGGATGGCCTGGAAGATG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   510       520       530       540       550     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCGTCCATGCAAGCGTGGCTTCGACAGCGCGCAAGCGTAAGCCATTCAAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  
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gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   560       570       580       590       600     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATACACGTCGTACGATATGCCGATGACTTCATCATCACAGGGGCCACGCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   610       620       630       640       650     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGCTGTTCTGCAACATCAGGTTCGTCCTGCAATTGAGGCGTTCCTGAAAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   660       670       680       690       700     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  AGCGTGGACTGGAACTCTCTGATGAAGAGACTCAGATAACGCATATCTCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   710       720       730       740       750     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAAGGCTTCGATTTTCTGGGCCAGAACGTACGCAAGTACGCCGGCAAGCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   760       770       780       790       800     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACTCATCACTCCGGCTTGCAAGAGTGTGAAGGCACTGCTGGATAAGGTGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   810       820       830       840       850     
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGGAAATCGCGAACGCAAACAAGGCGGCGACTCAAGCTAACTTGATCTTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   860       870       880       890       900     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACCCTGAACCCGGTAATCCGAGGATGGGCCATGTATCATCGCCATGTTGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   910       920       930       940       950     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGCCGCCAACGTTTCGCATGGATCGACCATCAGATTTGGCAAGTGTTATG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  
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                                   960       970       980       990       1000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCGCTGGGCAGTTCGTCGGCACGCCATGAAAAATGCCTATTGGGTAAAAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1010      1020      1030      1040      1050    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AACGCTACTTTCGTGTCGTAGGTCAACGGCACTGGGTTTTCGCCACTCAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1060      1070      1080      1090      1100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GAGAAAGCGCGCGGCTTGAGTCAACCCGCTTGGCTGTATGCCGCCGCCAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1110      1120      1130      1140      1150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGTTTCGATCGTGCGGCATATCAAAATATGCAGTGCAGCGAACCCGTTCG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1160      1170      1180      1190      1200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATCCGGCATGGACGTTTTACCTTGAGCGTCGAAGAGCGCATCGTCAGGTT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1210      1220      1230      1240      1250    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCCCAGTCTTACTCAGGCTGCTGGAAGGCTTGAGCCGTATGAGGGGTGAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  
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gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1260      1270      1280      1290      1300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCCCAAGTACGGTTCTTAGGGGAGACAGGGGTGGTAACACCCCTGTTTTA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1310      1320      1330      1340      1350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCCGACTGAAAGCGCATATCGGAGCCGACGCAGAATCGGGCCTGGTACAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1360      1370      1380      1390      1400    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CATGTCCATGCACAGCCGCCAACGTGGCTGACGTGACGGAAGTTGCCCAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1410      1420      1430      1440      1450    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CTGTTGCACGGTGGCGAGAACGTTGTCTGTGCTTGGGGTTACACCGGCGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1460      1470      1480      1490      1500    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGAGAAACGGCCTGAGCACGACGGTCGGCAAGTGATCTGGCAGATCTGCG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  
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gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1510      1520      1530      1540      1550    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGACGCAGCACCTACAAGCATTTGAGCAAACGCAGTGCGCCGTACAAGGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1560      1570      1580      1590      1600    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAGGCGCAAGATCGAGAAGGCCAAAGCCCAGGTACGTGCGAAGGTCGAAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1610      1620      1630      1640      1650    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATCCGTTTCGGGTGATCAAGCGTCAGTTCGGTTATGTGAAGACCCGCTTC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1660      1670      1680      1690      1700    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGTGTCCTGGCCAAGAATACGGCGGAATTGACCACACTGTTCGCGCTGTC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1710      1720      1730      1740      1750    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GAACTCTGTGGATGGTGCGCCGGCAATTATTGCCTGCTGCGGGAGAGGTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1760      1770      1780      1790      1800    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGCCCGTGAGTGACAGAAAACCAGGGCTTTGCCTCGGTTATCCAATAACA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------GTCGACGCATGATGCAGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1810      1820      1830      1840      1850    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAGCGACTGAAAATCGGGCATTTCGGCATCCCTAAGCCGCCCATTTCCGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  ACTGGGCCGATCGCCTCGACCTCTTCGAGCAGAACCAGGTCGAGGCGGCC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  
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gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1860      1870      1880      1890      1900    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CTGATGAGCAACTTGTTCGGAGTTTCCCTAAAGCACAAGCGCAAGCCATC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  AGCATGCCGCTCACCGTGCATCTGGAAGGTGTGCCCGCATTCCCGAGTGA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1910      1920      1930      1940      1950    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGAAAAGAGTGCCTGAGTGTGCTCCAAGATAGCCCGAAACTAAGGCCGGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  



A.1: MSA for primer design 

 

165 

 

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ----------------------ACGCCGGTTGCCGCTTCCGCCAAGCCTG  

gi|1255665|dbj|D84146.1|P  GCAAACCGCAAGCGCGCCCTCTACGCCGGTTGCCGCTTCGCCAAGCCTGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   1960      1970      1980      1990      2000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CATGGAAAAGACCAAGATCACCCATGTGAATGATGGACTTGTTTTTGTGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CTCGTGACGAAGCCGGTGACGCCATGCCGTTGGTTTCT-CCGCCGCACAT  

gi|1255665|dbj|D84146.1|P  TCGTGACGAAGCCGGGTGACGCCATGCCGTTGGTTTCTGCCGCCGCACAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2010      2020      2030      2040      2050    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCCATCGGATCATTCGCAAGCGTAGCCGATACGGAGATATGCGTGTGATC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGGCTGCCGACAGTGCCGCCCCAGCGATCGGCCGCGCCGCTGGTGCCTTC  

gi|1255665|dbj|D84146.1|P  CGGCTGCCGGCAGTGCCGCCCCAGCGATCGGCCGCGCCGCTGGTGCCTTC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2060      2070      2080      2090      2100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  ACGACGATCCGAGACAAAGCCAGAAGATTCGCAGCCTCACTGACGGCGCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGACATTCAGCGCGAGAGAATGGATTTGTTCGATGTCTTCGAAGCGCCGC  

gi|1255665|dbj|D84146.1|P  GGACATTCAGCGCGAGAGAATGGATTTGTTCGATGTCTTCGAAGCGCCGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2110      2120      2130      2140      2150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCTATCAGGTAACCACAGTGAAAGTAAGATCGACATGGTTGAATCAGTCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ACAACCTTCCCGTCGCTGCGTTTGCCAAGATGGCGGGCAAATCTCGCAGG  

gi|1255665|dbj|D84146.1|P  ACAACCTTCCCGTCGCTGCGTTTGCCAAGATGGCGGGCAAATCTCGCAGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ------------------ATGGAACTGGTAGTAGAACCCCTCAATTTGCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2160      2170      2180      2190      2200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACCGAAAGCTTAAAGGCTGGGCGGCGTTTATCAATTCGTTGATTCAAAGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGGATCAGCTACGAGATCCAGGCGGGCAACTTGCTGGCGTTGAACGTGGG  

gi|1255665|dbj|D84146.1|P  TGGATCAGCTACGAGATCCAGGCGGGCAACTTGCTGGCGTTGAACGTGGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TTTGAACGCTGAGATTGGAAGCACCCTGCTTGACGTGCTCAGGTCCAACG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2210      2220      2230      2240      2250    
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAAAGTATTCAGCTATATCGATCGTGTCGTGTTTTGGAAACTGGCCCATT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CAACCGCGGCCAGCGCGTGCCGGACTGGCACCTCGACCCGCTCAAGCACG  

gi|1255665|dbj|D84146.1|P  CAACCGCGGCCAGCGCGTGCCGGACTGGCACCTCGACCCGCTCAAGCACG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGGTCCCCATCTCTTATAGCTGCATGTCGGGCCGCTGCGGCACTTGCCGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2260      2270      2280      2290      2300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGCTGGCTCAAAAATACCGCTCCCAGGTTTGTCTTGCCTGTTCCTGGCCC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGCTGATCCAGTCTGTCCTGAAGCTGACCAGGGGTGCGGACCCTTGGCAG  

gi|1255665|dbj|D84146.1|P  AGCTGATCCAGTCTGTCCTGAAGCTGACCAGGGGTGCGGACCCTTGGCAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGCCGTGTGGTTGCCGGTCAACTTCGCGATAACGGGCCCGAGGCCGGGCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2310      2320      2330      2340      2350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCCGATGAACACCACATTCTGCGCGGTATCTGTGAACTCCAGGTTGGACC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ATCTACCATGCACTGCTGCAGCCGCGCTCGATGCTGCGGGGGCGCTCGGC  

gi|1255665|dbj|D84146.1|P  ATCTACCATGCACTGCTGCAGCCGCGCTCGATGCTGCGGGGGCGCTCGGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCCGCAGGCAGGAAAGGGGGCCTATGTCCTGGCCTGTCAGGCGATTCTGA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  
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                                   2360      2370      2380      2390      2400    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCTCCCTATGGGCATCAACAATATCTCGTGGCCTTGGCTGGGATACGCAA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ACTGGAGGGCGTGACTGCCAGCAATTTCGACAAGCTCGTCATGGCCGTGA  

gi|1255665|dbj|D84146.1|P  ACTGGAGGGCGTGACTGCCAGCAATCTCGACAAGCTCGTCATGGCCGTGA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCGAAGACTGCACGATCGAGATTCCTGAATCTGACGAGATCGTGGTTCAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2410      2420      2430      2440      2450    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CTAACCAAAATGCGCGACTGGCGCATGCAGCTTCCATATGGGAGACGCTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCACAGCGGTGAAGGAAAGCGAATGGACCCCGCTGCGGGTCGG-GGTCGT  

gi|1255665|dbj|D84146.1|P  GCACAGCGGTGAAGGAAAGCGAATGGACCCCGCTGCGGGTCGGTGGTCGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCGGCACGCATCATCAAGGGGACGGTCACAGCGATAGACGAAGCCACCCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2460      2470      2480      2490      2500    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GAAGCGTCGGAATAGACCGTCAATCAGAAGACCTTCTTCGCTCCCGTCGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTAGTCAAACAACGGGCCGGTAAGGGATGGCCTGGACATTATTCATATTA  

gi|1255665|dbj|D84146.1|P  GTAGTCAAACAACGGGCCGGTAAGGGATGGCCTGGACATTATTCATATTA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGACATCCGGCGCCTGCGCATCAAACTGGCCAAGCCGCTTGAGTTCAGCC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2510      2520      2530      2540      2550    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACTGAAAGCCTCACCGAGTGCGAACGTCAACGGGAAAGGCGCGCAAAGAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTGATACTAATATTCATTTATGGTTTATTGACTATTAGAATACAGTCAAT  

gi|1255665|dbj|D84146.1|P  GTGATACTAATATTCATTTATGGTTTATTGACTATTAGAATACAGTCAAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTGGCCAGTACGCAACGGTGCAGTTCACGCCCGAATGCGTCCGCCCCTAT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2560      2570      2580      2590      2600    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTGCCTTGCTCACCTCGTCACGAGCGTACAAACGCTGTGAGCTGGCTGTA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GACCATGGAACCATAAAACATATAAATACAGAAGCTAGATCTATGGAACT  

gi|1255665|dbj|D84146.1|P  GATCATGGAACCATAAAGCATATAAATAAAGAAGCTAGATCTATGGAACT  

gi|300676625|gb|HM368649.  ------------------------------------------ATGGAACT  

gi|300391841|gb|HM204990.  ------------------------------------------ATGGAACT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  TCGATGGCTGGGTTGCCCGACGATGCTGAAATGGAGTTTCAGATTCGCGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  ------------------------------------------ATGGAACT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   ------------------------------------------ATGGAACT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  ------------------------------------------ATGGAACT  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2610      2620      2630      2640      2650    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGGGTGCGCTGCTTAGCGTTGGTTTTTCCGTTCTGTGAGCCAACCCCGTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCTCGTACTACCGAACAATCGCCGCTTGCCTTTTGATTCCGGTGCCAACC  

gi|1255665|dbj|D84146.1|P  TCTCGTACTACCGAACAATCGCCGCTTGCCTTTTGATTCCGGTGCCAACC  

gi|300676625|gb|HM368649.  TCTCGTACTACCGAACAATCGCCGCTTGCCTTTTGATTCCGGTGCCAACC  

gi|300391841|gb|HM204990.  TCTCGTACTACCGAACAATCGAAGCTTGCCTTTTGATTCCGGTGCCAACC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGTTCCGGGCGGGCATGTCAGCAACTACGTTTTCAATGAACTGTCCGTAG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TCTCGTACTACCGAACAATCGAAGCTTGCCTTTTGATTCCGGTGCCAACC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TCTCGTACTACCGAACAATCGAAGCTTGCCTTTTGATTCCGGTGCCAACC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TCTCGTACTACCGAACAATCGCCGCTTGCCTTTTGATTCCGGTGCCAACC  
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gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2660      2670      2680      2690      2700    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATATCGTAGTGCAGGACCATGCCGTTAAGGAGGGCTGCCTGGTCAGCATT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTTTGGAAGTGCTCCGTGAGCACCGTGTGGGTATTTCCTACAGCTGTATG  

gi|1255665|dbj|D84146.1|P  TTTTGGAAGTGCTCCGTGAGCACCGTGTGGGTATTTCCTACAGCTGTATG  

gi|300676625|gb|HM368649.  TTTTGGAAGTGCTCCGTGAGCACCGTGTGGGTATTTCCTACAGCTGTATG  

gi|300391841|gb|HM204990.  TTTTGGAAGTGCTCCGTGAGCACCGTGTGGGTATTTCCTACAGCTGTATG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCGCTTCGGTGCGGATCAGCGGCCCCCTCGGAACGGCCTATCTACGGCGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TTTTGGAAGTGCTCCGTGAGCACCGTGTGGGTATTTCCTACAGCTGTATG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TTTTGGAAGTGCTCCGTGAGCACCGTGTGGGTATTTCCTACAGCTGTATG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TTTTGGAAGTGCTCCGTGAGCACCGTGTGGGTATTTCCTACAGCTGTATG  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2710      2720      2730      2740      2750    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTCAGCCAGCGCCGGAAGTTCCTGCACTTCGGCCTTGAACTGGCGTTCCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCTGGACGATGCGGTACTTGCCGCTGCCGAGTTATAGATGGCAGCGTCAT  

gi|1255665|dbj|D84146.1|P  TCTGGACGATGCGGTACTTGCCGCTGCCGAGTTATAGATGGCAGCGTCAT  

gi|300676625|gb|HM368649.  TCTGGACGATGCGGTACTTGCCGCTGCCGAGTTATAGATGGCAGCGTCAT  

gi|300391841|gb|HM204990.  TCTGGACGATGCGGTACTTGCCGCTGCCGAGTTATAGATGGCAGCGTCAT  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ACGCACACGGGTCCCATGCTTTGTGTGGGGGGTGGAACAGGTCTGGCGCC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TCTGGACGATGCGGTACTTGCCGCTGCCGAGTTATAGATGGCAGCGTCAT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TCTGGACGATGCGGTACTTGCCGCTGCCGAGTTATAGATGGCAGCGTCAT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TCTGGACGATGCGGTACTTGCCGCTGCCGAGTTATAGATGGCAGCGTCAT  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2760      2770      2780      2790      2800    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATGCCTGGATATGGCCATAGGGAGGTACGCTTTGGCGTAAGGCGTTGCAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TAGTTCGGCGGCGAAAAGCGGTGACTCAAATCGCATCGAAGAGCATTATG  

gi|1255665|dbj|D84146.1|P  TAGTTCGGCGGCGAAAAGCGGTGACTCAAATCGCATCGAAGAGCATTATG  

gi|300676625|gb|HM368649.  TAGTTCGGCGGCGAAAAGCGGTGACTCAAATCGCATCGAAGAGCATTATG  

gi|300391841|gb|HM204990.  TAGTTCGGCGGCGAAAAGCGGTGACTCAAATCGCATCGAAGAGCATTATG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGTCCTTTCGATCGTTCGAGGCGCACTGGAAAGCGGGATGAGCAACCCCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TAGTTCGGCGGCGAAAAGCGGTGACTCAAATCGCATCGAAGAGCATTATG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TAGTTCGGCGGCGAAAAGCGGTGACTCAAATCGCATCGAAGAGCATTATG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TAGTTCGGCGGCGAAAAGCGGTGACTCAAATCGCATCGAAGAGCATTATG  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2810      2820      2830      2840      2850    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCAGCTTGGTGCTGTCGAGGCTGATGGTGCGGAGCTTGAGCAGCTTCATT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TACTCGCCTGTCAGTCAGTGCTCACCAGCAATTGCGCAATTGAGATCATA  

gi|1255665|dbj|D84146.1|P  TACTCGCCTGTCAGTCAGTGCTCACCAGCAATTGCGCAATTGAGATCATA  

gi|300676625|gb|HM368649.  TACTCGCCTGTCAGTCAGTGCTCACCAGCAATTGCGCAATTGAGATCATA  

gi|300391841|gb|HM204990.  TACTCGCCTGTCAGTCAGTGCTCACCAGCAATTGCGCAATTGAGATCATA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCCATCTGTACTTCGGTGTGCGGAGCGAGCAGGACATCTATGACGAGGAA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TACTCGCCTGTCAGTCAGTGCTCACCAGCAATTGCGCAATTGAGATCATA  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TACTCGCCTGTCAGTCAGTGCTCACCAGCAATTGCGCAATTGAGATCATA  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TACTCGCCTGTCAGTCAGTGCTCACCAGCAATTGCGCAATTGAGATCATA  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2860      2870      2880      2890      2900    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGCCCTGCCAACTCCACCGCCTGAAGGAAGTTCCCGGCCAAGTCATCGAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GACTCAGACGACATAGTCACTCACCCGGCGCGAATCATCAAAGGCATGGT  

gi|1255665|dbj|D84146.1|P  GACTCAGACGACATAGTCACTCACCCGGCGCGAATCATCAAAGGCATGGT  
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gi|300676625|gb|HM368649.  GACTCAGACGACATAGTCACTCACCCGGCGCGAATCATCAAAGGCATGGT  

gi|300391841|gb|HM204990.  GACTCAGACGACATAGTCACTCACCCGGCGCGAATCATCAAAGGCATGGT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGCCTTCACGCATTGGCTGCAAGGTTTCCGAATCTCAAGGTGAATGTCGT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GACTCAGACGACATAGTCACTCACCCGGCGCGAATCATCAAAGGCATGGT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   GACTCAGACGACATAGTCACTCACCCGGCGCGAATCATCAAAGGCATGGT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GACTCAGACGACATAGTCACTCACCCGGCGCGAATCATCAAAGGCATGGT  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2910      2920      2930      2940      2950    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GAAGCGCTGCCGGAAGCTGGCCGGGGTGACTCTTGCGGCGAGGTGGCGAA  

gi|151384|gb|M83949.1|PSE  ------------------------------ATCGATAAAACCATGAGGGT  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGTCGCCGTCGAGTCGCCCACTCACGATATTCGTCGCATCCGCATTCGCC  

gi|1255665|dbj|D84146.1|P  TGTCGCCGTCGAGTCGCCCACTCACGATATTCGCCGCATCCGCATTCGCC  

gi|300676625|gb|HM368649.  TGTCGCCGTCGAGTCGCCCACTCACGATATTCGCCGCATCCGCATTCGCC  

gi|300391841|gb|HM204990.  TGTCGCCGTCGAGTCGCCCACTCACGATATTCGCCGCATCCGCATTCGCC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGTTGCGACAGGCCCTGCCGGCCCCGGTCGTCGATCCGGCCTGGTCACCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TGTCGCCGTCGAGTCGCCCACTCACGATATTCGCCGCATCCGCATTCGCC  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   TGTCGCCGTCGAGTCGCCCACTCACGATATTCGCCGCATCCGCATTCGCC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TGTCGCCGTCGAGTCGCCCACTCACGATATTCGCCGCATCCGCATTCGCC  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   2960      2970      2980      2990      3000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AAGCGAGCGAGTCGTAACT-GGCGCGCTCAATCCTGGAGCTGGGAACTTT  

gi|151384|gb|M83949.1|PSE  AATAAATAATGATGAAGGA-GACTATCTAGAATTCGTTCTGGAGACGGTG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCGCCAAGCCCTTTGAGTT-CTCACCCGGACAGTACGCGACGCTACAGTT  

gi|1255665|dbj|D84146.1|P  TCGCCAAGCCCTTCGAGTT-CTCACCCGGACAGTACGCGATGCTACAGTT  

gi|300676625|gb|HM368649.  TCGCCAAGCCCTTCGAGTT-CTCACCCGGACAGTACGCGATGCTACAGTT  

gi|300391841|gb|HM204990.  TCGCCAAGCCCTTCGAGTT-CTCACCCGGACAGTACGCGATGCTACAGTT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ATGTGATCTGCCGTGACTTGCCCAACTTGGCGGGATGGCGCGCCTACCTG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TCGCCAAGCCCTTCGAGTT-CTCACCCGGACAGTACGCGATGCTACAGTT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TCGCCAAGCCCTTCGAGTT-CTCACCCGGACAGTACGCGATGCTACAGTT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TCGCCAAGCCCTTCGAGTT-CTCACCCGGACAGTACGCGATGCTACAGTT  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3010      3020      3030      3040      3050    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCCGGTGGCATAACCATAGACCATCGGGCTGAGCACAATGCCTCGGGGGT  

gi|151384|gb|M83949.1|PSE  CCGGTGGCATAACCGTAGACCAGCAGGCTGAGCAAAATACCTCGGGGTGA  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  CAGTCCCGAACATGTGCGTCCATATTCAATGGCTGGTCTGCCAGATGACC  

gi|1255665|dbj|D84146.1|P  CAGTCCCGAACATGTGCGTCCATATTCAATGGCTGGTCTGCCAGATGACC  

gi|300676625|gb|HM368649.  CAGTCCCGAACATGTGCGTCCATATTCAATGGCTGGTCTGCCAGATGACC  

gi|300391841|gb|HM204990.  CAGTCCCGAACATGTGCGTCCATATTCAATGGCTGGTCTGCCAGATGACC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGTGGCGCTCCGGCCATGGTAGAGGCCCTGAACCTGCTCGTTGCTCGCCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CAGTCCCGAACATGTGCGTCCATATTCAATGGCTGGTCTGCCAGATGACC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   CAGTCCCGAACATGTGCGTCCATATTCAATGGCTGGTCTGCCAGATGACC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  CAGTCCCGAACATGTGCGTCCATATTCAATGGCTGGTCTGCCAGATGACC  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3060      3070      3080      3090      3100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GATAAGCCGCTACCGCGTCCGCCATATGCCTGAGTGAGGGCGCTAAGGTC  

gi|151384|gb|M83949.1|PSE  TAAGCCGCGCTACCGCGTCCGCCATATGCCTGAGTGAGTGCGCTAAGGTC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAGAAATGGAGTTCCATATCCGCAAAGTGCCGGGCGGGCGTGTCACGGAG  

gi|1255665|dbj|D84146.1|P  AAGAAATGGAGTTCCATATCCGCAAAGTGCCGGGCGGGCGTGTCACGGAG  

gi|300676625|gb|HM368649.  AAGAAATGGAGTTCCATATCCGCAAAGTGCCGGGCGGGCGTGTCACGGAG  

gi|300391841|gb|HM204990.  AAGAAATGGAGTTCCATATCCGCAAAGTGCCGGGCGGGCGTGTCACGGAG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGGCATAGCACCCGGGCACATCCATGCCGATGCGTTCTATCCCAGCGGTG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  AAGAAATGGAGTTCCATATCCGCAAAGTGCCGGGCGGGCGTGTCACGGAG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   AAGAAATGGAGTTCCATATCCGCAAAGTGCCGGGCGGGCGTGTCACGGAG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  AAGAAATGGAGTTCCATATCCGCAAAGTGCCGGGCGGGCGTGTCACGGAG  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3110      3120      3130      3140      3150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGGCCGCTCAATGGCTTCGAGAATAAAGCGGGCCAGGTGATCTTCTGCCA  

gi|151384|gb|M83949.1|PSE  GGGCCGCTCAATGGCTTCGAGAATAAAGCGGGCCAGGTGATCTTCTGTCA  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  ------------------------------------AAGCTTCCAGGGTA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TATATTTTCGAGCACGTCCGCGAAGGTACAAGCATTAAGTTGAGCGGGCC  

gi|1255665|dbj|D84146.1|P  TATATTTTCGAGCACGTCCGCGAAGGTACAAGCATTAAGTTGAGTGGGCC  

gi|300676625|gb|HM368649.  TATATTTTCGAGCACGTCCGCGAAGGTACAAGCATTAAGTTGAGTGGGCC  

gi|300391841|gb|HM204990.  TATATTTTCGAGCACGTCCGCGAAGGTACAAGCATTAAGTTGAGTGGGCC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCTGAGCGAAGGCGCCATGCGAGCCCAATTTAAGTAATCCAAGGAAACCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TATATTTTCGAGCACGTCCGCGAAGGTACAAGCATTAAGTTGAGTGGGCC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TATATTTTCGAGCACGTCCGCGAAGGTACAAGCATTAAGTTGAGTGGGCC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TATATTTTCGAGCACGTCCGCGAAGGTACAAGCATTAAGTTGAGTGGGCC  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3160      3170      3180      3190      3200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCTCTCCCGAATGGGTGGAAGCACATCAACCTGACCAGCGATTACGTCTG  

gi|151384|gb|M83949.1|PSE  ATCTCGCCGAATGGGTGGAAGCACATCAACCTGACCGGCGATTACGTCTG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCGCTGAAGCGTACGCGCTCCAATGGGCAGTGCTCGAGGAGCGCCTCAAG  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCTTGGTACGGCCTATCTGCGTCAGGCTCACACCGGGCCGATGCTGTGTG  

gi|1255665|dbj|D84146.1|P  TCTTGGTACGGCCTATCTGCGTCAGGCTCACACCGGGCCGATGCTGTGTG  

gi|300676625|gb|HM368649.  TCTTGGTACGGCCTATCTGCGTCAGGCTCACACCGGGCCGATGCTGTGTG  

gi|300391841|gb|HM204990.  TCTTGGTACGGCCTATCTGCGTCAGGCTCACACCGGGCCGATGCTGTGTG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGCCATGAATGAACCCCAACCCGTGTTTCCCCAAGATCCGAAGTGGCCGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TCTTGGTACGGCCTATCTGCGTCAGGCTCACACCGGGCCGATGCTGTGTG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TCTTGGTACGGCCTATCTGCGTCAGGCTCACACCGGGCCGATGCTGTGTG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TCTTGGTACGGCCTATCTGCGTCAGGCTCACACCGGGCCGATGCTGTGTG  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3210      3220      3230      3240      3250    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  C--GCAGAGCCGCAGACTAGAGGTCGGGAAGTTCCGGCCGTTACGGCTGC  

gi|151384|gb|M83949.1|PSE  GCGGCAGAGCCGCAGACTGGAGGTCGGGAAGTTCCGGCCGTTACGGCGGC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TACCTGGCGGCTCAGTTCAACGCCCTCTCCCCGCAGATCTGCACCGTCGA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGGGCGGCGGGACCGGACTCGCACCGGTGCTGTCGATTGTTCGCGGCGCG  

gi|1255665|dbj|D84146.1|P  TGGGCGGCGGGACCGGACTCGCACCGGTGCTGTCGATTGTTCGCGGCGCG  

gi|300676625|gb|HM368649.  TGGGCGGCGGGACCGGACTCGCACCGGTGCTGTCGATTGTTCGCGGCGCG  

gi|300391841|gb|HM204990.  TGGGCGGCGGGACCGGACTCGCACCGGTGCTGTCGATTGTTCGCGGCGCG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCGACGGCAGCAGCCGCGTTCCCTTCTGGGCCTACACCCGCGAAGACCTG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  
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gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TGGGCGGCGGGACCGGACTCGCACCGGTGCTGTCGATTGTTCGCGGCGCG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TGGGCGGCGGGACCGGACTCGCACCGGTGCTGTCGATTGTTCGCGGCGCG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TGGGCGGCGGGACCGGACTCGCACCGGTGCTGTCGATTGTTCGCGGCGCG  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3260      3270      3280      3290      3300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCGGAAAACCTCAGTGTACGATTTTTTCAGTCTCCTCTATTCGACCTGCG  

gi|151384|gb|M83949.1|PSE  CCTGAAAACCTTAGTGTACGATTTTTTCCGTCTTCTCTATTCGGCCTGCG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GGTAGAGCAGGTCGAACGCCACGTACACAAATTTGTCGGTACACCGTGCG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CTGAAGTCGGGAATGACGAACCCCATCCACCTTTATTTCGGGGTGCGCAG  

gi|1255665|dbj|D84146.1|P  CTGAAGTCGGGAATGACGAACCCCATCCACCTTTATTTCGGGGTGCGCAG  

gi|300676625|gb|HM368649.  CTGAAGTCGGGAATGACGAACCCCATCCACCTTTATTTCGGGGTGCGCAG  

gi|300391841|gb|HM204990.  CTGAAGTCGGGAATGACGAACCCCATCCACCTTTATTTCGGGGTGCGCAG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TACAAGCGCGAATTGGAGCGCCTGTTCTATGCAAACCACTGGTGCTACGT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CTGAAGTCGGGAATGACGAACCCCATCCACCTTTATTTCGGGGTGCGCAG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   CTGAAGTCGGGAATGACGAACCCCATCCACCTTTATTTCGGGGTGCGCAG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  CTGAAGTCGGGAATGACGAACCCCATCCACCTTTATTTCGGGGTGCGCAG  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3310      3320      3330      3340      3350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTGCGACGTTCGATCTGACTAGGGCGCAGCGGCAACATCGGCTGAGTACG  

gi|151384|gb|M83949.1|PSE  TTGCGACGTTCGATCTGACTAGGGCGCAGCGGCAACATCGGCTGAGTACG  
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gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GCGAACGCTGACTGCAGGGCTTGAAATGCTGGTCGACCGTCGTCTTCCTG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCAGCAAGACCTTTACGACGCAGACCGATTGAACCAACTCGCGGCTATCC  

gi|1255665|dbj|D84146.1|P  TCAGCAAGACCTTTACGACGCAGACCGATTGAACCAACTCGCGGCTATCC  

gi|300676625|gb|HM368649.  TCAGCAAGACCTTTACGACGCAGACCGATTGAACCAACTCGCGGCTATCC  

gi|300391841|gb|HM204990.  TCAGCAAGACCTTTACGACGCAGACCGATTGAACCAACTCGCGGCTATCC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGGCCTGGAAGCCGAGATTCCCAATCCGGGCGACTTCAAGCGAACGGTGA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TCAGCAAGACCTTTACGACGCAGACCGATTGAACCAACTCGCGGCTATCC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TCAGCAAGACCTTTACGACGCAGACCGATTGAACCAACTCGCGGCTATCC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TCAGCAAGACCTTTACGACGCAGACCGATTGAACCAACTCGCGGCTATCC  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3360      3370      3380      3390      3400    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATCCAGCGCCTGGATTTGGGTTATTTCGTTAACCGACAACACCAGAGCGT  

gi|151384|gb|M83949.1|PSE  ATCCAGCGCCTGGATCTGGGTTATTTCGTCAACCGACAACACCAGAGCGT  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GAATACGACCTCACCGTCGAGCCAGGCTGAATGGACGGCTAGGCGTCCCA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ACCCTCAACTGACTGTCCATACAGTGATCGCGACGGGCCCGATTAATGAG  

gi|1255665|dbj|D84146.1|P  ACCCTCAACTGACTGTCCATACAGTGATCGCGACGGGCCCGATTAATGAG  

gi|300676625|gb|HM368649.  ACCCTCAACTGACTGTCCATACAGTGATCGCGACGGGCCCGATTAATGAG  

gi|300391841|gb|HM204990.  ACCCTCAACTGACTGTCCATACAGTGATCGCGACGGGCCCGATTAATGAG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCGGTGAACGCTCGGTCATCATGGTGCGTGATCCGGACGGCGGCATCAAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  ACCCTCAACTGACTGTCCATACAGTGATCGCGACGGGCCCGATTAATGAG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   ACCCTCAACTGACTGTCCATACAGTGATCGCGACGGGCCCGATTAATGAG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  ACCCTCAACTGACTGTCCATACAGTGATCGCGACGGGCCCGATTAATGAG  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3410      3420      3430      3440      3450    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TATCCTGCGGGTTCAGGCAGAGCCCAACCACAT-GACTACCTCTCGGCAA  

gi|151384|gb|M83949.1|PSE  TATCCGGTGGGTTCAGGTAAAGCCCAACCACATTGACTACCTCTCGGCAA  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GCTATTTGGCCAGGAGTGGCATATGATCGATCTAGTCAAACCCGTTTTTG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGCCAGCGAGCCGGCCTAATTACCGATTTGATTGAAAAAGACATTCCCTC  

gi|1255665|dbj|D84146.1|P  GGCCAGCGGGCCGGCCTAATTACCGATTTGATTGAAAAAGACATTCCCTC  

gi|300676625|gb|HM368649.  GGCCAGCGGGCCGGCCTAATTACCGATTTGATTGAAAAAGACATTCCCTC  

gi|300391841|gb|HM204990.  GGCCAGCGGGCCGGCCTAATTACCGATTTGATTGAAAAAGACATTCCCTC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GTGGTGGAGAACGTTTGCGCCCACCGTGGCATGCGCTTTTGCCGCGAGCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GGCCAGCGGGCCGGCCTAATTACCGATTTGATTGAAAAAGACATTCCCTC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   GGCCAGCGGGCCGGCCTAATTACCGATTTGATTGAAAAAGACATTCCCTC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GGCCAGCGGGCCGGCCTAATTACCGATTTGATTGAAAAAGACATTCCCTC  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3460      3470      3480      3490      3500    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  AATGAGGGTCGTTACTAATTTTGAACGTCTTCAAGCGATGGGGTTTTAGG  

gi|151384|gb|M83949.1|PSE  AATGAGGGTCGTTACTAATTTTGAACGTCTTCAAGCGATGGGGTTTTAGG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GTGAAAAGCTGCACCTGGTCACCATCGATCCGTGCTAACAGACGATACCA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCTGGCTGGGTGGAGAGCCTACCTGTGCGGCGCACCAGCGATGGTTGACG  

gi|1255665|dbj|D84146.1|P  GCTGGCTGGGTGGAGAGCCTACCTGTGCGGCGCACCAGCGATGGTTGACG  

gi|300676625|gb|HM368649.  GCTGGCTGGGTGGAGAGCCTACCTGTGCGGCGCACCAGCGATGGTTGACG  

gi|300391841|gb|HM204990.  GCTGGCTGGGTGGAGAGCCTACCTGTGCGGCGCACCAGCGATGGTTGACG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCACGGCAACGCCAAGGACTTCTTCTGCCCCTACCACCAGTGGAACTACA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GCTGGCTGGGTGGAGAGCCTACCTGTGCGGCGCACCAGCGATGGTTGACG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   GCTGGCTGGGTGGAGAGCCTACCTGTGCGGCGCACCAGCGATGGTTGACG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GCTGGCTGGGTGGAGAGCCTACCTGTGCGGCGCACCAGCGATGGTTGACG  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3510      3520      3530      3540      3550    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCGAAAGCTGCCCAGGCCTGCGGAACCTACCACATCGTAACCCGAGCATA  

gi|151384|gb|M83949.1|PSE  TCGGAAGCTGCCCAGACCTGCCCAACCTACCACGTCGTGACCCGAGCATA  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GTCGTACTTGATCTCGTATCGCCATGCTCCTGCCGACGACAGTGTCAGTA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CTCTATGCACCGTCGCCAAAGTTCTTGGAATATCGCCCGAACATATTTAT  

gi|1255665|dbj|D84146.1|P  CTCTATGCACCGTCGCCAAAGATCTTGGAATATCGCCCGAGCATATTTAT  

gi|300676625|gb|HM368649.  CTCTATGCACCGTCGCCAAAGATCTTGGAATATCGCCCGAGCATATTTAT  

gi|300391841|gb|HM204990.  CTCTATGCACCGTCGCCAAAGATCTTGGAATATCGCCCGAGCATATTTAT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCCTCAAGGGTGACCTGCAGGGCGTGCCCTTCCGCCGTGGCGTCAAGCAG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CTCTATGCACCGTCGCCAAAGATCTTGGAATATCGCCCGAGCATATTTAT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   CTCTATGCACCGTCGCCAAAGATCTTGGAATATCGCCCGAGCATATTTAT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  CTCTATGCACCGTCGCCAAAGATCTTGGAATATCGCCCGAGCATATTTAT  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3560      3570      3580      3590      3600    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTCGGCCCGCGGCGGCTAAAAACACAGAAATGAGCGGGGTGACCCGATCG  

gi|151384|gb|M83949.1|PSE  TTCGGCCCGCGGCGGCAAAAAACACAGAAATGAGCGGGTGACCCGATCGC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GAGTAACCAGTTGTGGCGCGATCCAACACGGGTTTGGTGCCTTGGGCGGT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCCGATGCCTTCTATCCCAGCGGGGTCTGAATTGCCCCGACCCTGCACCT  

gi|1255665|dbj|D84146.1|P  GCCGACGCCTTCTATCCCAGCGGGGTCTGAATTGCCCCGACCCTTCACCT  

gi|300676625|gb|HM368649.  GCCGACGCCTTCTATCCCAGCGGGGTCTGAATTGCCCCGACCCTGCACCT  

gi|300391841|gb|HM204990.  GCCGACGCCTTCTATCCCAGCGGGGTCTGAATTGCCCCGACCCTGCACCT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GACGGCAAGGTCAACGGCGGCATGCCCAAGGACTTCAAACTCGAAGAACA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GCCGACGCCTTCTATCCCAGCGGGGTCTGAATTGCCCCGACCCTGCACCT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   GCCGACGCCTTCTATCCCAGCGGGGTCTGAAT------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GCCGACGCCTTCTATCCCAGCGGGGTCTGAAT------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3610      3620      3630      3640      3650    



A.1: MSA for primer design 

 

188 

 

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCTTTGATCGATTCTCCGCTTTCAAAAGCGGCAGGGGCTGAAGTCAGCCG  

gi|151384|gb|M83949.1|PSE  CTTTGATCGATTCTCCGCTTTCAAAATGGGCGGGGGCTGAAGTCAGCCAG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TTCACTATCGCCACCTCGCTATCAGGAACATTCCTTCAGGGTGGAGTGCG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CTGTACATCGAGAATTCATCAGGAAGACACTTAAATGAGCATCACTAA--  

gi|1255665|dbj|D84146.1|P  CTGTACATCGAGAATTCATCAGGAAGACACTTAAATGAGCATCACTAA--  

gi|300676625|gb|HM368649.  CTGTACATCGAGAATTCATCAGGAAGACACTTAAATGAGCATCACTAA--  

gi|300391841|gb|HM204990.  CTGTACATCGAGAATTCATCAGGAAGACACTTAAATGAGCATCACTAAGG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGGCCTGACCAAGCTCAAGGTGGCCGCCCGAGGCGGTGCAGTGTTTGCCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CTGTACATCGAGAATTCATCAGGAAGACACTTAAATGAGCATCACTAAGG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3660      3670      3680      3690      3700    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GAAA--------TACCCAGACCAATCACAACATTCATGCTGGTGATAAAT  

gi|151384|gb|M83949.1|PSE  AAATACATGACTACTTCAGACGATTCGCAGTATTCACGCTGGTGATAAAC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TAATTTTCTGAAAGGGGAGCCAGGTTATGAGTATTCACATTGGTGATAAA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  AAACTCTGAAGAAGACTTCCTGATTTGGCAAAATACCCAGACTCTCCACC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTTTCGACCACGATGTCGAGCCTTTCGAGGACTTCCTGGGCCCAACCATC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  AAACTCTGAAGAAGACTTCCTGATTTGGCAAAATACCCAGACTCTCCACC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3710      3720      3730      3740      3750    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AAATTCAACTATGCTTTATTGACAAATAAAAGCACACTCACCATCATCGC  

gi|151384|gb|M83949.1|PSE  AAATTCAACTATGCTTTATTGACAAATAAAAGCACGCTCACCATCATCGC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CAACATCACTTATGCGTTATTGACATATAACGTCGTATTCACGATTATTT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  CGCCCGAGTTTCCGATGAAGCAGATGACCTTCGCCGACGCCGAGTACGCC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTGCACTACTTCGACCGCGTCTTCAACGGCCGCAAGCTCAAGATCCTGGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CGCCCGAGTTTCCGATGAAGCAGATGACCTTCGCCGACGCCGAGTACGCC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  
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                                   3760      3770      3780      3790      3800    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GA------ATACAAATCTTATAAAA-TTAAGCCGGATTTATGAAACTTCT  

gi|151384|gb|M83949.1|PSE  GA------ATACAAATCTTATAAAAATTAAGCCGGATTTATGGAACTTCT  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AC------CATATAAGTCTTATAATAACGAAGCCATATTATGGAACTCCT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  GGTAAGCGCAAGCAGACCCGCAAGGAATTGTTCCTGATCGAGATGGATCG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTACCGCCGCCAGCGCATCCCGGGCAACTGGAAGCTGATGCAGGAGAACA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GGTAAGCGCAAGCAGACCCGCAAGGAATTGTTCCTGATCGAGATGGATCG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3810      3820      3830      3840      3850    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CATACAGCCAAACAATCGCCTCATTAGCTTTAGTCCCGGCGCCAACCTTC  

gi|151384|gb|M83949.1|PSE  CATACAGCCAAACAATCGCCTCATTAGCTTTAGTCCCGGCGCCAACCTTC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CATACAACCGAACAATCGCATAATTCCCTTCAGTGCCGGTGCCAACCTTC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  GGTTGTGCCATGGAAGGGTTTGATTGCCTTGATCGAGCCGTATTACCCCA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCAAGGACCCCTATCACCCGGGCCTGCTGCACACCTGGTTCTCGACCTTC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GGTTGTGCCATGGAAGGGTTTGATTGCCTTGATCGAGCCGTATTACCCCA  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3860      3870      3880      3890      3900    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGGAAGTGCTTCGCGAGAACGGTGTCGCTATTTCCTACAGTTGTATGTCT  

gi|151384|gb|M83949.1|PSE  TGGAAGTGCTTCGCGAAAACGGTGTCGCTATTTCCTACAGTTGTATGTCT  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TGGAAGTGCTTCGCGAGAACGGTGTAGCTATTTCCTACAGTTGCTTGTCT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  AGGGCGAAGGCGGCCGACCCGCCTATCCGCTGATGGCGATGCTGCGCGTA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGGCTCTGGCGCGCCGACAACAAGTCGGAACTGAAGATGGACGCCAAGTT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  AGGGCGAAGGCGGCCGACCCGCCTATCCGCTGATGGCGATGCTGCGCGTA  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3910      3920      3930      3940      3950    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGGCGTTGCGGAACCTGCCGGTGCCGGGTTACAGATGGTAGTGTAATTGA  

gi|151384|gb|M83949.1|PSE  GGGCGTTGCGGAACCTGCCGCTGTCGGGTTACAGATGGCAGTGTAATTGA  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GGGCGTTGCGGAACCTGTCGCTGCCGGGTTATAGATGGCAGTGTCATTGA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  CATCTGATGCAAAACTGGTTCGGCTACAGCGATCCGGCGATGGAGGAAGC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCGCCACGCCGCGATGATCTCCACGCGCGGTCAGGGCGGCAAGAACGAGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CATCTGATGCAAAACTGGTTCGGCTACAGCGATCCGGCGATGGAGGAAGC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   3960      3970      3980      3990      4000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTCGGGGACGGGAAGCGGGTTACCACACCTCGTGGACGAGCATTATGTGC  

gi|151384|gb|M83949.1|PSE  TTCGGGGGCGGGAAGCGGGTTACCAAACCTCGTGGACGAGCATTATGTGC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TTCTGGGGCGGAAAATGGGCAATCAAACCTCACCGACAAGCAGTATGTGC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  GCTGTACGAGACCACCATCCTGCGTCAGTTCGCCGGGTTGAGACTGGAGC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  



A.1: MSA for primer design 

 

193 

 

gi|254028638|gb|GQ184726.  AGGTCGTGTCCGGCGTGGACAGCTTCAAGGAACAGATGAAGGTGAACGAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  ---------------GAATTCGTGGAAAGCTATGAAGTCGGGGTCAAGAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GCTGTACGAGACCACCATCCTGCGTCAGTTCGCCGGGTTGAGACTGGAGC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4010      4020      4030      4040      4050    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCGCCTGTCGGTCAGTACTTACTAACAATTGCGCGATCGAAATCCCAGAA  

gi|151384|gb|M83949.1|PSE  TCGCCTGTCAGTCAGTACTTACTCACAATTGCGCGATCGAAATCCCAGAA  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCGCCTGTCAGTCAGTACTCACTGGCAATTGCGCTATCGAAGTCCCAGAA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  GCATTCCGGACGAGACCACCATCCTCAATTTCCGCCGGCTGCTGGAGAAG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCGCGTCTGCTGGACATCGTGCCCGAGCCCTGGTGGGGCGGCCCGACCGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGAATTGTTCGACCCGTCGCCTGCGGCTCAACATTGCGGCGTTCCAGGCG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GCATTCCGGACGAGACCACCATCCTCAATTTCCGCCGGCTGCTGGAGAAG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  
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gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4060      4070      4080      4090      4100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCCGACGAAATCGTCACCCACCCGGCGAGAATCATCAAGGGCACTGTGGT  

gi|151384|gb|M83949.1|PSE  ACCGACGAAATCGTCACCCACCCGGCGAGAATCATCAAGGGCACTGTGGT  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GCCGACGAAATTGTCACTCACCCGGCGCGAATCATCAAGGGCACAGTGGT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  AGTGAGTTGGCGGCCGGTATCCTTGGCGTGATCAATGGCTACCTGGGAGA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGTGATGACCACGATCTTCCCCAGTGTGATCATCCAGCAGCAGGTCAATA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GATTACACCGACATTCAGCTGGTCGTGCAACAAGGATTGTCACCGAAGGT  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  AGTGAGTTGGCGGCCGGTATCCTTGGCGTGATCAATGGCTACCTGGGAGA  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4110      4120      4130      4140      4150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGCTATTGAGTCGCCCACTCACGATATCCGTCGCCTACGCGTACGCCTCG  

gi|151384|gb|M83949.1|PSE  CGCCGTCGAGTCGCCCACTCACGATATCCGTCGCCTACGCGTACGCCTCG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CGCAGTCGAGTCGCCCACTCACGATATCCGTCGCTTACGCGTACGCCTCT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  TCGCGGCCTGTCGCTGCGCCAAGGCACCATCGTCGATGCCACGCTGATCA  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCGTATCGACGCGCCACATCCAGCCCAACGGCCACGGCTCCTTTGACTTC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TCGCAATGCGGGTCGTGCGCGTATCCGGGGTATCGAGGTCGAAACGCAGG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TCGCGGCCTGTCGCTGCGCCAAGGCACCATCGTCGATGCCACGCTGATCA  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4160      4170      4180      4190      4200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCAAGCCCTTCGAGTTCTCACCCGGACAGTACGCGACATTGCAGTTCAGT  

gi|151384|gb|M83949.1|PSE  CTAAGCCCTTCGAGTTCTCACCCGGACAGTACGCGACATTGCAGTTCAGT  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CCAAGCCCTTCGAGTTCTCACCCGGACAGTACGCGACACTGCAGTTCAGC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  ATGCGCCGAGTTCGACCAAGAACAAGGACGGCAAACGCGACCCGGAGATG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GTCTGGACCCACTTCGGCTTCGAGGACGACAACGAGGATTGGACCCAGCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGAAACTGGCTGACTTCCTTACCATTCAGGGTGGCTTTGGCTATGTCGAT  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  ATGCGCCGAGTTCGACCAAGAACAAGGACGGCAAACGCGACCCGGAGATG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4210      4220      4230      4240      4250    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCTGAGCATGCGCGTCCGTATTCAATGGCAGGTCTGCCAGATGACCAAGA  

gi|151384|gb|M83949.1|PSE  CCTGAGCATGCGCGTCCGTATTCAATGGCAGGTCTGCCAGATGACCAAGA  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CCTGAGCATGCGCGTCCGTATTCAATGGCAGGTTTGCCAGATGACCAAGA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  CACCAGACCAAGAAGGGTAACCAATATTACTTCGGCATGAAGGCCCACAT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCGCCTGATCCAGGCCAACCTGTTCGGCCCGGCAGGCTTCGTCTCGGCCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GCCTATTACCGGGAGGTTTCGCCGACTGCCGCGCCGGTGAACGTCAATTC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CACCAGACCAAGAAGGGTAACCAATATTACTTCGGCATGAAGGCCCACAT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4260      4270      4280      4290      4300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AATGGAGTTCCACATACGCAAGGTGCCGGGTGGGCGCGTAACTGAGTATG  

gi|151384|gb|M83949.1|PSE  AATGGAGTTCCACATACGCAAGGTGCCGGGTGGGCGCGTAACGGAGTATG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AATGGAGTTCCACATACGCAAGGTGCCGGGTGGGCGCGTCACGGAGTATG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  
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gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  CGGAGTGGATGATGAGTCGGGTCTGGTACACAGCGTAGTCGGTACGCCAG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ACGACGGCGAGGTGATCGAGTGGTCGCAGGAAGGCTTCGAGCAGAACCCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GCGCTTCCCTATGGTGCCGAAATGGACAGCCTCCGGTTCGTTCGACGCTG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CGGAGTGGATGATGAGTCGGGTCTGGTACACAGCGTAGTCGGTACGCCAG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4310      4320      4330      4340      4350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTTTCGAGCACGTCCGCGAAGGTACAAGCATCAAATTGAGCGGGCCACTT  

gi|151384|gb|M83949.1|PSE  TTTTCGAGCACGTCCGCGAAGGTACAAGCATCAAGTTGAGCGGGCCACTT  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TTTTCGAACACGTCCGCGAAGGTACAAGCATCAAGTTGAGCGGGCCTCTT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  CCAACGTGGCGGATGTCACTCAGGTCGACAAGTTACTGCACGGCGACGAA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCGCACCGCACCGTGATCGAGATGGGCGGTCACGAGATCGGAGACACGGA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AGCTTTACAAGGGCGGTGCGGGCACACTCAGCCTCCATGGCGACTGGAGC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CCAACGTGGCGGATGTCACTCAGGTCGACAAGTTACTGCACGGCGACGAA  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4360      4370      4380      4390      4400    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGTACGGCTTATTTACGTCAGAACCACACCGGGCCGATGCTCTGTGTGGG  

gi|151384|gb|M83949.1|PSE  GGTACGGCTTATTTGCGTCAGAACCACACCGGGCCGATGCTCTGTGTGGG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GGTACGGCTTATCTACGTCAGAAGCACACCGGACCGATGCTGTGTGTAGG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  AACGTCGTTTGCGCCGATGCCGGCTACCCGGGCGTCGAAAAGCGCTCCGA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCACATGGTCACCGAGACGCTGATCCGCGGCATGTACGACTACTGGCGCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TACAAGGGTGGCCACTTCAAGGACTCGATCAACTCGCCCGCGCTTTACCA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  AACGTCGTTTGCGCCGATGCCGGCTACCCGGGCGTCGAAAAGCGCTCCGA  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4410      4420      4430      4440      4450    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGGTGGAACCGGACTAGCACCGGTGCTGTCGATTATTCGCGGCGCGCTGA  

gi|151384|gb|M83949.1|PSE  CGGTGGGACCGGACTAGCACCGGTGCTGTCGATTGTTCGCGGCGCGCTGA  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TGGCGGGACCGGACTCGCACCGGTGCTGTCGATTGTTCGCGGCGCGCTGA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  ACATGAAGGCCGGGCGGTGATCTGGCAGGTCGCGGCACGCCGCAGCACTT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGGTGATGGGAGAGTGAACATGATCGACTTCAAGACGTACTTTGAACTGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AGAAGGGTACAGCGTGTTTGGCGCGAACCTGAGTTACGAACTGCCCGGGG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  ACATGAAGGCCGGGCGGTGATCTGGCAGGTCGCGGCACGCCGCAGCACTT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4460      4470      4480      4490      4500    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGTTGGGTATGACAAACCCCATCCTCCTTTATTTCGGAGTGCGCAGTCAG  

gi|151384|gb|M83949.1|PSE  AGTTGGGTATGACAAACCCCATCCTCCTTTATTTCGGAGTGCGCAGTCAG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AGTCGGGTATGACGAACCCCATCCTCCTTTATTTCGGGGTGCGCAGTCAG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  ACAAGAAGCTTGGCAAGAGCAGCCCGCTCTACAAAGCCAAGCGCAAGGTC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGACCCTGTACAGCGACTATGCCATGGTCTGCGACTCCGCCGATTGGGAG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  ATAACTGGGATGTGAGCGTCGGGGTCACGAACCTGACTGACAAGCGCTAT  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  ACAAGAAGCTTGGCAAGAGCAGCCCGCTCTACAAAGCCAAGCGCAAGGTC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4510      4520      4530      4540      4550    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAAGACCTCTACGACGCAGAGCGATTGCATAACCTCGCGGCTGATCACCC  

gi|151384|gb|M83949.1|PSE  CAAGACCTCTACGACGCAGAGCGATTGCACAAACTCGCCGCTGATCACCC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CAAGACCTCTACGACGCAGAGCGATTGCACAAACTCGCCGCTGACCACCC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  GAGAAGGCCAAGGCGCAGGTGCGGGCGAAGGTCGAGCACCCGTTTCGGGT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AAGTGGCCTGATTTTTTCATTGAGACCGGCACCTACCGCCTGCAGCCGCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CTCCTGGGCGGATATTCCGAACTTCAACAGACCGGCGCCGCGACTGGGGC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GAGAAGGCCAAGGCGCAGGTGCGGGCGAAGGTCGAGCACCCGTTTCGGGT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4560      4570      4580      4590      4600    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCAACTGACCGTACACACGGTAATCGCAATGGGCCCGATTAATGAGAGTC  

gi|151384|gb|M83949.1|PSE  TCAACTGACCGTACACACGGTAATCGCAATGGGCCCGATTAATGAGAGTC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCAACTGACCGTACACACGGTGATTGCAACGGGCCCGATTAATGAGGGTC  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  GATCAAGCGCCAGTTTGGTTACACCAAAGTTCGCTTTCGAGGGCTGGTGA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGAGAACTTCGAGCAGGACTTGCCGCTGTGCCTGCTGGCGCTGGAGAGCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CTATTCTCGTCCTCGCGAGTGGTTCCTCAAGCTTCGTTATCGTTATTGAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GATCAAGCGCCAGTTTGGTTACACCAAAGTTCGCTTTCGAGGGCTGGTGA  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4610      4620      4630      4640      4650    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGCGAGCCGGTCTAGTTACCGATGCGATCGAAAAAGACATCAGTTCGCTG  

gi|151384|gb|M83949.1|PSE  AGCGAGCCGGTCTAGTTACCGATGTGATCGAAAAAGACATCATTTCGCTG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AGCGAGCCGGCCTAATTACCGATGTGATCGAAAAAGACATCCTTTCGCTG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  AGAACACGGCGCAGTTAGTGACGCTGTTCGCCCTGTCGAACCTGTGGATG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGGCCATGATCCGTGACCGAGTGTACGGTGTCAAGGAAACCATGTATCAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGGTTGAGCCAGAGGCAGGAAGGATCGGATTATTGCAATGGCTGGTCATA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  
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gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  AGAACACGGCGCAGTTAGTGACGCTGTTCGCCCTGTCGAACCTGTGGATG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4660      4670      4680      4690      4700    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCTGGGTGGAGGGCCTATCTGTGCGGTGCACCAGCGATGGTTGAAGCGCT  

gi|151384|gb|M83949.1|PSE  GCTGGGTGGAGGGCCTACCTGTGCGGCGCACCAGCGATGGTTGAAGCGCT  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GCTGGGTGGAGGGCCTACCTGTGCGGCGCACCAGCGATGGTTGAAGCGTT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  GCGCGCCGACATTTACTGGCGAATACAGGAGAGGTGCGCCTGTAATGTGG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GATCCCTACTACCAGCGCCACATCGTAGGCACGCCGCGCGTGCTGTCGGT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GAGTAGGGGTGGCTGATGTGCAGGGGGTGTGGGCCATCATGCCCACACCG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GCGCGCCGACATTTACTGGCGAATACAGGAGAGGTGCGCCTGTAATGTGG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4710      4720      4730      4740      4750    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTGCACCGTTACCAAACATCTTGGAATATCACCGGAACATATTTATGCCG  

gi|151384|gb|M83949.1|PSE  TTGCACCGTTACCAAGCATCTTGGAATATCACCCGAACATATTTATGCCG  
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gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GTGCACCGTCACCAAGCATCTTGGAATATCACCCGAACATATTTATGCCG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  GAAATGGCCGGCGCGAGGTGCTCGCGGCGGATAAAAACCCAGAAAGAATG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGAGCGTGACGCGGATGGCGAGCGCATTACCGCCGAAGCCAGCTATGCCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TCCAAGCCCAACGCAGAGGACCCTAATGCGCGCGATACGGTGGATCTCGA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GAAATGGCCGGCGCGAGGTGCTCGCGGCGGATAAAAACCCAGAAAGAATG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4760      4770      4780      4790      4800    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATGCCTTCTATCCCGGTGAAATCTGAATCGTCCCTTTCCCT-CACCTCGG  

gi|151384|gb|M83949.1|PSE  ATGCCTTCTATCCCGGTGGAATCTGAATAGTCCCTTTCCCTGCACCTCTG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  ATGCCTTCTATCCCGGTGGGATCTGAATAGTTCCCGGCCATGCACCTCTG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  --------------------------------------------------  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  GATGATTCGATCGTTTTTTAGACGAATCGCCGCTTTTAAAATTGGCAGGG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGATTCGCACCAAGTACGACGGCGATTCCACGGTTTTCAAC---GCCGGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGAAACCACGCGGGTCGTCAAAGCGCTGATCGACTCAGGGGCCAACGGCA  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GATGATTCGATCGTTTTTTAGACGAATCGCCGCTTTTAAAATTGGCAGGG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4810      4820      4830      4840      4850    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCCATTGAGGACTCATCAGGAGGATACTCAAATAGGCGCAAATAATAACA  

gi|151384|gb|M83949.1|PSE  TCCATCGAGGACTCATCAGGAGGATACTCAAATAAGCGCAAATAATAACA  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCCATCGAGAATTCATCAGGAAGACATTCAAATGAACGTAAACAATAAGG  

gi|151392|gb|M23914.1|PSE  --------GAATTCATCAGGAAGACATTCAAATGAACGTAAACAATAAGG  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------CAACAG  

gi|1255665|dbj|D84146.1|P  --------------------------------------------CAACAG  

gi|300676625|gb|HM368649.  --------------------------------------------CAACAG  

gi|300391841|gb|HM204990.  CTGAAGTCAGCCAGAAATACGTGACTACTTCAGACCATCCCTAACAACAG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TATTACCGAGACGTGATCGTGCGAACGCCCGAGCGCCTCAAGCTGAAGTC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TCCTGACGCTCGGTTCGCTGGGGGAGGTGGCCACGCTGACCTGGGATGAG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CTGAAGTCAGCCAGAAATACGTGACTACTTCAGACCATCCCTAACAACAG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4860      4870      4880      4890      4900    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  GCCGCGTCACTATGTGCGGCAGCGAAATGGTTTCCCTCTCCCTCATTTGC  

gi|151384|gb|M83949.1|PSE  GTCGCGTCAGTATTTGCGGCAGCGAAATGGTTTCCCTCTCCCTCATTTAC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GCAGCGTCTGTATTTGCGGCAGCGAAATGCTCCCTAAATTCCTCATTTAC  

gi|151392|gb|M23914.1|PSE  GCAGCGTCTGTATTTGCGGCAGCGAAATGCTCCCTAAATTCCTCATTTAC  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCGCGTCAGAATATTTGGGACAGCTGAATGATCTCTAACTCCATCATTAC  

gi|1255665|dbj|D84146.1|P  CCGCGTCTGAATATTTAGGACAGCTGGATGATCTCTAACTCCATCATTAC  

gi|300676625|gb|HM368649.  CCGCGTCAGAATATTTGGGACAGCTGGATGATCTCTAACTCCATCATTAC  

gi|300391841|gb|HM204990.  CCGCGTCTGAATATTTAGGACAGCTGGATGATCTCTAACTCCATCATTAC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCGCCTGTGCGTGTACGACAGCGAAATGATTCCCAACTCCATCATATACC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AAGCGCGATTTCATGAAGGCGCTTGTCGAGGTTGCAGGCGGCAGGGTGCC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CCGCGTCTGAATATTTAGGACAGCTGGATGATCTCTAACTCCATCATTAC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   -----------------------------GATCTCTAACTCCATCATTAC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4910      4920      4930      4940      4950    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCCATCGGAGGATAGTTTTATGACAGAAAAATGGATTGAAGCAGTCGCCC  

gi|151384|gb|M83949.1|PSE  CCCATCTGAGGATAGTTTTATGACAGAAAAATGGATTGAAGCAGTCGCCC  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CCCATCTGAGGATTGCTTTATGACAGTAAAGTGGATTGAAGCAGTCGCTC  

gi|151392|gb|M23914.1|PSE  CCCATCTGAGGATTGCTTTATGACAGTAAAGTGGATTGAAGCAGTCGCTC  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCCATTTGAAGATAGCTTTATGACAGAAAAATGGATTGACGCAGTCGCTC  

gi|1255665|dbj|D84146.1|P  CCCATTTGAAGATAGCTTTATGACAGAAAAATGGATTGACGCAGTCGCTC  

gi|300676625|gb|HM368649.  CCCATTTGAAGATAGCTTTATGACAGAAAAATGGATTGACGCAGTCGCTC  

gi|300391841|gb|HM204990.  CCCATTTGAAGATAGCTTTATGACAGAAAAATGGATTGACGCAGTCGCTC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTATCTGAGAACGAATCCAATGAGCGAGAACTGGATAGACGCCGCCGCCC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TGTCTTTGGGGGGACTTCGACTCTGTCGACGCGCACCACAATCGATGAAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CCCATTTGAAGATAGCTTTATGACAGAAAAATGGATTGACGCAGTCGCTC  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   CCCATTTGAAGATAGCTTTATGACAGAAAAATGGATTGACGCAGTCGCTC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  ---------------------GACAGAAAAATGGATTGACGCAGTCGCTC  

gb|AF252550.1|:772-2115 C  -------------------ATGACTCAGAACTGGATTGATGCAGCTTGTC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   4960      4970      4980      4990      5000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  ------------------GTGATGTCCTCGGCGTGACTGTCGAGGGTAAG  

gi|2189972|dbj|AB004059.1  TTTGTGACATTCCAGAAGGTGATGTCCTCGGCGTGACTGTCGAGGGTAAG  

gi|151384|gb|M83949.1|PSE  TTTCTGACATCCCAGAAGGTGATGTCCTCGGCGTGACTGTCGAGGGCAAG  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TTTCTGACATCCTTGAAGGTGACGTCCTCGGCGTGACTGTCGAGGGCAAG  

gi|151392|gb|M23914.1|PSE  TTTCTGACATCCTTGAAGGTGACGTCCTCGGCGTGACTGTCGAGGGCAAG  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTTATGAAATCCCTGAAGGTGACGTCCTCGGCGTGACAGTCGAAGGTAAG  

gi|1255665|dbj|D84146.1|P  TTTATGAAATCCCTGAAGGTGACGTCCTCGGCGTGACAGTCGAAGGTAAG  

gi|300676625|gb|HM368649.  TTTATGAAATCCCTGAAGGTGACGTCCTCGGCGTGACAGTCGAAGGTAAG  

gi|300391841|gb|HM204990.  TTTATGAAATCCCTGAAGGTGACGTCCTCGGCGTGACAGTCGAAGGCAAG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCGACGAGGTGCCCGAGGGCGACGTGATCGGCATCAATATCGTCGGCAAG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGCGCGCGGCGCGCGATATCGGGGTCGATGGCACCATGGTCGGTCCGCCG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TTTATGAAATCCCTGAAGGTGACGTCCTCGGCGTGACAGTCGAAGGCAAG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TTTATGAAATCCCTGAAGGTGACGTCCTCGGCGTGACAGTCGAAGGCAAG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TTTATGAAATCCCTGAAGGTGACGTCCTCGGCGTGACAGTCGAAGGTAAG  

gb|AF252550.1|:772-2115 C  TTGACGACATCCCTGAAGGCGATGTGGTCGGCGTCAAAGTTAACGGCAAG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   5010      5020      5030      5040      5050    
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GATCTGGCACTGTACGAAGTGGAAGGCGAAATCTACGCTACCGACGACCT  

gi|2189972|dbj|AB004059.1  GATCTGGCACTGTACGAAGTGGAAGGCGAAATCTACGCTACCGACGACCT  

gi|151384|gb|M83949.1|PSE  GAGCTGGCGTTGTACGAAGTGGAAGGCGAAATCTACGCTACCGACAACCT  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GAGCTGGCGCTGTATGAAGTTGAAGGCGAAATCTACGCTACCGACAACCT  

gi|151392|gb|M23914.1|PSE  GAGCTGGCGCTGTATGAAGTTGAAGGCGAAATCTACGCTACCGACAACCT  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GAACTAGCGCTGTATGAAGTGGAAGGCGAAATCTACGCTACCGACAACCT  

gi|1255665|dbj|D84146.1|P  GAACTAGCGCTGTATGAAGTGGAAGGCGAAATCTACGCTACCGACAACCT  

gi|300676625|gb|HM368649.  GAACTAGCGCTGTATGAAGTGGAAGGCGAAATCTACGCTACCGACAACCT  

gi|300391841|gb|HM204990.  GAACTAGCGCTGTATGAAGTGGAAGGCGAAATCTACGCTACCGACAACCT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GAGATTGCCCTCTACGAGGTGGCAGGCGAGATCTACGCCACCGACAACAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  ATGTGGTGCGCGCCCGATGTTCCCACGGCCGTGCAGTTCTACCGCGATCT  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GAACTAGCGCTGTATGAAGTGGAAGGCGAAATCTACGCTACCGACAACCT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   GAACTAGCGCTGTATGAAGTGGAAGGCGAAATCTACGCTACCGACAACCT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GAACTAGCGCTGTATGAAGTGGAAGGCGAAATCTACGCTACCGACAACCT  

gb|AF252550.1|:772-2115 C  GAAATTGCGCTCTACGAGGTCGAGGGGGAGATTTATGCCACCGATAACCT  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   5060      5070      5080      5090      5100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GTGCACGCATGGTGCCGCCCGCATGAGCGATGGTTATCTCGAGGGGCGAG  

gi|2189972|dbj|AB004059.1  GTGCACGCATGGTGCCGCCCGCATGAGCGATGGTTATCTCGAGGGGCGAG  

gi|151384|gb|M83949.1|PSE  GTGCACGCATGGTGCCGCCCGCATGAGCGATGGTTATCTCGAGGGGCGAG  

gi|1224113|gb|U49496.1|PS  ----------------------------------------GAGGGTAGAG  

gi|22252960|gb|AY125981.1  GTGCACGCATGGTTCCGCCCGCATGAGTGATGGTTATCTCGAGGGTAGAG  

gi|151392|gb|M23914.1|PSE  GTGCACGCATGGTTCCGCCCGCATGAGTGATGGTTATCTCGAGGGTAGAG  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTGCACACATGGTGCTGCCCGCATGAGTGATGGCTTTCTAGAAGGCAGAG  

gi|1255665|dbj|D84146.1|P  GTGCACACATGGTGCTGCCCGCATGAGTGATGGCTTTCTAGAAGGCAGAG  

gi|300676625|gb|HM368649.  GTGCACACATGGTGCTGCCCGCATGAGTGATGGCTTTCTAGAAGGCAGAG  

gi|300391841|gb|HM204990.  GTGCACACATGGTGCTGCCCGCATGAGTGATGGCTTTCTAGAAGGCAGAG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTGCACTCACGGCGCCGCCCGCATGAGCGATGGCTTTCTCGAAGGCCGGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  



A.1: MSA for primer design 

 

208 

 

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TGCGGAAGCCTGCCCCGACATGTCGAGCGAGGAGCTGCTGGCTGAGATTG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GTGCACACATGGTGCTGCCCGCATGAGTGATGGCTTTCTAGAAGGCAGAG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   GTGCACACATGGTGCTGCCCGCATGAGTGATGGCTTTCTAGAAGGCAGAG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GTGCACACATGGTGCTGCCCGCATGAGTGATGGCTTTCTAGAAGGCAGAG  

gb|AF252550.1|:772-2115 C  GTGCACGCACGGCGCTGCGCGCATGAGCGATGGCTTTCTCGAAGGCCGGG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   5110      5120      5130      5140      5150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  AAATCGAATGCCCCTTGCATCAAGGTCGGTTTGACGTTTGTACAGGCAGA  

gi|2189972|dbj|AB004059.1  AAATCGAATGCCCCTTGCATCAAGGTCGGTTTGACGTTTGTACAAGCAGA  

gi|151384|gb|M83949.1|PSE  AAATCGAATGCCCCTTGCATCAAGGTCGGTTTGACGTTTGTACAGGCAGA  

gi|1224113|gb|U49496.1|PS  AAATCGAATGCCCCTTGCATCAAGGTCGGTTTGACGTTTGCACAGGCAAA  

gi|22252960|gb|AY125981.1  AAATCGAATGCCCCTTGCATCAAGGTCGGTTTGACGTTTGCACAGGCAAA  

gi|151392|gb|M23914.1|PSE  AAATCGAATGCCCCTTGCATCAAGGTCGGTTTGACGTTTGCACAGGCAAA  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAATTGAATGTCCTTTGCATCAAGGTAGATTTGATGTTTGCACAGGCAGG  

gi|1255665|dbj|D84146.1|P  AAATTGAATGTCCTTTGCATCAAGGTAGATTTGATGTTTGCACAGGCAGG  

gi|300676625|gb|HM368649.  AAATTGAATGTCCTTTGCATCAAGGTAGATTTGATGTTTGCACAGGCAGG  

gi|300391841|gb|HM204990.  AAATTGAATGTCCTTTGCATCAAGGTAGATTTGATGTTTGCACAGGCAGG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AAATTGAATGTCCTTTGCATCAAGGCCGATTCGATGTTTGCACTGGTAAA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGAGCGAGCTGGGGTGGGAGCCAGATGCCTTTCTCGCCTATGTTCACTCC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  AAATTGAATGTCCTTTGCATCAAGGTAGATTTGATGTTTGCACAGGCAGG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   AAATTGAATGTCCTTTGCATCAAGGTAGATTTGATGTTTGCACAGGCAGG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  AAATTGAATGTCCTTTGCATCAAGGTAGATTTGATGTTTGCACAGGCAGG  

gb|AF252550.1|:772-2115 C  AAATTGAATGCCCTCTGCACCAAGGTCGATTTGATGTCTGCACAGGCAAA  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  
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                                   5160      5170      5180      5190      5200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GCCCTCTGCGCCCCCGTGACAGAGAACATCAAAACATATGCAGTCAAGAT  

gi|2189972|dbj|AB004059.1  GCCCTCTGCGCCCCCGTGACAGAGAACATCAAAACATATGCAGTCAAGAT  

gi|151384|gb|M83949.1|PSE  GCCCTCTGCGCCCCCGTGACAGAGAACATCAAAACATATGCAGTCAAGAT  

gi|1224113|gb|U49496.1|PS  GCCCTGTGCGCACCCGTGACACAGAACATCAAAACATATCCAGTCAAGAT  

gi|22252960|gb|AY125981.1  GCCCTGTGCGCACCCGTGACACAGAACATCAAAACATATCCAGTCAAGAT  

gi|151392|gb|M23914.1|PSE  GCCCTGTGCGCACCCGTGACACAGAACATCAAAACATATCCAGTCAAGAT  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCCTTGTGCGCCCCTGTGACACAGAACATCAAAACATACCCGGTGAAGAT  

gi|1255665|dbj|D84146.1|P  GCCTTGTGCGCCCCTGTGACACAGAACATCAAAACATACCCGGTGAAGAT  

gi|300676625|gb|HM368649.  GCCTTGTGCGCCCCTGTGACACAGAACATCAAAACATACCCGGTGAAGAT  

gi|300391841|gb|HM204990.  GCCTTGTGCGCCCCTGTGACACAGAACATCAAAACATACCCGGTGAAGAT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCCTTGTGCACACCCCTGACACAGGACATCAAAACCTACCCCGTAAAAAT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GAAGAAGCCGAAGATGCCTACCGATTAAGCAATGAAGAAGCGCATTCGCG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GCCTTGTGCGCCCCTGTGACACAGAACATCAAAACATACCCGGTGAAGAT  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   GCCTTGTGCGCCCCTGTGACACAGAACATCAAAACATACCCGGTGAAGAT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GCCTTGTGCGCCCCTGTGACACAGAACATCAAAACATACCCGGTGAAGAT  

gb|AF252550.1|:772-2115 C  GCCTTGTGCACCCCCCTGACAAAGGACATCAAAACCTACCCCGTCAAAAT  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   5210      5220      5230      5240      5250    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TGAGAACCTGCGCGTAATGATTGATTTAAGCTGAGAATTTTTAATAGGAG  

gi|2189972|dbj|AB004059.1  TGAGAACCTGCGCGTAATGATTGATTTAAGCTGAGAATTTTTAATAGGCG  

gi|151384|gb|M83949.1|PSE  TGAGAACCTGCGCGTAATGATTGATTTGAGCGGAGAGTTTT-AATAGGAG  

gi|1224113|gb|U49496.1|PS  TGAGAACCTGCGCGTAATGATTGATTTGAGCTAAGAATTTT-AACAGGAG  

gi|22252960|gb|AY125981.1  TGAGAACCTGCGCGTAATGATTGATTTGAGCTAAGAATTTT-AACAGGAG  

gi|151392|gb|M23914.1|PSE  TGAGAACCTGCGCGTAATGATTGATTTGAGCTAAGAATTTT-AACAGGAG  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGAGGGCCAGCGTGTGATGATTGATTTGAGCTGAGAATTTT-AATAGGAG  

gi|1255665|dbj|D84146.1|P  TGAGGGCCAGCGTGTGATGATTGATTTGAGCTGAGAATTTT-AATAGGAG  

gi|300676625|gb|HM368649.  TGAGGGCCAGCGTGTGATGATTGATTTGAGCTGAGAATTTT-AATAGGAG  

gi|300391841|gb|HM204990.  TGAGGGCCAGCGTGTGATGATTGATTTGAGCTGAGAATTTT-AATAGGAG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGAAAACATGCGCGTGATGCTCAAACTGGACTAAAACTCTTTTCAGGAGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGGCGTATTCGGCGCGCCGATCATGATGATTGGCGAGGAAA---TGTGGT  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TGAGGGCCAGCGTGTGATGATTGATTTGAGCTGAGAATTTT-AATAGGAG  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   TGAGGGCCAGCGTGTGATGATTGATTTGAGCTGA----------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TGAGGGCCAGCGTGTGATGATTGATTTGAGCTGA----------------  

gb|AF252550.1|:772-2115 C  TGAAAACATGCGCGTGATGCTCAAAATGGAGTAAA---------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   5260      5270      5280      5290      5300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GCGCCCCGGACCATAGAGCGTAATTATCCCCATTCCATCTTTTTTTAGGT  

gi|2189972|dbj|AB004059.1  GCGCCCCGGACCATAGAGCGTGATTATCCCCATTCCATCTTTTTTTAGGT  

gi|151384|gb|M83949.1|PSE  GTACCCCGGACCCTAGCGCGTAACTACCCCAATTCCATCTTTTTT-AGGT  

gi|1224113|gb|U49496.1|PS  GCACCCCGGGCCCTAGAGCGTAATCACCCCCATTCCATCTTTTTT-AGGT  

gi|22252960|gb|AY125981.1  GCACCCCGGGCCCTAGAGCGTAATCACCCCCATTCCATCTTTTTT-AGGT  

gi|151392|gb|M23914.1|PSE  GCACCCCGGGCCCTAGAGCGTAATCACCCCCATTCCATCTTTTTT-AGGT  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCACCCCGGACCCTAGAGCGTAATCCCCCCCATTCGATTTTTTTA--GGT  

gi|1255665|dbj|D84146.1|P  GCACCCCGGACCCTAGAGCGTAATCCCCCCCATTCGATCTCTTGA--GGT  

gi|300676625|gb|HM368649.  GCACCCCGGACCCTAGAGCGTAATCCCCCCCATTCGATCTCTTGA--GGT  

gi|300391841|gb|HM204990.  GCACCCCGGACCCTACAGCGTAATCCCCCCCATTCGATCTCTTGA--GGT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AAATCCAAATCCGGAAATCCCCCCACCCAACCACCATCCGTTTTTCAAAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GGGGGAGCGACCGATTGTTCTTCCTTGATGAATATCTATCGAGCCAGTGA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   ----------------------------------------------ATGA  

gi|300391841|gb|HM204990.  GCACCCCGGACCCTACAGCGTAATCCCCCCCATTCGATCTCTTGA--GGT  

gi|270118907|emb|FM882254  ------------------CACGATTCTGCCGAAGACAATCGGGGGCGTGA  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   5310      5320      5330      5340      5350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GAAA------ACATGAATTACAAAAACAAAATCTTGGTAAGTGAGTCTGG  

gi|2189972|dbj|AB004059.1  GAAA------ACATGAATTACAAAAACAAAATCTTGGTAAGTGAGTCTGG  

gi|151384|gb|M83949.1|PSE  GAAA------ACATGAATTACAAAAACAAAATATTGGTGAGTGAATCTGG  

gi|1224113|gb|U49496.1|PS  GAAA------ACATGAATTACAATAATAAAATCTTGGTAAGTGAATCTGG  

gi|22252960|gb|AY125981.1  GAAA------ACATGAATTACAATAATAAAATCTTGGTAAGTGAATCTGG  

gi|151392|gb|M23914.1|PSE  GAAA------ACATGAATTACAATAATAAAATCTTGGTAAGTGAATCTGG  

gi|304367818|gb|HM623873.  ------------TTGAATTACAATAATAAAATCTTGGTAAGTGAATCTGG  

gi|4104750|gb|AF039533.1|  GAAA------ATATGAATTACAAAAATAAAACCTTGGTGACTGAATCTGG  

gi|1255665|dbj|D84146.1|P  GAAA------ATATGAATTACAAAAATAAAAACTTGGTGAGTGAATCTGG  

gi|300676625|gb|HM368649.  GAAA------ATATGAATTACAAAAATAAAAACTTGGTGAGTGAATCTGG  

gi|300391841|gb|HM204990.  GAAA------ATATGAATTACAACAATAAAATCTTGGTGAGTGAATCTGG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AAAAGGAGACAAGCAATTATGAGTTACCAAAACTTAGTGAGTGAAGCGGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AAAATTGAAATAAGGATTTATGCAATGGATGACCTGATCGACACCAAGCG  

gi|90567897:31379-32728 P  ------------ATGAATTACAAAAACAAAATATTGGTGAGTGAATCTGG  

gb|AF036940.2|:5464-6807   ------------------ATGATTTATGAAAATTTGGTGAGTGAAGCAGG  

gi|94481127:11706-13037 S  ------------------------ATGGATGACCTGATCGACACCAAGCG  

gb|EU910094.1|:1191-2549   GTA-CCAATCGTACCCAGGTCGACGTGGAATCTCTCGTTGACGTTAAAAA  

gi|300391841|gb|HM204990.  GAAA------ATATGAATTACAACAATAAAATCTTGGTGAGTGAATCTGG  

gi|270118907|emb|FM882254  AAC-CGGAGAGAGCCATGAGCGGCGACACCACACTCGTAGACACTGTCAA  

gb|HM204990.1|:4076-4657   ------------ATGAATTACAACAATAAAATCTTGGTGAGTGAATCTGG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  ------------ATGAATTACAAAAATAAAAACTTGGTGAGTGAATCTGG  

gb|AF252550.1|:772-2115 C  -------------------TGATTTATGAAAATTTGGTGAGTGAAGCAGG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  ------------ATGAATTACAATAATAAAATCTTGGTAAGTGAATCTGG  

 

                                   5360      5370      5380      5390      5400    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GCTGACCCAAAAGCACCTGATTCATGGCGATGAAGAACTTTTCCAGCACG  

gi|2189972|dbj|AB004059.1  GCTGACCCAAAAGCACCTGATTCATGGCGGTGAAGGGCTTTTCCAGCACG  

gi|151384|gb|M83949.1|PSE  GCTGACCCAAAAGCACCTGATTCATGGCGATGAAGAACTTTTCCAGCACG  

gi|1224113|gb|U49496.1|PS  TCTGAGCCAAAAGCACCTGATTCATGGCGATGAAGAACTTTTCCAACATG  

gi|22252960|gb|AY125981.1  TCTGAGCCAAAAGCACCTGATTCATGGCGATGAAGAACTTTTCCAACATG  

gi|151392|gb|M23914.1|PSE  TCTGAGCCAAAAGCACCTGATTCATGGCGATGAAGAACTTTTCCAACATG  

gi|304367818|gb|HM623873.  TCTGAGCCAAAAGCACCTGATTCATGGCGATGAAGAACTTTTCCAACATG  

gi|4104750|gb|AF039533.1|  GCTGACCCAAAAACACCTGATTCATGGCGACGAAGAACTTTTCCAGCGCG  

gi|1255665|dbj|D84146.1|P  GCTGACCCAAAAACACCTGATTCATGGCGACGAAGAACTTTTCCAGCGCG  

gi|300676625|gb|HM368649.  GCTGACCCAAAAACACCTGATTCATGGCGACGAAGAACTTTTCCAGCGCG  

gi|300391841|gb|HM204990.  GCTGACCCAAAAACACCTGATTCATGGCGACGAACAAGTTTTCCAGCGTG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  ACTGACACAAAAGCACTTGATTCATGGCGACAAAGAACTTTTCCAGCACG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TGGTTTGCAATCCGCCAGTATGTTCATCGATCCACATCTTTATGAGGTGG  

gi|90567897:31379-32728 P  GCTGACCCAAAAGCACCTGATTCATGGCGATGAAGAACTTTTCCAGCACG  

gb|AF036940.2|:5464-6807   GCTGACGCAAAAGCACCTGATTCATGGCGACAAAGAACTTTTCCAGCACG  

gi|94481127:11706-13037 S  TGGTTTGCAATCCGCCAGTATGTTCATCGATCCACATCTTTATGAGGTGG  

gb|EU910094.1|:1191-2549   CGGCATACAAGCCAAGAGAATTTTTTGGGATCAACAGATCTACGATCTTG  

gi|300391841|gb|HM204990.  GCTGACCCAAAAACACCTGATTCATGGCGACGAACAAGTTTTCCAGCGTG  

gi|270118907|emb|FM882254  TGCTAGCCAGTCCCGTCAGGTGTTCTGGGACAGAGACGTTTATGATCTTG  

gb|HM204990.1|:4076-4657   GCTGACCCAAAAACACCTGATTCATGGCGACGAACAAGTTTTCCAGCGTG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GCTGACCCAAAAACACCTGATTCATGGCGACGAAGAACTTTTCCAGCGCG  

gb|AF252550.1|:772-2115 C  GCTGACGCAAAAGCACCTGATTCATGGCGACAAAGAACTTTTCCAGCACG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  TCTGAGCCAAAAGCACCTGATTCATGGCGATGAAGAACTTTTCCAACATG  

 

                                   5410      5420      5430      5440      5450    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  AACTGAGAACCATTTKTGCGCGGAACTGGCTTTTTCTCACTCATG--ACA  

gi|2189972|dbj|AB004059.1  AACTGAGAGCCGTTTTTGCGCGGAACTGGCTTTTTCTCACTCATG--ACA  

gi|151384|gb|M83949.1|PSE  AACTGAGAACCATTTTTGCGCGGAACTGGCTTTTTCTCACTCATG--ACA  

gi|1224113|gb|U49496.1|PS  AACTGAAAACCATTTTTGCGCGGAACTGGCTTTTTCTCACTCATG--ATA  

gi|22252960|gb|AY125981.1  AACTGAAAACCATTTTTGCGCGGAACTGGCTTTTTCTCACTCATG--ATA  

gi|151392|gb|M23914.1|PSE  AACTGAAAACCATTTTTGCGCGGAACTGGCTTTTTCTCACTCATG--ATA  

gi|304367818|gb|HM623873.  AACTGAAAACCATTTTTGCGCGGAACTGGCTTTTTCTCACTCATG--ATA  

gi|4104750|gb|AF039533.1|  AACTGGAAACCATTTTTGCTCGGAACTGGCTTTTCCTGACTCATG--ACA  

gi|1255665|dbj|D84146.1|P  AACTGGAAACCATTTTTGCTCGGAACTGGCTTTTCCTGACTCATG--ACA  

gi|300676625|gb|HM368649.  AACTGGAAACCATTTTTGCTCGGAACTGGCTTTTCCTGACTCATG--ACA  

gi|300391841|gb|HM204990.  AACTGCTAACCATTTTTGCTCGGAACTGGCTTTTCCTGACTCATG--ACA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGATGAAGACCATCTTCGCGCGGAACTGGCTTTTTCTGACCCATG--ACA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AGATGGAGAAGATTTTCGGCCGTTGCTGGCTCTTTCTCACTCATG--AGT  

gi|90567897:31379-32728 P  AACTGAGAACCATTTTTGCGCGGAACTGGCTTTTTCTCACTCATG--ACA  

gb|AF036940.2|:5464-6807   AATTGAAGACCATCTTCGCGCGAAACTGGCTTTTTCTGACCCATG--ACA  

gi|94481127:11706-13037 S  AGATGGAGAAGATTTTCGGCCGTTGCTGGCTCTTTCTCACTCATG--AGT  

gb|EU910094.1|:1191-2549   AAATTGAACAGATTTTTGGAAAGTGCTGGCAATTCCTCACGCATG--ACA  

gi|300391841|gb|HM204990.  AACTGCTAACCATTTTTGCTCGGAACTGGCTTTTCCTGACTCATG--ACA  

gi|270118907|emb|FM882254  AAATAGAGCGGATTTTTTCCCGGGCATGGTTGATGCTCGGCCACA--AAT  

gb|HM204990.1|:4076-4657   AACTGCTAACCATTTTTGCTCGGAACTGGCTTTTCCTGACTCATG--ACA  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  ------------------------TCTGGCTTTTTCTCACTCATG--ACA  

gi|1255665:3690-4271 Pseu  AACTGGAAACCATTTTTGCTCGGAACTGGCTTTTCCTGACTCATG--ACA  
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gb|AF252550.1|:772-2115 C  AATTGAAGACCATCTTCGCGCGAAACTGGCTTTTTCTGACCCATG--ACA  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  AACTGAAAACCATTTTTGCGCGGAACTGGCTTTTTCTCACTCATG--ATA  

 

                                   5460      5470      5480      5490      5500    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GCCTGATTCCTTCCCCCGGCGACTAT----GTTACCGCAAAAATGGGGAT  

gi|2189972|dbj|AB004059.1  GCCTGATTCCTTCCCCCGGCGACTAT----GTTACCGCAAAAATGGGGAT  

gi|151384|gb|M83949.1|PSE  GCCTGATTCCATCCCCCGGCGACTAT----GTTACCGCAAAAATGGGTAT  

gi|1224113|gb|U49496.1|PS  GCCTGATTCCTGCCCCCGGCGACTAT----GTTACCGCAAAAATGGGGAT  

gi|22252960|gb|AY125981.1  GCCTGATTCCTGCCCCCGGCGACTAT----GTTACCGCAAAAATGGGGAT  

gi|151392|gb|M23914.1|PSE  GCCTGATTCCTGCCCCCGGCGACTAT----GTTACCGCAAAAATGGGGAT  

gi|304367818|gb|HM623873.  GCCTGATTCCTGCCCCCGGCGACTAT----GTTACCGCAAAAATGGGGAT  

gi|4104750|gb|AF039533.1|  GCCTAATTCCATCCCCTGGCGACTAT----GTTACGGCAAAAATGGGGGT  

gi|1255665|dbj|D84146.1|P  GCCTGATTCCGTCCCCTGGCGACTAT----GTTACGGCAAAAATGGGGGT  

gi|300676625|gb|HM368649.  GCCTGATTCCGTCCCCTGGCGACTAT----GTTACGGCAAAAATGGGGGT  

gi|300391841|gb|HM204990.  GCCTGATTCCGTCCCCTGGCGACTAT----GTTACGGCAAAAATGGGGGT  

gi|28630836|gb|AY196828.1  ----------TTCCCCTGGCGACTAT----GTTACCGCAAAAATGGGGAT  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GTCTGATTCCCTCCCCCGGCGACTAT----GTCACTGCCAAAATGGGCGT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------TACGGCAAAAATGGGGGT  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGGCCATTCCGAATTATGGCGACTTT----GTTACTGCGAAAATGGGCGA  

gi|90567897:31379-32728 P  GCCTGATTCCATCCCCCGGCGACTAT----GTTACCGCAAAAATGGGTAT  

gb|AF036940.2|:5464-6807   GCTTGATTCCCTCCCCCGGCGACTAT----GTCACAGCCAAAATGGGTGT  

gi|94481127:11706-13037 S  CGGCCATTCCGAATTATGGCGACTTT----GTTACTGCGAAAATGGGCGA  

gb|EU910094.1|:1191-2549   GCTTGATTCCGAATCCTGGCGATTTC----ACCACTGGCTACATGGCCGA  

gi|300391841|gb|HM204990.  GCCTGATTCCGTCCCCTGGCGACTAT----GTTACGGCAAAAATGGGGGT  

gi|270118907|emb|FM882254  CGCTTCTCCCGAAGCCGGGCGACTTC----ATCACGACTTATATGGCCGA  

gb|HM204990.1|:4076-4657   GCCTGATTCCGTCCCCTGGCGACTAT----GTTACGGCAAAAATGGGGGT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  GCTTGATTCCCTCCCCCGGCGACTAT----GTCACAGCCAAAATGGGTGT  

gi|1255665:3690-4271 Pseu  GCCTGATTCCGTCCCCTGGCGACTAT----GTTACGGCAAAAATGGGGGT  

gb|AF252550.1|:772-2115 C  GCTTGATTCCCTCCCCCGGCGACTAT----GTCACAGCCAAAATGGGTGT  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  GCCTGATTCCTGCCCCCGGCGACTAT----GTTACCGCAAAAATGGGGAT  

 

                                   5510      5520      5530      5540      5550    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TGACGAGGTCATCGTCTCTCGGCAAAGCG-ACGGTTCGATTCGTGCCTTC  

gi|2189972|dbj|AB004059.1  TGACGAGGTCATCGTCTCTCGGCAAAGCG-ACGGTTCGATTCGTGCCTTC  

gi|151384|gb|M83949.1|PSE  TGACGAGGTCATCGTCTCTCGGCAGAGCG-ACGGTTCGATTCGTGCCTTC  

gi|1224113|gb|U49496.1|PS  TGACGAGGTCATCGTCTCCCGGCAGAACG-ACGGTTCGATTCGTGCTTTT  

gi|22252960|gb|AY125981.1  TGACGAGGTCATCGTCTCCCGGCAGAACG-ACGGTTCGATTCGTGCTTTT  

gi|151392|gb|M23914.1|PSE  TGACGAGGTCATCGTCTCCCGGCAGAACG-ACGGTTCGATTCGTGCTTTT  

gi|304367818|gb|HM623873.  TGACGAGGTCATCGTCTCCCGGCAGAACG-ACGGTTCGATTCGTGCTTTA  

gi|4104750|gb|AF039533.1|  TGATGAGGTTATCGTCTCCAGGCAGAACG-ACGGTTCGATTCGTGCTTTC  

gi|1255665|dbj|D84146.1|P  TGATGAGGTTATCGTCTCCAGGCAGAACG-ACGGTTCGATTCGTGCTTTT  

gi|300676625|gb|HM368649.  TGATGAGGTTATCGTCTCCAGGCAGAACG-ACGGTTCGATTCGTGCTTTT  

gi|300391841|gb|HM204990.  TGATGAGGTTATCGTCTCCAGGCAGAACG-ACGGTTCGATTCGTGCTTTC  



A.1: MSA for primer design 

 

214 

 

gi|28630836|gb|AY196828.1  TGACGAGGTCGTCGTCTCTCGGCAGGGCG-ACGGTTCGATTCGTGCCTTC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGACGAAGTCATCGTCTCCCGCCAGAACG-ATGGCTCGGTGCGAGCCTTT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  TGATGAGGTTATCGTCTCCAGGCAGAACG-ACGGTTCGATTCGTGCTTTC  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AGACGAAGTCCTCGTGGTTCGCCAAGAGG-ACGGAACGGTCAAGGCCTTT  

gi|90567897:31379-32728 P  TGACGAGGTCATCGTCTCTCGGCAGAGCG-ACGGTTCGATTCGTGCCTTC  

gb|AF036940.2|:5464-6807   CGATGAAGTCATCGTCTCCCGCCAGAACG-ATGGCTCGGTGCGAGCCTTT  

gi|94481127:11706-13037 S  AGACGAAGTCCTCGTGGTTCGCCAAGAGG-ACGGAACGGTCAAGGCCTTT  

gb|EU910094.1|:1191-2549   AGATGAAGTGATAGTCACGCGGCAAGACG-ATGGATCCGTAAAGGCCTTT  

gi|300391841|gb|HM204990.  TGATGAGGTTATCGTCTCCAGGCAGAACG-ACGGTTCGATTCGTGCTTTC  

gi|270118907|emb|FM882254  GGACAAGATCATCCTTTCGCACCAGAGCG-ACGGGACCTTCCGCGCCTTT  

gb|HM204990.1|:4076-4657   TGATGAGGTTATCGTCTCCAGGCAGAACG-ACGGTTCGATTCGTGCTTTC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  CGATGAAGTCATCGTCTCCCGCCAGAACG-ATGGCTCGGTGCGAGCCTTT  

gi|1255665:3690-4271 Pseu  TGATGAGGTTATCGTCTCCAGGCAGAACG-ACGGTTCGATTCGTGCTTTT  

gb|AF252550.1|:772-2115 C  CGATGAAGTCATCGTCTCCCGCCAGAACG-ATGGCTCGGTGCGAGCCTTT  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  TGACGAGGTCATCGTCTCCCGGCAGAACG-ACGGTTCGATTCGTGCTTTT  

 

                                   5560      5570      5580      5590      5600    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  CTGA----ACGTTTGCCGGCACCGCGGCAAGACACTGGTGAACGCGGA-A  

gi|2189972|dbj|AB004059.1  CTGA----ACGTTTGCCGGCACCGCGGCAAGACACTGGTGAACGCGGA-A  

gi|151384|gb|M83949.1|PSE  CTGA----ACGTTTGTCGGCACCGTGGCAAGACGCTGGTTAACGCGGA-A  

gi|1224113|gb|U49496.1|PS  CTGA----ACGTTTGCCGGCATCGTGGCAAGACGCTGGTGAGCGTGGA-A  

gi|22252960|gb|AY125981.1  CTGA----ACGTTTGCCGGCATCGTGGCAAGACGCTGGTGAGCGTGGA-A  

gi|151392|gb|M23914.1|PSE  CTGA----ACGTTTGCCGGCATCGTGGCAAGACGCTGGTGAGCGTGGA-A  

gi|304367818|gb|HM623873.  CTGA----ACGTTTGCCGGCATCGTGGCAAGACGCTGGTGAGCGTGGA-A  

gi|4104750|gb|AF039533.1|  CTGA----ACGTTTGTCGTCACCGTGGCAAGACGCTGGTACACGCAGA-A  

gi|1255665|dbj|D84146.1|P  CTGA----ACGTTTGTCGTCACCGTGGCAAGACGCTGGTACACGCAGA-A  

gi|300676625|gb|HM368649.  CTGA----ACGTTTGTCGTCACCGTGGCAAGACGCTGGTACACGCAGA-A  

gi|300391841|gb|HM204990.  CTGA----ACGTTTGTCGTCACCGTGGCAAGACGCTGGTACACGCAGA-A  

gi|28630836|gb|AY196828.1  CTGA----ACGTTTGCCGGCACCGCGGCAAGACGCTGGTGAATGCGGA-A  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TTGA----ATGTTTGTCGCCACCGGGGCAAGACACTAGTTCACGCTGA-A  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  CTGA----ACGTTTGTCGTCACCGTGGCAAGACGCTGGTACACGCAGA-A  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CTCA----ATGTCTGTCGGCACCGCGGTGCTCGCGTATGCCCTGTCGA-G  

gi|90567897:31379-32728 P  CTGA----ACGTTTGTCGGCACCGTGGCAAGACGCTGGTTAACGCGGA-A  

gb|AF036940.2|:5464-6807   TTGA----ATGTTTGCCGTCACCGGGGCAAGACACTAGTTCACGCTGA-A  

gi|94481127:11706-13037 S  CTCA----ATGTCTGTCGGCACCGCGGTGCTCGCGTATGCCCTGTCGA-G  

gb|EU910094.1|:1191-2549   CTGA----ATGTTTGCACTCACCGTGGCGCTCGG-CTTGTCGCGGCGGAA  

gi|300391841|gb|HM204990.  CTGA----ACGTTTGTCGTCACCGTGGCAAGACGCTGGTACACGCAGA-A  

gi|270118907|emb|FM882254  ATCA----ATTCGTGCACGCACCGCGGCAACCAGATTTGCCACGCCGACA  

gb|HM204990.1|:4076-4657   CTGA----ACGTTTGTCGTCACCGTGGCAAGACGCTGGTACACGCAGA-A  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  TTGA----ATGTTTGCCGTCACCGGGGCAAGACACTAGTTCACGCTGA-A  

gi|1255665:3690-4271 Pseu  CTGA----ACGTTTGTCGTCACCGTGGCAAGACGCTGGTACACGCAGA-A  

gb|AF252550.1|:772-2115 C  TTGA----ATGTTTGCCGTCACCGGGGCAAGACACTAGTTCACGCTGA-A  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  CTGA----ACGTTTGCCGGCATCGTGGCAAGACGCTGGTGAGCGTGGA-A  

 

                                   5610      5620      5630      5640      5650    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GCCGGCAATGCTAAAGGTTTCGTTTGCAGTTATCACGGCTGGGGCTTCGG  

gi|2189972|dbj|AB004059.1  GCCGGCAATGCTAAAGGTTTCGTTTGCAGTTATCACGGCTGGGGCTTCGG  

gi|151384|gb|M83949.1|PSE  GCCGGCAATGCCAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|1224113|gb|U49496.1|PS  GCCGGCAATGCCAAAGGTTTTGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|22252960|gb|AY125981.1  GCCGGCAATGCCAAAGGTTTTGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|151392|gb|M23914.1|PSE  GCCGGCAATGCCAAAGGTTTTGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|304367818|gb|HM623873.  GCCGGCAATGCCAAAGGTTTTGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|4104750|gb|AF039533.1|  GCAGGTAATGCTAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|1255665|dbj|D84146.1|P  GCAGGTAATGCTAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|300676625|gb|HM368649.  GCAGGTAATGCTAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|300391841|gb|HM204990.  GCAGGTAATGCTAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|28630836|gb|AY196828.1  GCCGGCAATGCCAAAGGTTTCGTTTGCAGTTATCACGGCTGGGGCTTCGG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCCGGAAATGCGAAAGGCTTTGTGTGCAGTTACCACGGCTGGGGCTTCGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  GCAGGTAATGCTAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  -------------------------------------------GCTTCGG  

gi|50725016|dbj|AB161232.  GCGGGGAACCGGCGTGCCTTCGTCTGCAACTATCACGGGTGGTCCTACGC  

gi|90567897:31379-32728 P  GCCGGCAATGCCAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gb|AF036940.2|:5464-6807   GCCGGAAATGCGAAAGGCTTTGTGTGCAGTTACCACGGCTGGGGCTTTGG  

gi|94481127:11706-13037 S  GCGGGGAACCGGCGTGCCTTCGTCTGCAACTATCACGGGTGGTCCTACGC  

gb|EU910094.1|:1191-2549   GCCGGCAATGCGCGTGCGTTCAGTTGCACCTATCACGGCTGGTCTTTCGG  

gi|300391841|gb|HM204990.  GCAGGTAATGCTAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|270118907|emb|FM882254  GC-GGTAACGCCAAGGCGTTCGTCTGCAATTATCACGGCTGGGTGTACGG  

gb|HM204990.1|:4076-4657   GCAGGTAATGCTAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gi|10505258|gb|AF295033.1  -------------------------------------------GCTTCGG  

gi|35396185|gb|AY367788.1  GCCGGAAATGCGAAAGGCTTTGTGTGCAGTTACCACGGCTGGGGCTTTGG  

gi|1255665:3690-4271 Pseu  GCAGGTAATGCTAAAGGTTTCGTTTGCAGCTATCACGGCTGGGGCTTCGG  

gb|AF252550.1|:772-2115 C  GCCGGAAATGCGAAAGGCTTTGTGTGCAGTTACCACGGCTGGGGCTTTGG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  GCCGGCAATGCCAAAGGTTTTGTTTGCAGCTATCACGGCTGGGGCTTCGG  

 

                                   5660      5670      5680      5690      5700    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  CTCCAACGGCGAACTGCAGAGC---GTTCCATTCGAAAAAGAGCTGTACG  

gi|2189972|dbj|AB004059.1  CTCCAACGGCGAACTGCAGAGC---GTTCCATTCGAAAAAGAGCTGTACG  

gi|151384|gb|M83949.1|PSE  CTCCAACGGTGAACTGCAGAGC---GTTCCATTCGAAAAAGAGCTGTACG  

gi|1224113|gb|U49496.1|PS  CTCCAACGGTGAACTGCAGAGC---GTTCCATTTGAAAAAGATCTGTACG  

gi|22252960|gb|AY125981.1  CTCCAACGGTGAACTGCAGAGC---GTTCCATTTGAAAAAGATCTGTACG  

gi|151392|gb|M23914.1|PSE  CTCCAACGGTGAACTGCAGAGC---GTTCCATTTGAAAAAGATCTGTACG  

gi|304367818|gb|HM623873.  CTCCAACGGTGAACTGCAGAGC---GTTCCATTTGAAAAAGATCTGTACG  

gi|4104750|gb|AF039533.1|  CGCTAACGGTGAACTGCAGAGC---GTCCCGTTTGAAAAAGAACTGTATG  

gi|1255665|dbj|D84146.1|P  CGCTAACGGTGAACTGCAGAGC---GTCCCGTTTGAAAAAGAACTGTATG  

~ Start of RHDα  

~ End of RHDα 

GN-5625F 
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gi|300676625|gb|HM368649.  CGCTAACGGTGAACTGCAGAGC---GTCCCGTTTGAAAAAGAACTGTATG  

gi|300391841|gb|HM204990.  CGCTAACGGTGAACTGCAGAGC---GTCCCGTTTGAAAAAGAACTGTATG  

gi|28630836|gb|AY196828.1  CTCCAACGGTGAACTGCAGAGC---GTTCCATTCGAGAAAGAGCTGTACG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTCCAACGGCGAACTGCAGAGC---GTTCCTTTTGAAAAAGATCTGTACG  

gi|17863952|gb|AF448049.1  -TCCAACGGTGAACTGCAGAGC---GTTCCATTCGAAAAAGAGCTGTACG  

gi|17863948|gb|AF448047.1  -TCCAACGGTGAACTGCAGAGC---GTTCCATTCGAAAAAGAGCTGTACG  

gi|17863956|gb|AF448051.1  -TCCAACGGTGAACTGCAGAGC---GTTCCATTCGAAAAAGAGCTGTACG  

gi|10953981|gb|AF306429.1  CGCTAACGGTGAACTGCAGAGC---GTCCCGTTTGAAAAAGAACTGTATG  

gi|54306270|gb|AY694159.1  -------------------------------TTCGAAAAAGAGCTGTACG  

gi|10505258|gb|AF295033.1  CTACAACGGTGAACTGCAGAGC---GTTCCATTCGAAAAAGAACTGTATG  

gi|50725016|dbj|AB161232.  CGCCGATGGGTCATTGGCGGCC---ATCCCCTTCGAGAAGGAGCTTTATG  

gi|90567897:31379-32728 P  CTCCAACGGTGAACTGCAGAGC---GTTCCATTCGAAAAAGAGCTGTACG  

gb|AF036940.2|:5464-6807   CTCCAACGGCGAACTGCAAAGC---GTTCCCTTTGAAAAAGAGTTGTACG  

gi|94481127:11706-13037 S  CGCCGATGGGTCATTGGCGGCC---ATCCCCTTCGAGAAGGAGCTTTATG  

gb|EU910094.1|:1191-2549   CATGGATGGCGCCTTGAAGGTG---GTGCCGATGGAAGAAGAGCTCTATC  

gi|300391841|gb|HM204990.  CGCTAACGGTGAACTGCAGAGC---GTCCCGTTTGAAAAAGAACTGTATG  

gi|270118907|emb|FM882254  GCAGGATGGATCGTTGGTCGAT---GTCCCACTCGAGTCGCGCTGTTACC  

gb|HM204990.1|:4076-4657   CGCTAACGGTGAACTGCAGAGC---GTCCCGTTTGAAAAAGAACTGTATG  

gi|10505258|gb|AF295033.1  CTACAACGGTGAACTGCAGAGC---GTTCCATTCGAAAAAGAACTGTATG  

gi|35396185|gb|AY367788.1  CTCCAACGGCGAACTGCAAAGC---GTTCCCTTTGAAAAAGAGTTGTACG  

gi|1255665:3690-4271 Pseu  CGCTAACGGTGAACTGCAGAGC---GTCCCGTTTGAAAAAGAACTGTATG  

gb|AF252550.1|:772-2115 C  CTCCAACGGCGAACTGCAAAGC---GTTCCCTTTGAAAAAGAGTTGTACG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  CTCCAACGGTGAACTGCAGAGC---GTTCCATTTGAAAAAGATCTGTACG  

 

                                   5710      5720      5730      5740      5750    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GCGAGTCGCTCAACAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTA  

gi|2189972|dbj|AB004059.1  GCGAGTCGCTCAACAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTA  

gi|151384|gb|M83949.1|PSE  GCGAGTCGCTCAACAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|1224113|gb|U49496.1|PS  GCGAGTCGCTCAATAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|22252960|gb|AY125981.1  GCGAGTCGCTCAATAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|151392|gb|M23914.1|PSE  GCGAGTCGCTCAATAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|304367818|gb|HM623873.  GCGAGTCGCTCAATAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|4104750|gb|AF039533.1|  GCGAGGCGCTCGACAAGAAATGTATGGGATTGAAAGAAGTCGCTCGTGTA  

gi|1255665|dbj|D84146.1|P  GCGAGGCGCTCGACAAGAAATGTATGGGATTGAAAGAAGTCGCTCGTGTA  

gi|300676625|gb|HM368649.  GCGAGGCGCTCGACAAGAAATGTATGGGATTGAAAGAAGTCGCTCGTGTA  

gi|300391841|gb|HM204990.  GCGAGGCGCTCGACAAGAAATGTATGGGATTGAAAGAAGTCGCTCGTGTA  

gi|28630836|gb|AY196828.1  GCGGGTCGCTCAACAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GAGATTCGATCAAAAAGAAATGCCTGGGCTTGAAAGAAGTCCCCCGCATC  

gi|17863952|gb|AF448049.1  GCGAGTCGCTCAACAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|17863948|gb|AF448047.1  GCGAGTCGCTCAACAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|17863956|gb|AF448051.1  GCGAGTCGCTCAACAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|10953981|gb|AF306429.1  GCGAGGCGCTCGACAAGAAATGTATGGGATTGAAAGAAGTCGCTCGTGTA  

gi|54306270|gb|AY694159.1  GCGAGTCGCTCAACAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gi|10505258|gb|AF295033.1  GCGAGGCGCTCGACAAGAAATGTTTGGGGTTGAAAGAAGTCGCTCGTGTG  

gi|50725016|dbj|AB161232.  GCGGCAAGATCGACCGCTGCGCGCACGGTTTGAAAGAGGTGGCAAAGGTT  

gi|90567897:31379-32728 P  GCGAGTCGCTCAACAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

gb|AF036940.2|:5464-6807   GCGATACGATCAAAAAGAAGTGCCTGGGCTTGAAAGAAGTCCCCCGCATC  

gi|94481127:11706-13037 S  GCGGCAAGATCGACCGCTGCGCGCACGGTTTGAAAGAGGTGGCAAAGGTT  

gb|EU910094.1|:1191-2549   GTGGGTCTTTGGATAAATCGAAATTCGGCCTTCGGGAAATCC---GCGTT  

gi|300391841|gb|HM204990.  GCGAGGCGCTCGACAAGAAATGTATGGGATTGAAAGAAGTCGCTCGTGTA  

gi|270118907|emb|FM882254  ACAACAAACTCGATAAGCAAGAGCTGGCGGCGAAGTCTGTTC---GGGTC  
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gb|HM204990.1|:4076-4657   GCGAGGCGCTCGACAAGAAATGTATGGGATTGAAAGAAGTCGCTCGTGTA  

gi|10505258|gb|AF295033.1  GCGAGGCGCTCGACAAGAAATGTTTGGGGTTGAAAGAAGTCGCTCGTGTG  

gi|35396185|gb|AY367788.1  GCGATGCGATCAAAAAGAAATGCCTGGGCTTGAAAGAAGTCCCCCGCATC  

gi|1255665:3690-4271 Pseu  GCGAGGCGCTCGACAAGAAATGTATGGGATTGAAAGAAGTCGCTCGTGTA  

gb|AF252550.1|:772-2115 C  GCGATGCGATCAAAAAGAAATGCCTGGGCTTGAAAGAAGTCCCCCGCATC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  GCGAGTCGCTCAATAAAAAATGTCTGGGGTTGAAAGAAGTCGCTCGCGTG  

 

                                   5760      5770      5780      5790      5800    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GAG--AGCTTCCATGGGTTCATCTATGGTTGCTTCGATCAG-GAGGCCCC  

gi|2189972|dbj|AB004059.1  GAG--AGCTTCCATGGGTTCATCTATGCCTGCATCGATCAG-GAGGCCCC  

gi|151384|gb|M83949.1|PSE  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATCAG-GAGGCCCC  

gi|1224113|gb|U49496.1|PS  GAG--AGCTTCCATGGCTTCATCTACGGTTGCTTCGACCAG-GAGGCCCC  

gi|22252960|gb|AY125981.1  GAG--AGCTTCCATGGCTTCATCTACGGTTGCTTCGACCAG-GAGGCCCC  

gi|151392|gb|M23914.1|PSE  GAG--AGCTTCCATGGCTTCATCTACGGTTGCTTCGACCAG-GAGGCCCC  

gi|304367818|gb|HM623873.  GAG--AGCTTCCATGGCTTCATCTACGGTTGCTTCGACCAG-GAGGCCCC  

gi|4104750|gb|AF039533.1|  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gi|1255665|dbj|D84146.1|P  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gi|300676625|gb|HM368649.  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gi|300391841|gb|HM204990.  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gi|28630836|gb|AY196828.1  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATCAG-GACGCTCC  

gi|310976243|gb|HQ380297.  --------------------------------------CTG-GAGGCCCC  

gi|254028638|gb|GQ184726.  GAA--AGCTTTCATGGCTTTATCTACGGCTGTTTTGATGCA-GATGCCCC  

gi|17863952|gb|AF448049.1  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATCAG-GAGGCCCC  

gi|17863948|gb|AF448047.1  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATCAG-GAGGCCCC  

gi|17863956|gb|AF448051.1  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATCAG-GAGGCCCC  

gi|10953981|gb|AF306429.1  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gi|54306270|gb|AY694159.1  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATCAG-GAGGCCCC  

gi|10505258|gb|AF295033.1  GAG--AGCTTTCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gi|50725016|dbj|AB161232.  GAT--AGCTATCGCGGCTTCCTGTTCGGCAATTTCGATCCA-GGGGCGAT  

gi|90567897:31379-32728 P  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATCAG-GAGGCCCC  

gb|AF036940.2|:5464-6807   GAA--AGCTTTCATGGCTTCATTTACGGTTGTTTTGATGCA-GAGGCCCC  

gi|94481127:11706-13037 S  GAT--AGCTATCGCGGCTTCCTGTTCGGCAATTTCGATCCA-GGGGCGAT  

gb|EU910094.1|:1191-2549   GAA--AGCTACAGAGGTCTTTATTACGGCAACTTCGACGCT-CAAGCGCC  

gi|300391841|gb|HM204990.  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gi|270118907|emb|FM882254  GAA--ACCTACAAGGGTTTCATTTTCGGTTGCCATGATCCC-GAAGCGCC  

gb|HM204990.1|:4076-4657   GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gi|10505258|gb|AF295033.1  GAG--AGCTTTCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gi|35396185|gb|AY367788.1  GAA--AGCTTTCATGGCTTTATCTATGGCTGTTTTGATGCA-GAAGCTCC  

gi|1255665:3690-4271 Pseu  GAG--AGCTTCCATGGCTTCATCTATGGTTGCTTCGATGAG-GAAGCCCC  

gb|AF252550.1|:772-2115 C  GAA--AGCTTTCATGGCTTTATCTATGGCTGTTTTGATGCA-GAAGCTCC  

gi|310976243|gb|HQ380297.  --------------------------------------CTG-GAGGCCCC  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  GAG--AGCTTCCATGGCTTCATCTACGGTTGCTTCGACCAG-GAGGCCCC  

 

                                   5810      5820      5830      5840      5850    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TTCTCTTATGGACTATCTCGGTGACGCTGCTTGGTACCTGGAACCCATCT  

gi|2189972|dbj|AB004059.1  TTCTCTTATGGACTATCTCGGTGACGCTGCTTGGTACCTGGAACCCATCT  

gi|151384|gb|M83949.1|PSE  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTAGAGCCCATCT  

gi|1224113|gb|U49496.1|PS  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTGGAACCTATGT  

gi|22252960|gb|AY125981.1  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTGGAACCTATGT  

gi|151392|gb|M23914.1|PSE  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTGGAACCTATGT  

gi|304367818|gb|HM623873.  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTGGAACCTATGT  
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gi|4104750|gb|AF039533.1|  TTCTCTCAAAGACTACATGGGGGACGCTGGCTGGTACTGGGAGCCTATGT  

gi|1255665|dbj|D84146.1|P  TTCTCTCAAAGACTACATGGGGGACGCTGGCTGGTACCTGGAGCCTATGT  

gi|300676625|gb|HM368649.  TTCTCTCAAAGACTACATGGGGGACGCTGGCTGGTACCTGGAGCCTATGT  

gi|300391841|gb|HM204990.  TTCTCTCAAAGACTACATGGGGGACGCTGGCTGGTACTGGGAGCCTATGT  

gi|28630836|gb|AY196828.1  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACTTGGAACCCATCT  

gi|310976243|gb|HQ380297.  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTGGAACCTATGT  

gi|254028638|gb|GQ184726.  CCCGCTTGTCGAGTATCTGGGTGATGCAGCCTGGTACCTGGAACCGATCT  

gi|17863952|gb|AF448049.1  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTAGAGCCCATCT  

gi|17863948|gb|AF448047.1  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTAGAGCCCATCT  

gi|17863956|gb|AF448051.1  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTAGAGCCCATCT  

gi|10953981|gb|AF306429.1  TTCTCTCAAAGACTACATGGGGGACGCTGGCTGGTACCTGGAGCCTATGT  

gi|54306270|gb|AY694159.1  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTAGAGCCCATCT  

gi|10505258|gb|AF295033.1  TTCTCTCAAAGACTACCTGGGGGACGCTGGCTGGTACTTAGAGCCCATGC  

gi|50725016|dbj|AB161232.  CTCGCTTGAAGACTATCTGGGCGATGTCCGCTGGTATCTGGATA---TCT  

gi|90567897:31379-32728 P  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTAGAGCCCATCT  

gb|AF036940.2|:5464-6807   CACGCTTGTCGATTATCTGGGTGATGCAGCCTGGTACTTAGAACCCATCT  

gi|94481127:11706-13037 S  CTCGCTTGAAGACTATCTGGGCGATGTCCGCTGGTATCTGGATA---TCT  

gb|EU910094.1|:1191-2549   CAGCTTGAATGACTATCTTGGTGACGTGAAGTTCTACCTGGATA---TTT  

gi|300391841|gb|HM204990.  TTCTCTCAAAGACTACATGGGGGACGCTGGCTGGTACTGGGAGCCTATGT  

gi|270118907|emb|FM882254  AAGCCTTGAAGACTACCTGGGCGAATTCCGTTTTTATCTCGACACCATCT  

gb|HM204990.1|:4076-4657   TTCTCTCAAAGACTACATGGGGGACGCTGGCTGGTACTGGGAGCCTATGT  

gi|10505258|gb|AF295033.1  TTCTCTCAAAGACTACCTGGGGGACGCTGGCTGGTACTTAGAGCCCATGC  

gi|35396185|gb|AY367788.1  CCCGCTCATCGATTATCTGGGTGATGCAGCCTGGTACCTGGAACCCATCT  

gi|1255665:3690-4271 Pseu  TTCTCTCAAAGACTACATGGGGGACGCTGGCTGGTACCTGGAGCCTATGT  

gb|AF252550.1|:772-2115 C  CCCGCTCATCGATTATCTGGGTGATGCAGCCTGGTACCTGGAACCCATCT  

gi|310976243|gb|HQ380297.  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTGGAACCTATGT  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  TCCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTGGAACCTATGT  

 

                                   5860      5870      5880      5890      5900    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TCAAACATTC---AGGCGGTTTAGAACTGGTAGGTCCTCCAGGTAAGGTT  

gi|2189972|dbj|AB004059.1  TCAAACATTC---AGGCGGTTTAGAACTGGTAGGCCCTCCAGGTAAGGTT  

gi|151384|gb|M83949.1|PSE  TCAAACATTC---AGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gi|1224113|gb|U49496.1|PS  TCAAGCATTC---CGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gi|22252960|gb|AY125981.1  TCAAGCATTC---CGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gi|151392|gb|M23914.1|PSE  TCAAGCATTC---CGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gi|304367818|gb|HM623873.  TCAAGCATTC---CGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gi|4104750|gb|AF039533.1|  TTAAGCATTC---CGGAGGGCTAGAACTGATCGGTCCTCCAGGAAAGGTC  

gi|1255665|dbj|D84146.1|P  TTAAGCATTC---CGGAGGGCTAGAACTGATCGGTCCTCCAGGAAAGGTC  

gi|300676625|gb|HM368649.  TTAAGCATTC---CGGAGGGCTAGAACTGATCGGTCCTCCAGGAAAGGTC  

gi|300391841|gb|HM204990.  TTAAGCATTC---CGGAGGGCTAGAACTGATCGGTCCTCCAGGAAAGGTC  

gi|28630836|gb|AY196828.1  TCAAACATTC---AGGCGGTTTAGAACTGGTAGGTCCTCCAGGCAAGGTT  

gi|310976243|gb|HQ380297.  TCGAGCATTC---CGGCGGTTTAGAACTGGTCGGTCCTCCCGGCAAGGTT  

gi|254028638|gb|GQ184726.  TCAAGCACTC---TGGTGGCCTGGAACTTGTAGGCCCCCCCGGCAAAGTG  

gi|17863952|gb|AF448049.1  TCAAACATTC---AGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gi|17863948|gb|AF448047.1  TCAAACATTC---AGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gi|17863956|gb|AF448051.1  TCAAACATTC---AGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gi|10953981|gb|AF306429.1  TTAAGCATTC---CGGAGGGCTAGAACTGATCGGTCCTCCAGGAAAGGTC  

gi|54306270|gb|AY694159.1  TCAAACATTC---AGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gi|10505258|gb|AF295033.1  TAAAGCATTC---CGGAGGGTTAGAACTGATCGGGCCTCCAGGCAAGGTT  

gi|50725016|dbj|AB161232.  GGATGGAAGCGAGCGGGGGTGTGGAACTGATCGGTCCGCCGGCGCGCTCG  

gi|90567897:31379-32728 P  TCAAACATTC---AGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

gb|AF036940.2|:5464-6807   TCAAGCACTC---TGGTGGCCTGGAACTTGTAGGCCCCCCCGGCAAAGTG  

gi|94481127:11706-13037 S  GGATGGAAGCGAGCGGGGGTGTGGAACTGATCGGTCCGCCGGCGCGCTCG  

gb|EU910094.1|:1191-2549   GGATGGATATCAATGGCGGCATTGAGTTGGTCGGGCCGCCAAGTCGATCA  

GN-5913R 

GN-5913R 
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gi|300391841|gb|HM204990.  TTAAGCATTC---CGGAGGGCTAGAACTGATCGGTCCTCCAGGAAAGGTC  

gi|270118907|emb|FM882254  GGGAAGGAGGGGGCGCTGGGCTGGAACTGCTCGGTCCGCCGATGAAGAGC  

gb|HM204990.1|:4076-4657   TTAAGCATTC---CGGAGGGCTAGAACTGATCGGTCCTCCAGGAAAGGTC  

gi|10505258|gb|AF295033.1  TAAAGCATTC---CGGAGGGTTAGAACTGATCGGGCCTCCAGGCAAGGTT  

gi|35396185|gb|AY367788.1  TCAAGCACTC---TGGTGGCCTGGAACTTGTAGGCCCCCCCGGCAAAGTG  

gi|1255665:3690-4271 Pseu  TTAAGCATTC---CGGAGGGCTAGAACTGATCGGTCCTCCAGGAAAGGTC  

gb|AF252550.1|:772-2115 C  TCAAGCACTC---TGGTGGCCTGGAACTTGTAGGCCCCCCCGGCAAAGTG  

gi|310976243|gb|HQ380297.  TCGAGCATTC---CGGCGGTTTAGAACTGGTCGGTCCTCCCGGCAAGGTT  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  TCAAGCATTC---CGGCGGTTTAGAACTGGTCGGTCCTCCAGGCAAGGTT  

 

                                   5910      5920      5930      5940      5950    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GTGATCAAGGCCAACTGGAAGGCACCTGCGGAAAACTTTGTGGGTGATGC  

gi|2189972|dbj|AB004059.1  GTGATCAAGGCCAACTGGAAGGCACCTGCGGAAAACTTTGTGGGTGATGC  

gi|151384|gb|M83949.1|PSE  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGGGATGC  

gi|1224113|gb|U49496.1|PS  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGAGATGC  

gi|22252960|gb|AY125981.1  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGAGATGC  

gi|151392|gb|M23914.1|PSE  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGAGATGC  

gi|304367818|gb|HM623873.  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGAGATGC  

gi|4104750|gb|AF039533.1|  ATAATCAAGGCTAACTGGAAAGCGCCCGCGGAAAACTTTGTGGGGGATGC  

gi|1255665|dbj|D84146.1|P  ATAATCAAGGCTAACTGGAAAGCGCCCGCGGAAAACTTTACGGGGGATGC  

gi|300676625|gb|HM368649.  ATAATCAAGGCTAACTGGAAAGCGCCCGCGGAAAACTTTACGGGGGATGC  

gi|300391841|gb|HM204990.  ATAATCAAGGCTAACTGGAAAGCGCCCGCGGAAAACTTTGTGGGGGATGC  

gi|28630836|gb|AY196828.1  GTGATTAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGTGATGC  

gi|310976243|gb|HQ380297.  GTGATCAGGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGAGATGC  

gi|254028638|gb|GQ184726.  GTGATCAAGGCGAACTGGAAGGCTCCTGCGGAAAACTTTGTGGGTGACGC  

gi|17863952|gb|AF448049.1  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGGGATGC  

gi|17863948|gb|AF448047.1  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGGGATGC  

gi|17863956|gb|AF448051.1  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGGGATGC  

gi|10953981|gb|AF306429.1  ATAATCAAGGCTAACTGGAAAGCGCCCGCGGAAAACTTTGTGGGGGATGC  

gi|54306270|gb|AY694159.1  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGGGATGC  

gi|10505258|gb|AF295033.1  ATAATCAAGGCCAACTGGAAGGCGCCTGCGGAAAACTTCGTGGGGGATGC  

gi|50725016|dbj|AB161232.  ATCGTTCATTGCAACTGGAAAGCGCCGACTGAAAATTTTGTTGGTGATGC  

gi|90567897:31379-32728 P  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGGGATGC  

gb|AF036940.2|:5464-6807   GTGATCAAGGCCAACTGGAAGGCTCCTGCGGAAAACTTTGTGGGTGACGC  

gi|94481127:11706-13037 S  ATCGTTCATTGCAACTGGAAAGCGCCGACTGAAAATTTTGTTGGTGATGC  

gb|EU910094.1|:1191-2549   TTATTGAACTGCAACTGGAAGACTCCCGCCGAAAATTTCGTAGGCGATAC  

gi|300391841|gb|HM204990.  ATAATCAAGGCTAACTGGAAAGCGCCCGCGGAAAACTTTGTGGGGGATGC  

gi|270118907|emb|FM882254  CTGCTTCACTGCAACTGGAAAGTGCCGGTCGAAAATTTTGTCGGCGACGG  

gb|HM204990.1|:4076-4657   ATAATCAAGGCTAACTGGAAAGCGCCCGCGGAAAACTTTGTGGGGGATGC  

gi|10505258|gb|AF295033.1  ATAATCAAGGCCAACTGGAAGGCGCCTGCGGAAAACTTCGTGGGGGATGC  

gi|35396185|gb|AY367788.1  GTGATTAAGGCCAACTGGAAGGCTCCTGCGGAAAACTTTGTAGGTGACGC  

gi|1255665:3690-4271 Pseu  ATAATCAAGGCTAACTGGAAAGCGCCCGCGGAAAACTTTACGGGGGATGC  

gb|AF252550.1|:772-2115 C  GTGATTAAGGCCAACTGGAAGGCTCCTGCGGAAAACTTTGTAGGTGACGC  

gi|310976243|gb|HQ380297.  GTGATCAGGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGAGATGC  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  GTGATCAAGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGAGATGC  

 

                                   5960      5970      5980      5990      6000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  ATACCACGTCGGTTGGACGCACGCGTCTTCGCTTCGCACAGGCGAATCTA  

gi|2189972|dbj|AB004059.1  ATACCACGTCGGTTGGACGCACGCGTCTTCGCTCTGCACAGGCGAGTCTA  

gi|151384|gb|M83949.1|PSE  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGAGAGTCTA  

gi|1224113|gb|U49496.1|PS  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGGGAGTCTA  

gi|22252960|gb|AY125981.1  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGGGAGTCTA  

GN-5952R 
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gi|151392|gb|M23914.1|PSE  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGGGAGTCTA  

gi|304367818|gb|HM623873.  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGGGAGTCTA  

gi|4104750|gb|AF039533.1|  GTACCACGTGGGTTGGACGCATGCGTCTTCGCTTCGCACAGGGCAGTCGG  

gi|1255665|dbj|D84146.1|P  GTACCACGTGGGTTGGACGCATGCGTCTTCGCTTCGCTCAGGGCAGTCGG  

gi|300676625|gb|HM368649.  GTACCACGTGGGTTGGACGCATGCGTCTTCGCTTCGCTCAGGGCAGTCGG  

gi|300391841|gb|HM204990.  GTACCACGTGGGTTGGACGCATGCGTCTTCGCTTCGCACAGGGCAGTCGG  

gi|28630836|gb|AY196828.1  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCACAGGGGAGTCTA  

gi|310976243|gb|HQ380297.  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGGGAGTCTA  

gi|254028638|gb|GQ184726.  GTACCACGTTGGTTGGACGCACGCAGCGTCTTTGCGCTCAGGTCAGTCGA  

gi|17863952|gb|AF448049.1  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGAGAGTCTA  

gi|17863948|gb|AF448047.1  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGAGAGTCTA  

gi|17863956|gb|AF448051.1  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGAGAGTCTA  

gi|10953981|gb|AF306429.1  GTACCACGTGGGTTGGACGCATGCGTCTTCGCTTCGCTCAGGGCAGTCGG  

gi|54306270|gb|AY694159.1  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGAGAGTCTA  

gi|10505258|gb|AF295033.1  GTACCACGTCGGTTGGACGCATGCGTCTTCGCTTCGCTCAGGGCAGTCGG  

gi|50725016|dbj|AB161232.  CTATCACATTGGGTGGACTCATGCTTCCTCTTTGGCGGCGAGCCGTTCGA  

gi|90567897:31379-32728 P  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGAGAGTCTA  

gb|AF036940.2|:5464-6807   GTACCACGTTGGTTGGACGCACGCATCGTCTTTGCGCTCAGGTCAGTCGA  

gi|94481127:11706-13037 S  CTATCACATTGGGTGGACTCATGCTTCCTCTTTGGCGGCGAGCCGTTCGA  

gb|EU910094.1|:1191-2549   CTACCACGTGGGGTGGACTCACCTCGCATCCCTGATGGCGCTTGGCGGCG  

gi|300391841|gb|HM204990.  GTACCACGTGGGTTGGACGCATGCGTCTTCGCTTCGCACAGGGCAGTCGG  

gi|270118907|emb|FM882254  ATATCATGTCGGATGGACCCATGCGGCGGCGCTTGGTCAGATCGGTGGTC  

gb|HM204990.1|:4076-4657   GTACCACGTGGGTTGGACGCATGCGTCTTCGCTTCGCACAGGGCAGTCGG  

gi|10505258|gb|AF295033.1  GTACCACGTCGGTTGGACGCATGCGTCTTCGCTTCGCTCAGGGCAGTCGG  

gi|35396185|gb|AY367788.1  CTACCACGTTGGTTGGACGCACGCATCGTCTTTGCGCTCAGGGCAGTCGA  

gi|1255665:3690-4271 Pseu  GTACCACGTGGGTTGGACGCATGCGTCTTCGCTTCGCTCAGGGCAGTCGG  

gb|AF252550.1|:772-2115 C  CTACCACGTTGGTTGGACGCACGCAGCGTCTTTGCGCTCAGGGCAGTCGA  

gi|310976243|gb|HQ380297.  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGGGAGTCTA  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  ATACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGGGGAGTCTA  

 

                                   6010      6020      6030      6040      6050    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TCTTCTCGTCGCTCGCTGGCAAC---GCAGTGCTGCCGCCTGAAGGTGCG  

gi|2189972|dbj|AB004059.1  TCTTCTCGTCGCTCGCTGGCAAC---GCAGTGCTGCCGCCTGAAGGTGCG  

gi|151384|gb|M83949.1|PSE  TCTTCGCGTCGCTCGCTGGCAAC---GCAGTGCTGCCCCCTGAAGGTGCA  

gi|1224113|gb|U49496.1|PS  TCTTCTCGTCGCTCGCTGGCAAT---GCGGCGCTACCACCTGAAGGCGCA  

gi|22252960|gb|AY125981.1  TCTTCTCGTCGCTCGCTGGCAAT---GCGGCGCTACCACCTGAAGGCGCA  

gi|151392|gb|M23914.1|PSE  TCTTCTCGTCGCTCGCTGGCAAT---GCGGCGCTACCACCTGAAGGCGCA  

gi|304367818|gb|HM623873.  TCTTCTCGTCGCTCGCTGGCAAT---GCGGCGCTACCACCTGAAGGCGCA  

gi|4104750|gb|AF039533.1|  TCTTCACGTCGTTAGCTGGCAAC---GCAGCTTTGCCCCCAGAAGGTGCA  

gi|1255665|dbj|D84146.1|P  TCTTCTCGTCGTTAGCTGGCAAC---GCAGCTTTGCCCCCAGAAGGTGCA  

gi|300676625|gb|HM368649.  TCTTCTCGTCGTTAGCTGGCAAC---GCAGCTTTGCCCCCAGAAGGTGCA  

gi|300391841|gb|HM204990.  TCTTCTCGTCGTTAGCTGGCAAC---GCAGCTTTGCCCCCAGAAGGTGCA  

gi|28630836|gb|AY196828.1  TCTTCTCGTCGCTCGCTGGTAAC---GCAGTGCTGCCCCCTGAAGGTGCA  

gi|310976243|gb|HQ380297.  TCTTCTCGTCGCTCGCTGGCAAT---GCGGCGCTCCCACCTGAAGGCGCA  

gi|254028638|gb|GQ184726.  TATTTACACCTCTTGCGGGCAAC---GCGATGCTTCCACCCGAAGGCGCG  

gi|17863952|gb|AF448049.1  TCTTCGCGTCGCTCGCTGGCAAC---GCAGTGCTGCCCCCTGAAGGTGCA  

gi|17863948|gb|AF448047.1  TCTTCGCGTCGCTCGCTGGCAAC---GCAGTGCTGCCCCCTGAAGGTGCA  

gi|17863956|gb|AF448051.1  TCTTCGCGTCGCTCGCTGGCAAC---GCAGTGCTGCCCCCTGAAGGTGCA  

gi|10953981|gb|AF306429.1  TCTTCTCGTCGTTAGCTGGCAAC---GCAGCTTTGCCCCCAGAAGGTGCA  

gi|54306270|gb|AY694159.1  TCTTCGCGTCGCTCGCTGGCAAC---GCAGTGCTGCCCCCTGAAGGTGCA  

gi|10505258|gb|AF295033.1  TCTTCTCATCGTTAGCTGGTAAT---GCAGCGTTGCCCCCAGAAGGTGCA  

gi|50725016|dbj|AB161232.  TTTTCGCCCCGATGTCGGGAAATCA---AATGCTGCCCCCCGCAGGGGCT  

gi|90567897:31379-32728 P  TCTTCGCGTCGCTCGCTGGCAAC---GCAGTGCTGCCCCCTGAAGGTGCA  

gb|AF036940.2|:5464-6807   TATTTACCCCTCTTGCGGGCAAC---GCTATGCTTCCACCCGAAGGCGCG  
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gi|94481127:11706-13037 S  TTTTCGCCCCGATGTCGGGAAATCA---AATGCTGCCCCCCGCAGGGGCT  

gb|EU910094.1|:1191-2549   AACTTGCGGCAATTGGTGGAAAT---GAGGCCCCGCCCAACGAAGGTCTT  

gi|300391841|gb|HM204990.  TCTTCTCGTCGTTAGCTGGCAAC---GCAGCTTTGCCCCCAGAAGGTGCA  

gi|270118907|emb|FM882254  TGTTTGCGGGACTGGCCGGCAACCGCGCGGACATTCCCTTCGACGATCTT  

gb|HM204990.1|:4076-4657   TCTTCTCGTCGTTAGCTGGCAAC---GCAGCTTTGCCCCCAGAAGGTGCA  

gi|10505258|gb|AF295033.1  TCTTCTCATCGTTAGCTGGTAAT---GCAGCGTTGCCCCCAGAAGGTGCA  

gi|35396185|gb|AY367788.1  TATTTACTCCTCTTGCGGGCAAC---GCTATGCTTCCACCCGAAGGCGCG  

gi|1255665:3690-4271 Pseu  TCTTCTCGTCGTTAGCTGGCAAC---GCAGCTTTGCCCCCAGAAGGTGCA  

gb|AF252550.1|:772-2115 C  TATTTACTCCTCTTGCGGGCAAC---GCTATGCTTCCACCCGAAGGCGCG  

gi|310976243|gb|HQ380297.  TCTTCTCGTCGCTCGCTGGCAAT---GCGGCGCTCCCACCTGAAGGCGCA  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  TCTTCTCGTCGCTCGCTGGCAAT---GCGGCGCTACCACCTGAAGGCGCA  

 

                                   6060      6070      6080      6090      6100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGTATGGGTGTGTTGTGG  

gi|2189972|dbj|AB004059.1  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGTATGGGTGTGTTGTGG  

gi|151384|gb|M83949.1|PSE  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|1224113|gb|U49496.1|PS  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|22252960|gb|AY125981.1  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|151392|gb|M23914.1|PSE  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|304367818|gb|HM623873.  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|4104750|gb|AF039533.1|  GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|1255665|dbj|D84146.1|P  GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|300676625|gb|HM368649.  GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|300391841|gb|HM204990.  GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|28630836|gb|AY196828.1  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|310976243|gb|HQ380297.  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGGGG  

gi|254028638|gb|GQ184726.  GGCTTGCAAATGACCAGCAAGTATGGCAG--TGGAATCGGCGTATTATGG  

gi|17863952|gb|AF448049.1  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|17863948|gb|AF448047.1  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|17863956|gb|AF448051.1  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|10953981|gb|AF306429.1  GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|54306270|gb|AY694159.1  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|10505258|gb|AF295033.1  GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|50725016|dbj|AB161232.  GGTGCGCAGATTGCAACGCGCTTTGGCCA--CGGGCTGGGCATTCTTTAC  

gi|90567897:31379-32728 P  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gb|AF036940.2|:5464-6807   GGCTTACAAATGACCAGCAAGTATGGCAG--TGGAATGGGCGTATTGTGG  

gi|94481127:11706-13037 S  GGTGCGCAGATTGCAACGCGCTTTGGCCA--CGGGCTGGGCATTCTTTAC  

gb|EU910094.1|:1191-2549   GGTATGCAGGTGACATCGCGATTTGGGCA--TGGCTTTGGCGTCCTTTGG  

gi|300391841|gb|HM204990.  GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|270118907|emb|FM882254  GGATTGCAGTTCACGACCCGGCATGGTCA--TGGCTTTGGGTTGGTCGAC  

gb|HM204990.1|:4076-4657   GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|10505258|gb|AF295033.1  GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gi|35396185|gb|AY367788.1  GGCTTGCAAATGACCAGCAAGTATGGCAG--TGGAATGGGCGTATTGTGG  

gi|1255665:3690-4271 Pseu  GGTCTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

gb|AF252550.1|:772-2115 C  GGCTTGCAAATGACCAGCAAGTATGGCAG--TGGAATGGGCGTATTGTGG  

gi|310976243|gb|HQ380297.  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGGGG  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  GGCTTGCAAATGACCTCCAAATACGGCAG--CGGCATGGGTGTGTTGTGG  

 

                                   6110      6120      6130      6140      6150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GACGGATATTCAGGCGTGCATAGCG------CAGACTTGGTTCCGGAATT  

gi|2189972|dbj|AB004059.1  GACGGATATTCAGGCGTGCATAGCG------CAGACTTGGTTCCGGAATT  

gi|151384|gb|M83949.1|PSE  GACGGATATTCAGGCGTGCATAGCG------CAGACTTGGTTCCGGAGTT  
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gi|1224113|gb|U49496.1|PS  GACGGATATTCAGGTGTGCATAGCG------CAGACTTGGTTCCGGAATT  

gi|22252960|gb|AY125981.1  GACGGATATTCAGGTGTGCATAGCG------CAGACTTGGTTCCGGAATT  

gi|151392|gb|M23914.1|PSE  GACGGATATTCAGGTGTGCATAGCG------CAGACTTGGTTCCGGAATT  

gi|304367818|gb|HM623873.  GACGGATATTCAGGTGTGCATAGCG------CAGACTTGGTTCCGGAATT  

gi|4104750|gb|AF039533.1|  GACGGATATTCAGGCGTGCACAGCG------CAGACCTGGTTCCGGAATT  

gi|1255665|dbj|D84146.1|P  GACGGATATTCAGGCGTGCACAGCG------CAGACCTGGTTCCGGAATT  

gi|300676625|gb|HM368649.  GACGGATATTCAGGCGTGCACAGCG------CAGACCTGGTTCCGGAATT  

gi|300391841|gb|HM204990.  GACGGATATTCAGGCGTGCACAGCG------CAGACCTGGTTCCGGAATT  

gi|28630836|gb|AY196828.1  GACGGATATTCAGGCGTGCATAGCG------CAGACTTGGTTCCGGAATT  

gi|310976243|gb|HQ380297.  GACGGATATTCAGGTGTGCATAGCG------CAGACTTGGTTCCGGAATT  

gi|254028638|gb|GQ184726.  GACGCCTACTCCGGTGTCCATAGTG------CTGATCTGGTTCCCGAAAT  

gi|17863952|gb|AF448049.1  GACGGATATTCAGGCGTGCATAGCG------CAGACTTGGTTCCGGAGTT  

gi|17863948|gb|AF448047.1  GACGGATATTCAGGCGTGCATAGCG------CAGACTTGGTTCCGGAGTT  

gi|17863956|gb|AF448051.1  GACGGATATTCAGGCGTGCATAGCG------CAGACTTGGTTCCGGAGTT  

gi|10953981|gb|AF306429.1  GACGGATATTCAGGCGTGCACAGCG------CAGACCTGGTTCCGGAATT  

gi|54306270|gb|AY694159.1  GACGGATATTCAGGCGTGCATAGCG------CAGACTTGGTTCCGGAGTT  

gi|10505258|gb|AF295033.1  GACGGCTATTCGGGCGTGCACAACG------CAGACCTGGTTCCGGAATT  

gi|50725016|dbj|AB161232.  GATGTCAATCCGGGCGTCCACACCG------CGCAGACGGCCGAGAAAAT  

gi|90567897:31379-32728 P  GACGGATATTCAGGCGTGCATAGCG------CAGACTTGGTTCCGGAGTT  

gb|AF036940.2|:5464-6807   GACGGCTACTCCGGTGTCCACAGTG------CTGACCTGGTTCCCGAAAT  

gi|94481127:11706-13037 S  GATGTCAATCCGGGCGTCCACACCG------CGCAGACGGCCGAGAAAAT  

gb|EU910094.1|:1191-2549   GATGCTGCCCCAGCGGTACATGCTATTAATTCCAAGGCGGGCACTCTCTA  

gi|300391841|gb|HM204990.  GACGGATATTCAGGCGTGCACAGCG------CAGACCTGGTTCCGGAATT  

gi|270118907|emb|FM882254  AACGCGGCGGCTGCGATCCA-----------CCGAAA-GGGCGACGGCTG  

gb|HM204990.1|:4076-4657   GACGGATATTCAGGCGTGCACAGCG------CAGACCTGGTTCCGGAATT  

gi|10505258|gb|AF295033.1  GACGGCTATTCGGGCGTGCACAACG------CAGACCTGGTTCCGGAATT  

gi|35396185|gb|AY367788.1  GACGCCTACTCCGGTGTCCACAGCG------CTGATCTGGTTCCCGAAAT  

gi|1255665:3690-4271 Pseu  GACGGATATTCAGGCGTGCACAGCG------CAGACCTGGTTCCGGAATT  

gb|AF252550.1|:772-2115 C  GACGCCTACTCCGGTATCCACAGCG------CTGATCTGGTTCCCGAAAT  

gi|310976243|gb|HQ380297.  GACGGATATTCAGGTGTGCATAGCG------CAGACTTGGTTCCGGAATT  

gb|M23914.1|PSENDOABC:186  ------------------------------------ATGATGATCAATAT  

gb|AY887963.3|:16051-1740  GACGGATATTCAGGTGTGCATAGCG------CAGACTTGGTTCCGGAATT  

 

                                   6160      6170      6180      6190      6200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GATGGCATTCGGCG---GCGCTAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|2189972|dbj|AB004059.1  GATGGCATTCGGCG---GCGCTAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|151384|gb|M83949.1|PSE  GATGGCATTCGGCG---GCTCTAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|1224113|gb|U49496.1|PS  GATGGCATTCGGAG---GCGCAAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|22252960|gb|AY125981.1  GATGGCATTCGGAG---GCGCAAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|151392|gb|M23914.1|PSE  GATGGCATTCGGAG---GCGCAAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|304367818|gb|HM623873.  GATGGCATTCGGAG---GCGCAAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|4104750|gb|AF039533.1|  GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gi|1255665|dbj|D84146.1|P  GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gi|300676625|gb|HM368649.  GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gi|300391841|gb|HM204990.  GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gi|28630836|gb|AY196828.1  GATGGCATTCGGCG---GCGCTAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|310976243|gb|HQ380297.  GATGGCATTCGGAG---GCGCAAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|254028638|gb|GQ184726.  GATGGCATTCGGCG---GCGCAAAACAGGAAAAGCTCGCCAAAGAAATCG  

gi|17863952|gb|AF448049.1  GATGGCATTCGGCG---GCTCTAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|17863948|gb|AF448047.1  GATGGCATTCGGCG---GCTCTAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|17863956|gb|AF448051.1  GATGGCATTCGGCG---GCTCTAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|10953981|gb|AF306429.1  GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gi|54306270|gb|AY694159.1  GATGGCATTCGGCG---GCTCTAAGCAGGAAAGGCTGAACAAAGAAATTG  

gi|10505258|gb|AF295033.1  GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gi|50725016|dbj|AB161232.  CCTGGCCTGGCAGG---CCACGAAAAAGGACAAGATCGCGGAGAAATACG  
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gi|90567897:31379-32728 P  GATGGCATTCGGCG---GCTCTAAGCAGGAAAGGCTGAACAAAGAAATTG  

gb|AF036940.2|:5464-6807   GATGGCATTCGGCG---GCGCAAAACAGGAAAAACTCGCCAAGGAAATCG  

gi|94481127:11706-13037 S  CCTGGCCTGGCAGG---CCACGAAAAAGGACAAGATCGCGGAGAAATACG  

gb|EU910094.1|:1191-2549   CCGGGAGTGGTTTG---CCAGCAGGAAGCCCAAGATGGTGGAGAAGCTTG  

gi|300391841|gb|HM204990.  GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gi|270118907|emb|FM882254  GAACAAATATCTTG---AGGACACCCGCGGCGAGGTGCGCCGCAAGTTTG  

gb|HM204990.1|:4076-4657   GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gi|10505258|gb|AF295033.1  GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gi|35396185|gb|AY367788.1  GATGGCATTCGGCG---GCGCAAAACAGGAAAAGCTCGCCAAAGAAATCG  

gi|1255665:3690-4271 Pseu  GATGGCCTTCGGCG---GTGCTAAGCAGGAACGGCTGAACAAAGAAATTG  

gb|AF252550.1|:772-2115 C  GATGGCATTCGGCG---GCGCAAAACAGGAAAAGCTCGCCAAAGAAATCG  

gi|310976243|gb|HQ380297.  GATGGCATTCGGAG---GCGCAAAGCAGGAAAGGCTGAACAAAGAAATTG  

gb|M23914.1|PSENDOABC:186  TCAAGAAGACAAGC---TGGTTTCCGCCCACGACGCCGAAGAGATTCTTC  

gb|AY887963.3|:16051-1740  GATGGCATTCGGAG---GCGCAAAGCAGGAAAGGCTGAACAAAGAAATTG  

 

                                   6210      6220      6230      6240      6250    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GCGATGTTCCCGCCCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|2189972|dbj|AB004059.1  GCGATGTTCGCGCCCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|151384|gb|M83949.1|PSE  GCGATGTTCGCGCCCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|1224113|gb|U49496.1|PS  GCGATGTTCGCGCTCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|22252960|gb|AY125981.1  GCGATGTTCGCGCTCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|151392|gb|M23914.1|PSE  GCGATGTTCGCGCTCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|304367818|gb|HM623873.  GCGATGTTCGCGCTCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|4104750|gb|AF039533.1|  GCGAGGTTCGCGCACGAATCTATCGTAGCCACCTCAACGGCACCGTTTTC  

gi|1255665|dbj|D84146.1|P  GCGAGGTTCGCGCACGAATCTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|300676625|gb|HM368649.  GCGAGGTTCGCGCACGAATCTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|300391841|gb|HM204990.  GCGAGGTTCGCGCACGAATCTATCGTAGCCACCTCAACGGCACCGTTTTC  

gi|28630836|gb|AY196828.1  GCGATGTTCGCGCCCGGATTTATCGCAGCCACCTCAACTGCACCATTT-C  

gi|310976243|gb|HQ380297.  GCGATGTTCGCGCTCGGATTTATCGCAGCCACCTCAGCTGCACCGTTTTC  

gi|254028638|gb|GQ184726.  GCGATGTCCGGGCGCGGATTTACCGCAGCCATTTGAACTGCACGGTTTTC  

gi|17863952|gb|AF448049.1  GCGATGTTCGCGCCCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|17863948|gb|AF448047.1  GCGATGTTCGCGCCCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|17863956|gb|AF448051.1  GCGATGTTCGCGCCCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|10953981|gb|AF306429.1  GCGAGGTTCGCGCACGAATCTATCGTAGCCACCTCAACGGCACCGTTTTC  

gi|54306270|gb|AY694159.1  GCGATGTTCGCGCCCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gi|10505258|gb|AF295033.1  GCGAGGTTCGCGCACGGATCTATCGTAGCCACCTCAATGGCACCGTTTTC  

gi|50725016|dbj|AB161232.  GGGAGCTCAAGGCACGTTTCTACGGTTCGCATCTCAACGGTTCGTTGTTC  

gi|90567897:31379-32728 P  GCGATGTTCGCGCCCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

gb|AF036940.2|:5464-6807   GCGATGTCCGGGCACGGATTTACCGCAGCCATCTAAACTGCACGGTTTTC  

gi|94481127:11706-13037 S  GGGAGCTCAAGGCACGTTTCTACGGTTCGCATCTCAACGGTTCGTTGTTC  

gb|EU910094.1|:1191-2549   GAGCGAAAGTCGGTCGCATTTATGGCTCGCATCTCAATGGCACGGTTTTT  

gi|300391841|gb|HM204990.  GCGAGGTTCGCGCACGAATCTATCGTAGCCACCTCAACGGCACCGTTTTC  

gi|270118907|emb|FM882254  GCGCGGATCGCGAACGGCTTTATGTCGGGCACTGGAACGGCGCGATCTTC  

gb|HM204990.1|:4076-4657   GCGAGGTTCGCGCACGAATCTATCGTAGCCACCTCAACGGCACCGTTTTC  

gi|10505258|gb|AF295033.1  GCGAGGTTCGCGCACGGATCTATCGTAGCCACCTCAATGGCACCGTTTTC  

gi|35396185|gb|AY367788.1  GCGATGTCCGGGCGCGGATTTACCGCAGCCATCTGAACTGCACGGTTTTC  

gi|1255665:3690-4271 Pseu  GCGAGGTTCGCGCACGAATCTATCGCAGCCACCTCAACTGCACCGTTTTC  

gb|AF252550.1|:772-2115 C  GCGATGTCCGGGCGCGGATTTACCGCAGCCATCTGAACTGCACGGTTTTC  

gi|310976243|gb|HQ380297.  GCGATGTTCGCGCTCGGATTTATCGCAGCCACCTCAGCTGCACCGTTTTC  

gb|M23914.1|PSENDOABC:186  GTTTCTTCAATTGCCACGACTCTGCTTTGCAACAAGAAGCCACTACGCTG  

gb|AY887963.3|:16051-1740  GCGATGTTCGCGCTCGGATTTATCGCAGCCACCTCAACTGCACCGTTTTC  

 

                                   6260      6270      6280      6290      6300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  CCGAAC---AACAGCGTGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  
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gi|2189972|dbj|AB004059.1  CCGAAC---AACAGCGTGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|151384|gb|M83949.1|PSE  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|1224113|gb|U49496.1|PS  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|22252960|gb|AY125981.1  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|151392|gb|M23914.1|PSE  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|304367818|gb|HM623873.  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|4104750|gb|AF039533.1|  CCGAAC---AACAGTTTTCTGACCTGCTCGGGTGTCTTCAAGGTATGGCA  

gi|1255665|dbj|D84146.1|P  CCGAAC---AACAGTTTTCTGACCTGCTCGGGTGTCTTCAAGGTATGGCA  

gi|300676625|gb|HM368649.  CCGAAC---AACAGTTTTCTGACCTGCTCGGGTGTCTTCAAGGTATGGCA  

gi|300391841|gb|HM204990.  CCGAAC---AACAGTTTTCTGACCTGCTCGGGTGTCTTCAAGGTATGGCA  

gi|28630836|gb|AY196828.1  CCGAAT---AACAGCGTGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|310976243|gb|HQ380297.  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|254028638|gb|GQ184726.  CCGAAC---AACAGCATTTTGACCTGCTCCGGTGTCTTCAAGGTCTGGAA  

gi|17863952|gb|AF448049.1  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|17863948|gb|AF448047.1  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|17863956|gb|AF448051.1  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gi|10953981|gb|AF306429.1  CCGAAC---AACAGTTTTCTGACCTGCTCGGGTGTCTTCAAGGTATGGCA  

gi|54306270|gb|AY694159.1  CCGAAC---AACAGCATGCTGA----------------------------  

gi|10505258|gb|AF295033.1  CCCAAC---AACAGTTTTTTGACCTGCTCGGGTGTTTTCAAGGTA-----  

gi|50725016|dbj|AB161232.  CCGAAT---GTTTCCTACCTTTGGGGGACCAACACGTTGAAGATCTGGCA  

gi|90567897:31379-32728 P  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gb|AF036940.2|:5464-6807   CCGAAC---AACAGCATTTTGACCTGCTCCGGTGTCTTCAAGGTCTGGAA  

gi|94481127:11706-13037 S  CCGAAT---GTTTCCTACCTTTGGGGGACCAACACGTTGAAGATCTGGCA  

gb|EU910094.1|:1191-2549   CCGAAT---AATTCCTACCTTTTAGGTACCAACACGTTCAAGTTGTGGGT  

gi|300391841|gb|HM204990.  CCGAAC---AACAGTTTTCTGACCTGCTCGGGTGTCTTCAAGGTATGGCA  

gi|270118907|emb|FM882254  CCCAAT---TGCTCGTTCCTGTATGGCACCAACACCTTCAAAATCTGGCA  

gb|HM204990.1|:4076-4657   CCGAAC---AACAGTTTTCTGACCTGCTCGGGTGTCTTCAAGGTATGGCA  

gi|10505258|gb|AF295033.1  CCCAAC---AACAGTTTTTTGACCTGCTCGGGTGTTTTCAAGGTA-----  

gi|35396185|gb|AY367788.1  CCGAAC---AACAGCATTTTGACCTGCTCCGGTGTCTTCAAGGTCTGGAA  

gi|1255665:3690-4271 Pseu  CCGAAC---AACAGTTTTCTGACCTGCTCGGGTGTCTTCAAGGTATGGCA  

gb|AF252550.1|:772-2115 C  CCGAAC---AACAGCATTTTGACCTGCTCCGGTGTCTTCAAGGTCTGGAA  

gi|310976243|gb|HQ380297.  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

gb|M23914.1|PSENDOABC:186  CTGACCCAGGAAGCGCATTTGTTGGACATTCAGGCTTACCGTGCTTGG--  

gb|AY887963.3|:16051-1740  CCGAAC---AACAGCATGCTGACCTGCTCGGGTGTTTTCAAAGTATGGAA  

 

                                   6310      6320      6330      6340      6350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  CCCGATCGACGCAAACACCACCGAGGTCTGGACCTACGCCATTGTCGAAA  

gi|2189972|dbj|AB004059.1  CCCGATCGACGCAAACACCACCGAGGTCTGGACCTACGCCATTGTCGAAA  

gi|151384|gb|M83949.1|PSE  CCCGATCGACGCAAACACCACCGAGGTCTGGACCTACGCCATTGTCGAAA  

gi|1224113|gb|U49496.1|PS  CCCGATCGACGCAAACACCACCGAGGTCTGGACCTACGCCATTGTCGAAA  

gi|22252960|gb|AY125981.1  CCCGATCGACGCAAACACCACCGAGGTCTGGACCTACGCCATTGTCGAAA  

gi|151392|gb|M23914.1|PSE  CCCGATCGACGCAAACACCACCGAGGTCTGGACCTACGCCATTGTCGAAA  

gi|304367818|gb|HM623873.  CCCGATCGACGCAAACACCACCGAGGTCTGGACCTACGCCATTGTCGAAA  

gi|4104750|gb|AF039533.1|  CCCGATCGACGCAAATACCACTGAGGTATGGACCTACGCCATGGTCGAAA  

gi|1255665|dbj|D84146.1|P  CCCGATCGACGCAAATACCACTGAGGTATGGACCTACGCCATGGTCGAAA  

gi|300676625|gb|HM368649.  CCCGATCGACGCAAATACCACTGAGGTATGGACCTACGCCATGGTCGAAA  

gi|300391841|gb|HM204990.  CCCGATCGACGCAAATACCACTGAGGTATGGACCTACGCCATGGTCGAAA  

gi|28630836|gb|AY196828.1  CCCGATCGACGCAAATACCACCGAGGTCTGGACCTACGCCATAGTCGAAA  

gi|310976243|gb|HQ380297.  CCCGATCGACGCATACACCACCGAGGTCTGGACCTACGCCTTTGTCGAAA  

gi|254028638|gb|GQ184726.  CCCGATCGATGAAAACACCACCGAGGTTTGGACGTATGCCATCGTGGAAA  

gi|17863952|gb|AF448049.1  CCCGATCGACGCAAACACCA------------------------------  

gi|17863948|gb|AF448047.1  CCCGATCGACGCAAACACCA------------------------------  

gi|17863956|gb|AF448051.1  CCCGATCGACGCAAACACGG------------------------------  

gi|10953981|gb|AF306429.1  CCCGATCGACGCAAATACCACTGAGGTATGGACCTACGCCATGGTC----  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GCCGCGTGGTCCGAGCGAGACGGAAGTTTGGACCTGGGCGATGGCGGAAA  

gi|90567897:31379-32728 P  CCCGATCGACGCAAACACCACCGAGGTCTGGACCTACGCCATTGTCGAAA  

gb|AF036940.2|:5464-6807   CCCGATCGATGAAAACACGACCGAGGTTTGGACGTATGCCATCGTAGAAA  

gi|94481127:11706-13037 S  GCCGCGTGGTCCGAGCGAGACGGAAGTTTGGACCTGGGCGATGGCGGAAA  

gb|EU910094.1|:1191-2549   GCCACGTGGTCCTCACCAAATTGAGGTCTTCACGTGGGCGATAGTGGAAA  

gi|300391841|gb|HM204990.  CCCGATCGACGCAAATACCACTGAGGTATGGACCTACGCCATGGTCGAAA  

gi|270118907|emb|FM882254  TCCACGCGGGCCGCACGAGATTGAAGTATGGACCTATACCATGGTGCCG-  

gb|HM204990.1|:4076-4657   CCCGATCGACGCAAATACCACTGAGGTATGGACCTACGCCATGGTCGAAA  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  CCCGATCGATGAAAACACGACCGAGGTTTGGACGTATGCCATCGTAGAAA  

gi|1255665:3690-4271 Pseu  CCCGATCGACGCAAATACCACTGAGGTATGGACCTACGCCATGGTCGAAA  

gb|AF252550.1|:772-2115 C  CCCGATCGATGAAAACACGACCGAGGTTTGGACGTATGCCATCGTAGAAA  

gi|310976243|gb|HQ380297.  CCCGATCGACGCATACACCACCGAGGTCTGGACCTACGCCTTTGTCGAAA  

gb|M23914.1|PSENDOABC:186  TTAGAGCACTGCGT-GGGGTCAGAGGTGCAATATCAGGTCATTTCACGCG  

gb|AY887963.3|:16051-1740  CCCGATCGACGCAAACACCACCGAGGTCTGGACCTACGCCATTGTCGAAA  
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gi|2199557|gb|AF004283.1|  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGCCGACGCGGTT  

gi|2189972|dbj|AB004059.1  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGCCGACGCGGTT  

gi|151384|gb|M83949.1|PSE  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGCCGACTCGGTT  

gi|1224113|gb|U49496.1|PS  AAGACATGCCTGAGGATCTC--AAGCGCC----GCTTGGCCGACTCTGTT  

gi|22252960|gb|AY125981.1  AAGACATGCCTGAGGATCTC--AAGCGCC----GCTTGGCCGACTCTGTT  

gi|151392|gb|M23914.1|PSE  AAGACATGCCTGAGGATCTC--AAGCGCC----GCTTGGCCGACTCTGTT  

gi|304367818|gb|HM623873.  AAGACATGCCTGAGGATCTC--AAGCGCC----GCTTGGCCGACTCTGTT  

gi|4104750|gb|AF039533.1|  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGTCGACGCGGTT  

gi|1255665|dbj|D84146.1|P  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGTCGACGCGGTT  

gi|300676625|gb|HM368649.  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGTCGACGCGGTT  

gi|300391841|gb|HM204990.  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGTCGACGCGGTT  

gi|28630836|gb|AY196828.1  AAGACATGCCCGAG------------------------------------  

gi|310976243|gb|HQ380297.  AAGACATGCCTGAGGATCTC--AAGCGCC----GCTTGGCCGACTCTGTT  

gi|254028638|gb|GQ184726.  AAGACATGCCTGAGGATTTA--AAGCGTC----GCTTGGCTGACGCGGTT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AGGATATGCCCGAGGATCTG--AAGCGGG----ACATTTACAACGGCCTA  

gi|90567897:31379-32728 P  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGCCGACTCGGTT  

gb|AF036940.2|:5464-6807   AAGACATGCCTGAGGACTTA--AAGCGTC----GCTTGGCTGACGCGGTT  

gi|94481127:11706-13037 S  AGGATATGCCCGAGGATCTG--AAGCGGG----ACATTTACAACGGCCTA  

gb|EU910094.1|:1191-2549   AAGAGATGCCAGCCGAACTG--AAAAATG----CCGTGGTATCAGGCATG  

gi|300391841|gb|HM204990.  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGTCGACGCGGTT  

gi|270118907|emb|FM882254  -AGCGATGCCGATCCCGCTACCAAGAGTG----CGATACAGCGCGAAGCG  

gb|HM204990.1|:4076-4657   AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGTCGACGCGGTT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  AAGACATGCCTGAGGAC---------------------------------  

gi|1255665:3690-4271 Pseu  AAGACATGCCCGAGGATCTC--AAGCGCC----GCTTGGTCGACGCGGTT  

gb|AF252550.1|:772-2115 C  AAGACATGCCTGAGGACTTA--AAGCGTC----GCTTGGCTGACGCGGTT  

gi|310976243|gb|HQ380297.  AAGACATGCCTGAGGATCTC--AAGCGCC----GCTTGGCCGACTCTGTT  

gb|M23914.1|PSENDOABC:186  A----ACTGCGCGCAGCTTCAGAGCGTCG----TTATAAGCTCAATGAAG  

gb|AY887963.3|:16051-1740  AAGACATGCCTGAGGATCTC--AAGCGCC----GCTTGGCCGACTCTGTT  
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gi|2199557|gb|AF004283.1|  CAGCGAACGTTCGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gi|2189972|dbj|AB004059.1  CAGCGAACGTTCGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gi|151384|gb|M83949.1|PSE  CAGCGTACGTTTGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gi|1224113|gb|U49496.1|PS  CAGCGAACGTTCGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gi|22252960|gb|AY125981.1  CAGCGAACGTTCGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gi|151392|gb|M23914.1|PSE  CAGCGAACGTTCGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gi|304367818|gb|HM623873.  CAGCGAACGTTCGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gi|4104750|gb|AF039533.1|  CAGAGAACGTTTGGGCCTGCTGGCTTCTGG--GAAAGCGATGACAATGAC  

gi|1255665|dbj|D84146.1|P  CAGAGAACGTTTGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAACGAC  

gi|300676625|gb|HM368649.  CAGAGAACGTTTGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAACGAC  

gi|300391841|gb|HM204990.  CAGAGAACGTTTGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAACGAC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  CAGCGAACGTTCGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gi|254028638|gb|GQ184726.  CAGCGCACTTTCGGACCCGCAGGATTCTGG--GAAAGCGACGACAACGAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CACGGAGGCTTCGGAACCGCAGGCTACTGG--GAAGCTGACGACAACGAC  

gi|90567897:31379-32728 P  CAGCGTACGTTTGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gb|AF036940.2|:5464-6807   CAGCGCACTTTCGGACCAGCAGGATTCTGG--GAAAGCGACGACAACGAC  

gi|94481127:11706-13037 S  CACGGAGGCTTCGGAACCGCAGGCTACTGG--GAAGCTGACGACAACGAC  

gb|EU910094.1|:1191-2549   AATTCGACGTTCGGAAGTGCTGGCATGCTT--GAAGCCGACGACAGTGAC  

gi|300391841|gb|HM204990.  CAGAGAACGTTTGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAACGAC  

gi|270118907|emb|FM882254  ACGAGAACATTCGGAACCGCCGGGACGCTG--GAAAGCGACGACGGCGAA  

gb|HM204990.1|:4076-4657   CAGAGAACGTTTGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAACGAC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  CAGAGAACGTTTGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAACGAC  

gb|AF252550.1|:772-2115 C  CAGCGCACTTTCGGACCAGCAGGATTCTGG--GAAAGCGACGACAACGAC  

gi|310976243|gb|HQ380297.  CAGCGAACGTTCGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

gb|M23914.1|PSENDOABC:186  CCATGAACGTTTACAACGAAAATTTTCAGC--AACTGAAAGTTCGAGTTG  

gb|AY887963.3|:16051-1740  CAGCGAACGTTCGGGCCTGCTGGCTTCTGG--GAAAGCGACGACAATGAC  

 

                                   6460      6470      6480      6490      6500    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  AATATGGAAACAGCATCGCAAAACGGCAAAAAATATCAAT--CCAGAGAT  

gi|2189972|dbj|AB004059.1  AATATGGAAACAGCATCGCAAAACGGCAAAAAATATCAAT--CCAGAGAT  

gi|151384|gb|M83949.1|PSE  AATATGGAAACAGCGTCGCAAAACGGCAAGAAATATCAAT--CCAGAGAT  

gi|1224113|gb|U49496.1|PS  AATATGGAAACAGCTTCGCAAAACGGCAAGAAATATCAAT--CAAGAGAT  

gi|22252960|gb|AY125981.1  AATATGGAAACAGCTTCGCAAAACGGCAAGAAATATCAAT--CAAGAGAT  

gi|151392|gb|M23914.1|PSE  AATATGGAAACAGCTTCGCAAAACGGCAAGAAATATCAAT--CAAGAGAT  

gi|304367818|gb|HM623873.  AATATGGAAACAGCTTCGCAAAACGGCAAGAAATATCAAT--CAAGAGAT  

gi|4104750|gb|AF039533.1|  AATATGGAAACGGAATCGCAAAACGCCAAGAAATATCAGT--CCAGGGAT  

gi|1255665|dbj|D84146.1|P  AATATGGAAACGGTATCGCAAAACGCCAAGAAATATCAGT--CCAGAGAT  

gi|300676625|gb|HM368649.  AATATGGAAACGGTATCGCAAAACGCCAAGAAATATCAGT--CCAGAGAT  

gi|300391841|gb|HM204990.  AATATGGAAACGGAATCGCAAAACGCCAAGAAATATCAGT--CCAGGGAT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  AATATGGAAACAGCTTCGCACAACGGCAAGAAATATCACT--CAAGAGAT  

gi|254028638|gb|GQ184726.  AACATGGAAACCGAGTCGCAAAATGCCAAGAAATACCAGT--CCAGCAAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AACATGGAATCGGCTTCGCTTCTTCCGACAGGTTGGCAGTCGCGCAAGTT  

gi|90567897:31379-32728 P  AATATGGAAACAGCGTCGCAAAACGGCAAGAAATATCAAT--CCAGAGAT  

gb|AF036940.2|:5464-6807   AACATGGAGACGGAGTCGCAAAATGCCAAGAAATACCAAT--CCAGCAAC  

gi|94481127:11706-13037 S  AACATGGAATCGGCTTCGCTTCTTCCGACAGGTTGGCAGTCGCGCAAGTT  

gb|EU910094.1|:1191-2549   AACATGGAAACCAT--GACGCAAAACAACCGGGGGCGAATGACCCGTGAA  

gi|300391841|gb|HM204990.  AATATGGAAACGGAATCGCAAAACGCCAAGAAATATCAGT--CCAGGGAT  

gi|270118907|emb|FM882254  AACATGTCTTCGGC--AACCTACGTGAACCGTGGCGTGATCACGCGTGAC  

gb|HM204990.1|:4076-4657   AATATGGAAACGGAATCGCAAAACGCCAAGAAATATCAGT--CCAGGGAT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  AATATGGAAACGGTATCGCAAAACGCCAAGAAATATCAGT--CCAGAGAT  

gb|AF252550.1|:772-2115 C  AACATGGAGACGGAGTCGCAAAATGCCAAGAAATACCAAT--CCAGCAAC  

gi|310976243|gb|HQ380297.  AATATGGAAACAGCTTCGCACAACGGCAAGAAATATCACT--CAAGAGAT  

gb|M23914.1|PSENDOABC:186  AGCATCAACTGGATCCGCAAAACTGGGGCAACAGCCCGAAGCTGCGCTTT  

gb|AY887963.3|:16051-1740  AATATGGAAACAGCTTCGCAAAACGGCAAGAAATATCAAT--CAAGAGAT  
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gi|2199557|gb|AF004283.1|  AGTGATC-TGATTTCCAACCTTGGTTTCGGGAAGGATGTATACGGCGACG  

gi|2189972|dbj|AB004059.1  AGTGATC-TGATTTCCAACCTTGGTTTCGGGAAGGATGTATACGGCGACG  

gi|151384|gb|M83949.1|PSE  AGTGATC-TGCTTTCAAACCTTGGTTTCGGTAAGGACGTATACGGCGACG  

gi|1224113|gb|U49496.1|PS  AGTGATC-TGCTTTCAAACCTTGGTTTCGGTGAGGACGTATACGGCGACG  

gi|22252960|gb|AY125981.1  AGTGATC-TGCTTTCAAACCTTGGTTTCGGTGAGGACGTATACGGCGACG  

gi|151392|gb|M23914.1|PSE  AGTGATC-TGCTTTCAAACCTTGGTTTCGGTGAGGACGTATACGGCGACG  

gi|304367818|gb|HM623873.  AGTGATC-TGCTTTCAAACCTTGGTTTCGGTGAGGACGTATACGGCGACG  

gi|4104750|gb|AF039533.1|  GGCGATC-TGATTTCCAACCTGGGTTTCGGCGGGGACGTATACGGCGACG  

gi|1255665|dbj|D84146.1|P  GGCGATC-TGGTTTCCAACCTGGGTTTCGGCGGGGACGTATACGGCGACG  

gi|300676625|gb|HM368649.  GGCGATC-TGGTTTCCAACCTGGGTTTCGACGGGGACGTATACGGCGACG  

gi|300391841|gb|HM204990.  GGCGATC-TGATTTCCAACCTGGGTTTCGGCGGGGACGTATACGGCGACG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  AGTGATC-TGCTTTCAAACCTTGGTTTCGGTGAGGACGTATACGGCGACG  

gi|254028638|gb|GQ184726.  AGCGACC-TGATTGCCAATCTGGGTTTCGGCAAGGATATCTATGGCGACG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GCGAC---TCAACGCCCAGATGGGGATCGGCAACGACACGGTGA---TGG  

gi|90567897:31379-32728 P  AGTGATC-TGCTTTCAAACCTTGGTTTCGGTAAGGACGTATACGGCGACG  

gb|AF036940.2|:5464-6807   AGTGATC-TGATTGCCAATTTGGGTTTCGGCAAGGACGTCTACGGCGACG  

gi|94481127:11706-13037 S  GCGAC---TCAACGCCCAGATGGGGATCGGCAACGACACGGTGA---TGG  

gb|EU910094.1|:1191-2549   GGGAAGT-TGAACTCACAACTGGGGCTCGGTTTCCACAAGTTGG---ATC  

gi|300391841|gb|HM204990.  GGCGATC-TGATTTCCAACCTGGGTTTCGGCGGGGACGTATACGGCGACG  

gi|270118907|emb|FM882254  GGCATGA-TGAATTCGACCATGGGCGTCGGCTACGAAGGACCGC---ATC  

gb|HM204990.1|:4076-4657   GGCGATC-TGATTTCCAACCTGGGTTTCGGCGGGGACGTATACGGCGACG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GGCGATC-TGGTTTCCAACCTGGGTTTCGGCGGGGACGTATACGGCGACG  

gb|AF252550.1|:772-2115 C  AGTGATC-TGATTGCCAATTTGGGTTTCGGCAAGGACGTCTACGGCGACG  

gi|310976243|gb|HQ380297.  AGTGATC-TGCTTTCAAACCTTGGTTTCGGTGAGGACGTATACGGCGACG  

gb|M23914.1|PSENDOABC:186  ACTCGCT-TTATCACCAACGTCCAGGCCGCAATGGACGTAAATGACAAAG  

gb|AY887963.3|:16051-1740  AGTGATC-TGCTTTCAAACCTTGGTTTCGGTGAGGACGTATACGGCGACG  
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gi|2199557|gb|AF004283.1|  CGGTCTATCCTG-GCGTCGTCGGAAAATCGGCGATCG-GCGAGACCAGTT  

gi|2189972|dbj|AB004059.1  CGGTCTATCCTG-GCGTCGTCGGAAAATCGGCGATCG-GCGAGACCAGTT  

gi|151384|gb|M83949.1|PSE  CGGTCTATCCTG-GCGTCGTCGGCAAATCGGCGATCG-GCGAGACCAGTT  

gi|1224113|gb|U49496.1|PS  CGGTCTATCCAG-GCGTCGTCGGCAAATCGGCGATCG-GCGAGACCAGTT  

gi|22252960|gb|AY125981.1  CGGTCTATCCAG-GCGTCGTCGGCAAATCGGCGATCG-GCGAGACCAGTT  

gi|151392|gb|M23914.1|PSE  CGGTCTATCCAG-GCGTCGTCGGCAAATCGGCGATCG-GCGAGACCAGTT  

gi|304367818|gb|HM623873.  CGGTCTATCCAG-GCGTCGTCGGCAAATCGGCGATCG-GCGAGACCAGTT  

gi|4104750|gb|AF039533.1|  AGGTTTATCCTG-GCGTCGTCGGCAAATCGGCGATTG-GCGAGACCAGTT  

gi|1255665|dbj|D84146.1|P  AGGTTTATCCTG-GCATCGTCGGCAAATCGGCGATTG-GCGAGACCAGTT  

gi|300676625|gb|HM368649.  AGGTTTATCCTG-GCATCGTCGGCAAATCGGCGATTG-GCGAGACCAGTT  

gi|300391841|gb|HM204990.  AGGTTTATCCTG-GTGTCGTCGGCAGATCGGCGATGG-GCGAGACCTGTT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  CGGTCTATCCAG-GCGTCGTCGGCAAATCGGCGATCG-GCGAGACCAGTT  

gi|254028638|gb|GQ184726.  AAGTCTATCCCG-GTGTCGTTGGGAAATCGGCGATCG-GCGAGACCAGCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  ACGAAATGCCCG-GCGTGATCGGCCAGGCGGCGATCG-GCGAAACGTCCT  

gi|90567897:31379-32728 P  CGGTCTATCCTG-GCGTCGTCGGCAAATCGGCGATCG-GCGAGACCAGTT  

gb|AF036940.2|:5464-6807   AATGCTATCCGG-GCGTCGTTGCCAAATCGGCAATCG-GCGAAACCAGCT  

gi|94481127:11706-13037 S  ACGAAATGCCCG-GCGTGATCGGCCAGGCGGCGATCG-GCGAAACGTCCT  

gb|EU910094.1|:1191-2549   CTGACTTTCCTG-GGGTGATCGGGCAATCTGCCATTG-GTGAAACCTCTT  

gi|300391841|gb|HM204990.  AGGTTTATCCTG-GTGTCGTCGGCAGATCGGCGATGG-GCGAGACCTGTT  

gi|270118907|emb|FM882254  CGGTTTATCCCG-GAATCGTCGGCATCAGCTTCATTG-GCGAGACATCCT  

gb|HM204990.1|:4076-4657   AGGTTTATCCTG-GTGTCGTCGGCAGATCGGCGATGG-GCGAGACCTGTT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  AGGTTTATCCTG-GCATCGTCGGCAAATCGGCGATTG-GCGAGACCAGTT  

gb|AF252550.1|:772-2115 C  AATGCTATCCGG-GCGTCGTTGGCAAATCGGCAATCG-GCGAAACCAGCT  

gi|310976243|gb|HQ380297.  CGGTCTATCCAG-GCGTCGTCGGCAAATCGGCGATCG-GCGAGACCAGTT  

gb|M23914.1|PSENDOABC:186  AGCTACTTCACATCCGCTCCAACGTCATTCTGCACCGGGCACGACGTGGC  

gb|AY887963.3|:16051-1740  CGGTCTATCCAG-GCGTCGTCGGCAAATCGGCGATCG-GCGAGACCAGTT  
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gi|2199557|gb|AF004283.1|  ATCGTGGTTTCTACCGGGCTTACCAGGCACACGTCAGCAGCTCCAACTGG  

gi|2189972|dbj|AB004059.1  ATCGTGGTTTCTACCGGGCTTACCAGGCACACGTCAGCAGCTCCAACTGG  

gi|151384|gb|M83949.1|PSE  ATCGTGGTTTCTACCGGGCTTACCAGGCACACGTCAGCAGCTCCAACTGG  

gi|1224113|gb|U49496.1|PS  ATCGTGGTTTCTACCGGGCTTACCAGGCACACGTCAGCAGCTCCAACTGG  

gi|22252960|gb|AY125981.1  ATCGTGGTTTCTACCGGGCTTACCAGGCACACGTCAGCAGCTCCAACTGG  

gi|151392|gb|M23914.1|PSE  ATCGTGGTTTCTACCGGGCTTACCAGGCACACGTCAGCAGCTCCAACTGG  

gi|304367818|gb|HM623873.  ATCGTGGTTTCTACCGGGCTTACCAGGCACACGTCAGCAGCTCCAACTGG  

gi|4104750|gb|AF039533.1|  ATCGTGGCTTCTATCGGGCTTACGGCGCGCACATCAGCAGCTCTAGCTGG  

gi|1255665|dbj|D84146.1|P  ATCGTGGCTTCTATCGGGCTTACGGCGCGCACATCAGCAGCTCTAGCTGG  

gi|300676625|gb|HM368649.  ATCGTGGCTTCTATCGGGCTCACGGCGCGCACATCAGCAGCTCTAGCTGG  

gi|300391841|gb|HM204990.  ATCGTGGCTTCTATCGGGCTTACGGCGCGCACATCAGCAGCTCTAGCTGG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  AT------------------------------------------------  

gi|254028638|gb|GQ184726.  ATCGCGGCTTTTACCGCGCCTACCAGGCTCACATCAGCAGCTCCAATTGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  ACCGCGGATACTACCGCTTTTATGACGAGATCCTGAAGCTTCCTTCTTGG  

gi|90567897:31379-32728 P  ATCGTGGTTTCTACCGGGCTTACCAGGCACACGTCAGCAGCTCCAACTGG  

gb|AF036940.2|:5464-6807   ATCGCGGATTCTACCGTGCCTACCAGGCTCACATCAGCAGCTCCAATTGG  

gi|94481127:11706-13037 S  ACCGCGGATACTACCGCTTTTATGACGAGATCCTGAAGCTTCCTTCTTGG  

gb|EU910094.1|:1191-2549   ACAGAGGGTTTTACCGGGCCTATAAGGAAATTATGGGCGCCGACAACTGG  

gi|300391841|gb|HM204990.  ATCGTGGCTTCTATCGGGCTTACGGCGCGCACATCAGCAGCTCTAGCTGG  

gi|270118907|emb|FM882254  ACCGGGGCTTCTACCGGTTCTGGAAGGAAATGATCGATGCCCCCGATTGG  

gb|HM204990.1|:4076-4657   ATCGTGGCTTCTATCGGGCTTACGGCGCGCACATCAGCAGCTCTAGCTGG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  ATCGTGGCTTCTATCGGGCTTACGGCGCGCACATCAGCAGCTCTAGCTGG  

gb|AF252550.1|:772-2115 C  ATCGCGGATTCTACCGTGCCTACCAGGCTCACATCAGCAGCTCCAATTGG  

gi|310976243|gb|HQ380297.  AT------------------------------------------------  

gb|M23914.1|PSENDOABC:186  AATCAGGTCGATGTCTTCTACGCCGCCCGGGAAGATAAATGGAAACGTGG  

gb|AY887963.3|:16051-1740  ATCGTGGTTTCTACCGGGCTTACCAGGCACACGTCAGCAGCTCCAACTGG  

 

                                   6660      6670      6680      6690      6700    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GCTGAGTTCGAGGATGCCTCTAGTACTTGGCATACCGAACTGACGAAGAC  

gi|2189972|dbj|AB004059.1  GCTGAGTTCGAGGATGCCTCTAGTACTTGGCATACCGAACTGACGAAGAC  

gi|151384|gb|M83949.1|PSE  GCTGAGTTCGAGGATGCCTCTAGTACTTGGCATACCGAACTGACGAAGAC  

gi|1224113|gb|U49496.1|PS  GCTGAGTTCGAGCATGCCTCTAGTACTTGGCATACTGAACTTACGAAGAC  

gi|22252960|gb|AY125981.1  GCTGAGTTCGAGCATGCCTCTAGTACTTGGCATACTGAACTTACGAAGAC  

gi|151392|gb|M23914.1|PSE  GCTGAGTTCGAGCATGCCTCTAGTACTTGGCATACTGAACTTACGAAGAC  

gi|304367818|gb|HM623873.  GCTGAGTTCGAGCATGCCTCTAGTACTTGGCATACTGAACCTACGAAGAC  

gi|4104750|gb|AF039533.1|  GCTGAATTCGAGGATGCCTCTAAAAATTGGCATACCGAACTGACAAAGAC  

gi|1255665|dbj|D84146.1|P  GCTGAATTCGAGGATGTCTCTAAAAATTGGCATACCGAACTGGCAAAGAC  

gi|300676625|gb|HM368649.  GCTGAATTCGAGGATGTCTCTAAAAATTGGCATACCGAACTGGCAAAGAC  

gi|300391841|gb|HM204990.  GCTGAATTCGAGGATGCCTCTAAAAATTGGCATACCGAACTGACAAAGAC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCCGAGTTCGAAAATGCCTCTCGCAATTGGCACACCGAACTCACCAAGAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GATGCTTTCGATCTGAATGACGAGGGATGGAAGCAGCAATTGATCGACGC  

gi|90567897:31379-32728 P  GCTGAGTTCGAGGATGCCTCTAGTACTTGGCATACCGAACTGACGAAGAC  

gb|AF036940.2|:5464-6807   GCCGAGTTCGAAAACACCTCCCGAAATTGGCACACCGAACTCACCAAGAC  

gi|94481127:11706-13037 S  GATGCTTTCGATCTGAATGACGAGGGATGGAAGCAGCAATTGATCGACGC  

gb|EU910094.1|:1191-2549   AAGGCGATCT---TGAAATTAGATCCGGATGCCTGGAAGCATGAACTCAT  

gi|300391841|gb|HM204990.  GCTGAATTCGAGGATGCCTCTAAAAATTGGCATACCGAACTGACAAAGAC  

gi|270118907|emb|FM882254  ---GCGAGCG---TGAAGGCAAACGACGACAATTGGGATTCGGTCTTCAC  

gb|HM204990.1|:4076-4657   GCTGAATTCGAGGATGCCTCTAAAAATTGGCATACCGAACTGACAAAGAC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GCTGAATTCGAGGATGTCTCTAAAAATTGGCATACCGAACTGGCAAAGAC  

gb|AF252550.1|:772-2115 C  GCCGAGTTCGAAAACACCTCCCGAAATTGGCACACCGAACTCACCAAGAC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  CGAAGGTGGAGTACGAAAATTGGTCCAGCGATTCGTCGATTACCCAGAGC  

gb|AY887963.3|:16051-1740  GCTGAGTTCGAGCATGCCTCTAGTACTTGGCATACTGAACTTACGAAGAC  

 

                                   6710      6720      6730      6740      6750    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TACTGATCG---------CTAACAGACGAGTCG-ACCATGATGATCAATA  

gi|2189972|dbj|AB004059.1  TACTGATCG---------CTAACAGACGAGTCG-ACCATGATGATCAATA  

gi|151384|gb|M83949.1|PSE  TACTGATCG---------CTAACAGACGAGTCG-ACCATGATGATCAATA  

gi|1224113|gb|U49496.1|PS  TACTGATCG---------CTAACAGACGAGTCG-ACCATGATGATCAATA  

gi|22252960|gb|AY125981.1  TACTGATCG---------CTAACAGACGAGTCG-ACCATGATGATCAATA  

gi|151392|gb|M23914.1|PSE  TACTGATCG---------CTAACAGACGAGTCG-ACCATGATGATCAATA  

gi|304367818|gb|HM623873.  TACTGATCG---------GTAA----------------------------  

gi|4104750|gb|AF039533.1|  TACTGATCG---------CTAACAGACGAGAGGGACCATGATGATTAATA  

gi|1255665|dbj|D84146.1|P  TACTGATCG---------CTAACAGACGAGAGGGACCATGATGATTAATA  

gi|300676625|gb|HM368649.  TACTGATCG---------CTAACAGACGAGAGGGACCATGATGATTAATA  

gi|300391841|gb|HM204990.  TACTGATCG---------CTAACAGACGAGAGGGACCATGATGATTAATA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GACTGATCG---------CTAATACAGGAGCCA-ACCATGATGATCAATA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGATCGCTGATCATCCCTTTGCAAAATCTAGGTTTTCAGGATGCTATAAA  

gi|90567897:31379-32728 P  TACTGATCG---------CTAA----------------------------  

gb|AF036940.2|:5464-6807   GACTGATCG---------CTAA----------------------------  

gi|94481127:11706-13037 S  CGATCGCTGA----------------------------------------  

gb|EU910094.1|:1191-2549   AGGTCAATA--------A--------------------------------  

gi|300391841|gb|HM204990.  TACTGATCG---------CTAACAGACGAGAGGGACCATGATGATTAATA  

gi|270118907|emb|FM882254  GAATCGCAA--------TTTCTGGAACGAAAAGCTCAACGCGGCCGAATG  

gb|HM204990.1|:4076-4657   TACTGATCG---------CTAA---------------ATGATGATTAATA  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TACTGATCG---------CTAA---------------ATGATGATTAATA  

gb|AF252550.1|:772-2115 C  GACTGATCG---------CTAA---------------ATGATGATCAATA  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  GCATACTTCAGACGCACAATCTGATG-GTCTTTCTGTGA-----------  

gb|AY887963.3|:16051-1740  TACTGATCG---------CTAA----------------------------  

 

                                   6760      6770      6780      6790      6800    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  CTCAAGAAGACAAGCTGGTATCCGCCCATGACGCCGAAGAGTTTCTTCGT  

gi|2189972|dbj|AB004059.1  CTCAAGAAGACAAGCTGGTATCCGCCCATGACGCCGAAGAGTTTCTTCGT  

gi|151384|gb|M83949.1|PSE  TTCAAGAAGACAAGCTGGTCTCCGCCCACGACGCCCAAGAGTTTCTTCGT  

gi|1224113|gb|U49496.1|PS  TTCAAGAAGACAAGCTGGTTTCCGCCCACGACGCCGAAGAGATTCTTCGT  

gi|22252960|gb|AY125981.1  TTCAAGAAGACAAGCTGGTTTCCGCCCACGACGCCGAAGAGATTCTTCGT  

gi|151392|gb|M23914.1|PSE  TTCAAGAAGACAAGCTGGTTTCCGCCCACGACGCCGAAGAGATTCTTCGT  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTCAAGAAGACAAGCTTGTCTCCGCCCACGATGCCGAAGAGTTTCTTCGT  

gi|1255665|dbj|D84146.1|P  TTCAGGAAGACAAGCTTGTCTCCGCCCACGACGCCGAAGAGTTTCTTCGT  

gi|300676625|gb|HM368649.  TTCAGGAAGACAAGCTTGTCTCCGCCCACGACGCCGAAGAGTTTCTTCGT  

gi|300391841|gb|HM204990.  TTCAAGAAGACAAGCTTGTCTCCGCCCACGATGCCGAAGAGTTTCTTCGT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  CCCAGGAAGACAAGCTGGTCTCCGCGCACGACGCCGAAGAATTTCATCGT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  ATGGAAAACGCAAATCAAATCGTCAAAACGATGGGCGCGGATGTATGGGA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TTCAAGAAGACAAGCTTGTCTCCGCCCACGATGCCGAAGAGTTTCTTCGT  

gi|270118907|emb|FM882254  ATCGCCAGAGCCGGTCCAAATATCGACAACTACGGAGAGAACATGTCGAC  

gb|HM204990.1|:4076-4657   TTCAAGAAGACAAGCTTGTCTCCGCCCACGATGCCGAAGAGTTTCTTCGT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TTCAGGAAGACAAGCTTGTCTCCGCCCACGACGCCGAAGAGTTTCTTCGT  

gb|AF252550.1|:772-2115 C  CCCAGGAAGACAAGCTGGTCTCCGCGCACGACGCCGAAGAATTTCACCGT  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   6810      6820      6830      6840      6850    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TTCTTCAATTGCCACGACTCGGC-------TTTGCAACAAGAAGCCACCA  

gi|2189972|dbj|AB004059.1  TTCTTCAATTGCCACGACTCGGC-------TTTGCAACAAGAAGCCACCA  

gi|151384|gb|M83949.1|PSE  TTCTTCAATTGCCACGACGCGGC-------TTTGCAACAAGAAGCCACCA  

gi|1224113|gb|U49496.1|PS  TTCTTCAATTGCCACGACTCTGC-------TTTGCAACAAGAAGCCACTA  

gi|22252960|gb|AY125981.1  TTCTTCAATTGCCACGACTCTGC-------TTTGCAACAAGAAGCCACTA  

gi|151392|gb|M23914.1|PSE  TTCTTCAATTGCCACGACTCTGC-------TTTGCAACAAGAAGCCACTA  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTCTTAAATTCCGGCGACGAGGC-------TTTGCAACAAGAAGCTACCA  

gi|1255665|dbj|D84146.1|P  TTCTTCAATTCCGGCGACGAGGC-------TTTGCAACAAGAAGCTACCA  

gi|300676625|gb|HM368649.  TTCTTCAATTCCGGCGACGAGGC-------TTTGCAACAAGAAGCTACCA  

gi|300391841|gb|HM204990.  TTCTTAAATTCCGGCGACGAGGC-------TTTGCAACAAGAAGCTACCA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TTCTTCGTCGGGCACGACAGCGA-------TCTGCAGCAAGAAGTCACCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TGGCGATCCGGAGCTGATCGCCGATCACGATCTGCTTCACAGGGTGCAGG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TTCTTAAATTCCGGCGACGAGGC-------TTTGCAACAAGAAGCTACCA  

gi|270118907|emb|FM882254  CGAACAAGTTCCGGTGA-CGCCG-----GATGTGCACTACGCCGTCGAAG  

gb|HM204990.1|:4076-4657   TTCTTAAATTCCGGCGACGAGGC-------TTTGCAACAAGAAGCTACCA  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TTCTTCAATTCCGGCGACGAGGC-------TTTGCAACAAGAAGCTACCA  
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gb|AF252550.1|:772-2115 C  TTCTTCATCGTACAAGATGATGC-------ACTACTGCAAGAAGTCAACA  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   6860      6870      6880      6890      6900    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  CGCTGCTGACCCGGGAAGCGCATCTGCTGGACATTCAGGCTTACCGGACT  

gi|2189972|dbj|AB004059.1  CGCTGCTGACCCGGGAAGCGCATCTGCTGGACATTCAGGCTTACCGGACT  

gi|151384|gb|M83949.1|PSE  CGCTGCTGAACCGGGAAGCGCATCTGTTGGACATTCAGGCTTACCGGGCT  

gi|1224113|gb|U49496.1|PS  CGCTGCTGACCCAGGAAGCGCATTTGTTGGACATTCAGGCTTACCGTGCT  

gi|22252960|gb|AY125981.1  CGCTGCTGACCCAGGAAGCGCATTTGTTGGACATTCAGGCTTACCGTGCT  

gi|151392|gb|M23914.1|PSE  CGCTGCTGACCCAGGAAGCGCATTTGTTGGACATTCAGGCTTACCGTGCT  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGTTGCTAACCCGGGAAGCGCATCTTTTAGACATTCAGGCTTACCGCGCC  

gi|1255665|dbj|D84146.1|P  CGTTGCTAACCCGGGAAGCGCATCTTTTAGACATTCAGGCTTACCGCGCC  

gi|300676625|gb|HM368649.  CGTTGCTAACCCGGGAAGCGCATCTTTTAGACATTCAGGCTTACCGCGCC  

gi|300391841|gb|HM204990.  CGTTGCTAACCCGGGAAGCGCATCTTTTAGACATTCAGGCTTACCGCGCC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGCTCCTGGCCCGAGAAGCACATCTGTTGGACATTCAGGCCTACAACGCC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CTTTCACCAATCGCGAAGCGAGGTTGCTCGATACCGGGCGGGTGCGGGAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CGTTGCTAACCCGGGAAGCGCATCTTTTAGACATTCAGGCTTACCGCGCC  

gi|270118907|emb|FM882254  CGCACTATCGTGCCGAGGTCAGACTGTTGCAGACCGGGCAGTACCGGGAA  

gb|HM204990.1|:4076-4657   CGTTGCTAACCCGGGAAGCGCATCTTTTAGACATTCAGGCTTACCGCGCC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  CGTTGCTAACCCGGGAAGCGCATCTTTTAGACATTCAGGCTTACCGCGCC  

gb|AF252550.1|:772-2115 C  CGCTCCTGACCCGCGAAGCGCACCTGCTGGACATTCAGGCCTACAAAGCC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   6910      6920      6930      6940      6950    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TGGTTAGAGCACTGCGTGGGGTCAGAGGTTCAATATCAAGTCATTTCACG  

gi|2189972|dbj|AB004059.1  TGGTTAGAGCACTGCGTGGGGTCAGAGGTTCAATATCAAGTCATTTCACG  

gi|151384|gb|M83949.1|PSE  TGGTTAGAGCACTGCGTGGGGTCAGAGGTTCAATATCAGGTCATTTCACG  

gi|1224113|gb|U49496.1|PS  TGGTTAGAGCACTGCGTGGGGTCAGAGGTGCAATATCAGGTCATTTCACG  

gi|22252960|gb|AY125981.1  TGGTTAGAGCACTGCGTGGGGTCAGAGGTGCAATATCAGGTCATTTCACG  

gi|151392|gb|M23914.1|PSE  TGGTTAGAGCACTGCGTGGGGTCAGAGGTGCAATATCAGGTCATTTCACG  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGGTTAGAGCACTGCGTGGACTCAGAGGTGAAATATCAGATTATCTCACG  

gi|1255665|dbj|D84146.1|P  TGGTTAGAGCACTGCGTGGACTCAGAGGTGAAATATCAGATTATCTCACG  

gi|300676625|gb|HM368649.  TGGTTAGAGCACTGCGTGGACTCAGAGGTGAAATATCAGATTATCTCACG  

gi|300391841|gb|HM204990.  TGGTTAGAGCACTGCGTGGACTCAGAGGTGAAATATCAGATTATCTCACG  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGGCTTGAACACTGCGTTGCCCCCGAGATCAAATACCAGGTGATCTCGCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TGGCTCGACGAGATGATCCATCCCGACATTCGTTATGTCATAATCAGCCG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TGGTTAGAGCACTGCGTGGACTCAGAGGTGAAATATCAGATTATCTCACG  

gi|270118907|emb|FM882254  TGGCTGCACGGAATGGTCGCCGAAGACATCCATTACTGGATGCCGATTTA  

gb|HM204990.1|:4076-4657   TGGTTAGAGCACTGCGTGGACTCAGAGGTGAAATATCAGATTATCTCACG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TGGTTAGAGCACTGCGTGGACTCAGAGGTGAAATATCAGATTATCTCACG  

gb|AF252550.1|:772-2115 C  TGGCTTGAACACTGCGTTGCCCCCGAGATCAAATACCAAGTGATCTCGCG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   6960      6970      6980      6990      7000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  CGAACTGCGCGCCGCTTCCGAGCGCCGTT---ATAAGCTCAATGAAGCCA  

gi|2189972|dbj|AB004059.1  CGAACTGCGCGCCGCTTCCGAGCGACGTT---ATAAGCTCAATGAAGCCA  

gi|151384|gb|M83949.1|PSE  CGAACTGCGCGCCGCTTCCGAGCGCCGTT---ATAAGCTCAATGAAGCCA  

gi|1224113|gb|U49496.1|PS  CGAACTGCGCGCAGCTTCAGAGCGTCGTT---ATAAGCTCAATGAAGCCA  

gi|22252960|gb|AY125981.1  CGAACTGCGCGCAGCTTCAGAGCGTCGTT---ATAAGCTCAATGAAGCCA  

gi|151392|gb|M23914.1|PSE  CGAACTGCGCGCAGCTTCAGAGCGTCGTT---ATAAGCTCAATGAAGCCA  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGAACTGCGCTCAGCTTCCGAGCGCCGTT---ACCAGCTCAATGAAACCA  

gi|1255665|dbj|D84146.1|P  CGAACTGCGCTCAGCTTCCGAGCGCCGTT---ACCAGCTCAATGAAACCA  

gi|300676625|gb|HM368649.  CGAACTGCGCTCAGCTTCCGAGCGCCGTT---ACCAGCTCAATGAAACCA  

gi|300391841|gb|HM204990.  CGAACTGCGCTCAGCTTCCGAGCGCCGTT---ACCAGCTCAATGAAACCA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGAACTTCGTTCAACTTCCGAGCGTCGAT---ACCAACTGAATGATGCGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  ACAGCTGCGATACATCGAAGAGCGTCGCT---ATTTGCCGCCCGACAGCG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CGAACTGCGCTCAGCTTCCGAGCGCCGTT---ACCAGCTCAATGAAACCA  

gi|270118907|emb|FM882254  CGAACAGCGCTTCGTGAGAGACCGGCGCCCGGACCCAACGCCAGACGATG  

gb|HM204990.1|:4076-4657   CGAACTGCGCTCAGCTTCCGAGCGCCGTT---ACCAGCTCAATGAAACCA  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  CGAACTGCGCTCAGCTTCCGAGCGCCGTT---ACCAGCTCAATGAAACCA  

gb|AF252550.1|:772-2115 C  AGAACTTCGCTCCACTTCCGAGCGTCGAT---ACCAACTGAATGATGCGG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7010      7020      7030      7040      7050    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TGAACGTTTACAACGAAAATTTCCAGCAACTGAAAGTTCGAGTCGAGCAT  

gi|2189972|dbj|AB004059.1  TGAACGTTTGCGACGAAAATTTCCAGCAACTGAAAGTTCGAGTCGAGCAT  

gi|151384|gb|M83949.1|PSE  TGAACGTTTACAACGAAAATTTTCAGCAACTGAAAGTTCGAATCGAGCAT  

gi|1224113|gb|U49496.1|PS  TGAACGTTTACAACGAAAATTTTCAGCAACTGAAAGTTCGAGTTGAGCAT  

gi|22252960|gb|AY125981.1  TGAACGTTTACAACGAAAATTTTCATCAACTGAAAGTTCGAGTTGAGCAT  

gi|151392|gb|M23914.1|PSE  TGAACGTTTACAACGAAAATTTTCAGCAACTGAAAGTTCGAGTTGAGCAT  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGAACATTTTCAACGAGAATTATGAACAACTGGAAGTTCGCGTAGCGCAT  

gi|1255665|dbj|D84146.1|P  TGAACATTTTCAACGAGAATTATGAACAACTGGAAGTTCGCGTAGCGCAT  

gi|300676625|gb|HM368649.  TGAACATTTTCAACGAGAATTATGAACAACTGGAAGTTCGCGTAGCGCAT  

gi|300391841|gb|HM204990.  TGAACATTTTCAACGAGAATTATGAACAACTGGAAGTTCGCGTAGCGCAT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGAATATCTACAACGAGAACTATCAACAGCTGAAAGTTCGAGTTGAACAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TTTTCATCTACGACGATGATCACGGTGTGCTCAATGCACGTGTGGAGCAG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TGAACATTTTCAACGAGAATTATGAACAACTGGAAGTTCGCGTAGCGCAT  

gi|270118907|emb|FM882254  CGGCAATTTACAACGACGACTTCGAAGAGCTCAAGCAGCGTGTCGAACGG  

gb|HM204990.1|:4076-4657   TGAACATTTTCAACGAGAATTATGAACAACTGGAAGTTCGCGTAGCGCAT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TGAACATTTTCAACGAGAATTATGAACAACTGGAAGTTCGCGTAGCGCAT  

gb|AF252550.1|:772-2115 C  TGAATATCTACAACGAGAACTATCAACAGCTGAAAGTTCGAGTTGAACAC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7060      7070      7080      7090      7100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  CAACTGGATTCACAAAACTGGAGCAACAGCCCGAAGCTGCGCTTTACTCG  

gi|2189972|dbj|AB004059.1  CAACTGGATTCACAAAACTGGAGCAACAGCCCGAAGCTGCGCTTTACTCG  

gi|151384|gb|M83949.1|PSE  CAACTGGATCCGCAAAACTGGAGCAACAGCCCGAAGCTGCGCTTTACTCG  

gi|1224113|gb|U49496.1|PS  CAACTGGATCCGCAAAACTGGGGCAACAGCCCGAAGCTGCGCTTTACTCG  

gi|22252960|gb|AY125981.1  CAACTGGATCCGCAAAACTGGGGCAACAGCCCGAAGCTGCGCTTTACTCG  

gi|151392|gb|M23914.1|PSE  CAACTGGATCCGCAAAACTGGGGCAACAGCCCGAAGCTGCGCTTTACTCG  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CAACTGGATCCGCAAAACTGGGGCAATAGTCCAAAGGTGCGCTTTACTCG  

gi|1255665|dbj|D84146.1|P  CAACTGGATCCGCAAAACTGGGGCAATAGTCCAAAGGTGCGCTTTACTCG  
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gi|300676625|gb|HM368649.  CAACTGGATCCGCAAAACTGGGGCAATAGTCCAAAGGTGCGCTTTACTCG  

gi|300391841|gb|HM204990.  CAACTGGATCCGCAAAACTGGGGCAATAGTCCAAAGGTGCGCTTTACTCG  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CAGATGGATCCTCAGAACTGGGCCAACAGCCCGAAGATCCGTTTCACCCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CAGTTGCATCCGCAGAATTGGCGCATCAATCCACGCGAGGCTTATGTGCG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  CAACTGGATCCGCAAAACTGGGGCAATAGTCCAAAGGTGCGCTTTACTCG  

gi|270118907|emb|FM882254  CTTTATTCAGGTCAGGTCTGGATGGAGGATCCGCCATCCAAAATCCGGTA  

gb|HM204990.1|:4076-4657   CAACTGGATCCGCAAAACTGGGGCAATAGTCCAAAGGTGCGCTTTACTCG  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  CAACTGGATCCGCAAAACTGGGGCAATAGTCCAAAGGTGCGCTTTACTCG  

gb|AF252550.1|:772-2115 C  CAGATGGATCCTCAGAACTGGGCCAACAGCCCGAAGATCCGCTTCACCCG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7110      7120      7130      7140      7150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  CTTCATCACCAATGTCCAGGCCGCAATGGACGTAAATGATGAAGATCTGC  

gi|2189972|dbj|AB004059.1  CTTCATCACCAATGTCCAGGCCGCAATCGAGCTAAATGATGAAGATCTGC  

gi|151384|gb|M83949.1|PSE  CTTCATCACCAATGTCCAGGCCGCAAGGGACGTAGATGACGAAGAGCTAC  

gi|1224113|gb|U49496.1|PS  CTTTATCACCAACGTCCAGGCCGCAATGGACGTAAATGACAAAGAGCTAC  

gi|22252960|gb|AY125981.1  CTTTATCACCAACGTCCAGGCCGCAATGGACGTAAATGACAAAGAGCTAC  

gi|151392|gb|M23914.1|PSE  CTTTATCACCAACGTCCAGGCCGCAATGGACGTAAATGACAAAGAGCTAC  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTTCATCACAAATATCCAGGCTGCAATGGACGAAAATGA---AGATTTGC  

gi|1255665|dbj|D84146.1|P  TTTCATCACAAATATCCAGGCTGCAATGGACGAAAATGA---AGATTTGC  

gi|300676625|gb|HM368649.  TTTCATCACAAATATCCAGGCTGCAATGGACGAAAATGA---AGATTTGC  

gi|300391841|gb|HM204990.  TTTCATCACAAATATCCAGGCTGCAATGGACGAAAATGA---AGATTTGC  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTTCATCACCAATGTCACAGCGGCCAAGGACAAGATCGCACCGGAAATGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GATCGGCACAAACCTCGAGGTTACCAAAGGTAGCGCAAA---AGACAGGC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TTTCATCACAAATATCCAGGCTGCAATGGACGAAAATGA---AGATTTGC  

gi|270118907|emb|FM882254  CTTCGTGTCGAATGTCGAAGCCTTTGAAG---CCGAAAA---CGGCGAAT  



A.1: MSA for primer design 

 

236 

 

gb|HM204990.1|:4076-4657   TTTCATCACAAATATCCAGGCTGCAATGGACGAAAATGA---AGATTTGC  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TTTCATCACAAATATCCAGGCTGCAATGGACGAAAATGA---AGATTTGC  

gb|AF252550.1|:772-2115 C  CTTCGTCACCAATGTCACGGCGGCCAAGGACAAGAGCGCACCGGAAATGC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7160      7170      7180      7190      7200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  TTCACGTCCGCTCCAACGTCGTTCTGCACCGGGCACGACGTGGCAATCAA  

gi|2189972|dbj|AB004059.1  TTCACGTCCGCTCCAACGTCGTTCTGCACCGGGCACGACGTGGCAATCAA  

gi|151384|gb|M83949.1|PSE  TTCACATCCGCTCCAACGTCATTCTGCACCGGGCACGACGTGGCAATCAG  

gi|1224113|gb|U49496.1|PS  TTCACATCCGCTCCAACGTCATTCTGCACCGGGCACGACGTGGCAATCAG  

gi|22252960|gb|AY125981.1  TTCACATCCGCTCCAACGTCATTCTGCACCGGGCACGACGTGGCAATCAG  

gi|151392|gb|M23914.1|PSE  TTCACATCCGCTCCAACGTCATTCTGCACCGGGCACGACGTGGCAATCAG  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTCACATTCGCTCCAACCTAATTGTTCACCGAGCACGACGCGGCAATCAA  

gi|1255665|dbj|D84146.1|P  TTCACATTCGCTCCAACCTAATTGTTCACCGAGCACGACGCGGCAATCAA  

gi|300676625|gb|HM368649.  TTCACATTCGCTCCAACCTAATTGTTCACCGAGCACGACGCGGCAATCAA  

gi|300391841|gb|HM204990.  TTCACATTCGCTCCAACCTAATTGTTCACCGAGCACGACGCGGCAATCAA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGCATGTGCGGTCCAACTTAATTCTCCACCGCGCCAGACGAGGAACCCAG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TTTTCGTGCGGACGAATTGGCACCTTCGTCGCATGCGTCGGCAGTATCAG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TTCACATTCGCTCCAACCTAATTGTTCACCGAGCACGACGCGGCAATCAA  

gi|270118907|emb|FM882254  TGGACGTCCTGTCGAACATCCTTGTCTACCGCAACCGCCGCCAGACTGAA  

gb|HM204990.1|:4076-4657   TTCACATTCGCTCCAACCTAATTGTTCACCGAGCACGACGCGGCAATCAA  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TTCACATTCGCTCCAACCTAATTGTTCACCGAGCACGACGCGGCAATCAA  

gb|AF252550.1|:772-2115 C  TGCATGTGCGGTCCAACCTCATTCTCCATCGCGCCAGACGAGGAAACCAA  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7210      7220      7230      7240      7250    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  GTCGATGTCTTCTACGCCGCC-----------------------------  

gi|2189972|dbj|AB004059.1  GTCGATGTCTTCTACGCCGCCCGGGAAGACAAATGGAAACGTGGCGAAGG  

gi|151384|gb|M83949.1|PSE  GTCGATGTCTTCTACGCCGCCCGGGAAGACAAATGGAAACGTGGCGAAGG  

gi|1224113|gb|U49496.1|PS  GTCGATGTCTTCTACGCCGCCCGGGAAGATAAATGGAAACGTGGCGAAGG  

gi|22252960|gb|AY125981.1  GTCGATGTCTTCTACGCCGCCCGGGAAGATAAATGGAAACGTGGCGAAGG  

gi|151392|gb|M23914.1|PSE  GTCGATGTCTTCTACGCCGCCCGGGAAGATAAATGGAAACGTGGCGAAGG  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  GTCGATGTCTTCTATGCCACTCGGGAGGATAAATGGAAGCGCGGCGAAGA  

gi|1255665|dbj|D84146.1|P  GTCGATGTCTTCTATGCCACTCGGGAGGATAAATGGAAGCGCGGCGAAGA  

gi|300676625|gb|HM368649.  GTCGATGTCTTCTATGCCACTCGGGAGGATAAATGGAAGCGCGGCGAAGA  

gi|300391841|gb|HM204990.  GTCGATGTCTTCTATGCCACTCGGGAGGATAAATGGAAGCGCGGCGAAGA  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GTTGACGTCTTCTATGCAACGCGTGAAGACAAATGGAAACGCATCGAAGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  ATCGACGATTTTATCTATTCCCGACACGACGAGCTGGTCATCACCCCGGA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  GTCGATGTCTTCTATGCCACTCGGGAGGATAAATGGAAGCGCGGCGAAGA  

gi|270118907|emb|FM882254  GTCACGGTGCATACATTGGGGCGTGAAGACAAGTTGCGCCAGGAC---GG  

gb|HM204990.1|:4076-4657   GTCGATGTCTTCTATGCCACTCGGGAGGATAAATGGAAGCGCGGCGAAGA  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  GTCGATGTCTTCTATGCCACTCGGGAGGATAAATGGAAGCGCGGCGAAGA  

gb|AF252550.1|:772-2115 C  GTTGACGTCTTCTATGCAACGCGTGAAGACAAATGGAAACGCATCGAAGG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7260      7270      7280      7290      7300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGGAGTGCGAAAATTGGTGCAGCGATTCGTGGATTACCCAGAGCGCATAC  

gi|151384|gb|M83949.1|PSE  TGGAGTGCGAAAATTGGTCCAGCGATTCGTGGATTACCCAGAGCGCATAC  

gi|1224113|gb|U49496.1|PS  TGGAGTACGAAAATTGGTCCAGCGATTCGTCGATTACCCAGAGCGCATAC  

gi|22252960|gb|AY125981.1  TGGAGTACGAAAATTGGTCCAGCGATTCGTCGATTACCCAGAGCGCATAC  

gi|151392|gb|M23914.1|PSE  TGGAGTACGAAAATTGGTCCAGCGATTCGTCGATTACCCAGAGCGCATAC  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGGAGCGCGTAAGTTGGTCCAACGATTGATTGATTATCCAGAGCGCACAT  

gi|1255665|dbj|D84146.1|P  TGGAGCGCGTAAGTTGGTCCAACGATTGATTGATTATCCAGAGCGCACAT  

gi|300676625|gb|HM368649.  TGGAGCGCGTAAGTTGGTCCAACGATTGATTGATTATCCAGAGCGCACAT  

gi|300391841|gb|HM204990.  TGGAGCGCGTAAGTTGGTCCAACGATTTATTGTTTATCCAGAGCGCACAT  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGGTGGCATCAAATTGGTCGAACGCTTTGTGGACTACCCGGAGCGCATTC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TCAGGGGTTCAAGTTCGTGAAGCGCTTCATTGCGTTCGCGGAGCGCGGTG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  TGGAGCGCGTAAGTTGGTCCAACGATTTATTGTTTATCCAGAGCGCACAT  

gi|270118907|emb|FM882254  CAATGGTTTCAAGGTCTTCCGGCGAAAACTTATCCTCGATGCGAGAGTCA  

gb|HM204990.1|:4076-4657   TGGAGCGCGTAAGTTGGTCCAACGATTTATTGTTTATCCAGAGCGCACAT  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TGGAGCGCGTAAGTTGGTCCAACGATTGATTGATTATCCAGAGCGCACAT  

gb|AF252550.1|:772-2115 C  TGGTGGTATCCAACTGGTGGAACGTCTTGTGGACTACCCGGAGCGCATTC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7310      7320      7330      7340      7350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTCAGACGCACAATCTGATGGTCTTTCTGTGATCCGGTGACCACTTTTAC  

gi|151384|gb|M83949.1|PSE  TTCAGACGCACAATCTGATGGTCTTTCTGTGATCCAGTGACCACTTTTAC  

gi|1224113|gb|U49496.1|PS  TTCAGACGCACAATCTGATGGTCTTTCTGTGATTCAGTGACCATTTTTAC  

gi|22252960|gb|AY125981.1  TTCAGACGCACAATCTGATGGTCTTTCTGTGATTCAGTGACCATTTTTAC  

gi|151392|gb|M23914.1|PSE  TTCAGACGCACAATCTGATGGTCTTTCTGTGATTCAGTGACCATTTTTAC  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCCAGACGCACAATGTGATGATCTTTATGTGACCCAATAATCGCCTTTAC  

gi|1255665|dbj|D84146.1|P  TCCAGACGCACAATGTGATGATCTTTATGTGACCCAATAATCGCCTTTAC  

gi|300676625|gb|HM368649.  TCCAGACGCACAATGTGATGATCTTTATGTGA------------------  

gi|300391841|gb|HM204990.  TCCAGACGCACAATGTGATGATCTTTATGTGA------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCCAGACCCACAATCTGATGACCTTCCTGTGAAGAACCTTGGGGATGCCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TGCAGGGCCGTAATATGACGCTGTTCCTGTAAGCGCCTGGCATAAAGCAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  TCCAGACGCACAATGTGATGATCTTTATGTGA------------------  

gi|270118907|emb|FM882254  CGCAAGACAAGAATCTGTATTTCTTTTGTTAGAAATGCGCGATTTGGCGC  

gb|HM204990.1|:4076-4657   TCCAGACGCACAATGTGATGATCTTTATGTGA------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  TCCAGACGCACAATGTGATGATCTTTATGTGA------------------  

gb|AF252550.1|:772-2115 C  TCCAGACCCACAATCTGTTGACCTTCCTGTGA------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7360      7370      7380      7390      7400    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AAATGGTGACTGCTACCGCGGTCACCATTAATCAAAAGGGAATGTACGTG  

gi|151384|gb|M83949.1|PSE  AAATGGTGACTGCTACCGCGG-----------------------------  

gi|1224113|gb|U49496.1|PS  AAATGGTCACTGCAACCGCGGTCACCATTAATCAAA-GGGAATGTACGTG  

gi|22252960|gb|AY125981.1  AAATGGTCACTGCAACCGCGGTCACCATTAATCAAA-GGGAATGTACGTG  
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gi|151392|gb|M23914.1|PSE  AAATGGTCACTGCAACCGCGGTCACCATTAATCAAA-GGGAATGTACGTG  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAATGGTGACTGCTACAAGCTGTCCCATTGTTCAAAAGGAAATTTGTGTG  

gi|1255665|dbj|D84146.1|P  AAATGGTGACTGCTACAAGCGGTCCCATTGTTCAAAAGGAAATTTATGTG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCCTTG---ATGGCGGTCATCCTAGATTGTTTTAAACGGAAATTTATTGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GAAATCTGTCGGCTCGACTTTGTTTGAGCGCTGGGTCGGCGTGCGGATCA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  CAGATCGGGAGAATTTGCATGG---AAGCCTATGCCGCGATCATCGAACG  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7410      7420      7430      7440      7450    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TATGGGCAATCAACAAGTCGTTTCAATAAC-CGGTGCCGGCTCAGGAATC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  TATGGGCAATCAACAAGTCGTTTCGATAAC-CGGTG--------------  

gi|22252960|gb|AY125981.1  TATGGGCAATCAACAAGTCGTTTCGATAAC-CGGTGCAGGCTCAGGAATC  

gi|151392|gb|M23914.1|PSE  TAT-----------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TATGAGCAATCAACAAGTCGTTTCGATAAC-CGGTGCTGGCTCAGGAATT  

gi|1255665|dbj|D84146.1|P  TATGAGCAATCAACAAGTCGTTTCGATAAC-CGGTGCTGGCTCAGGAATT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CATGAGCATACAGCAAGTTATTGCCATTAC-TGGCGCCGGCTCGGGGATC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AGGAGGACAAGAATGGGTTGGTTGGAAGGTAAGATTGCGTTGATGAGGAG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  
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gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  TCAGGGCGGGGAATTCGTCCTCGACACCGTATCGCTCGAAGATCCTCGCG  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7460      7470      7480      7490      7500    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGTCTCGAACTGGTTCGATCCTTCAAGTCGGCCGGTTATTGCGTATCCGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GGTCTCGAACTGGTTCGGTCCTTTAAGTCGGCCGGTTATTACGTATCCGC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGTCTCGCACTGGTTCGATCCTTTAAGTCCGCCGGTTATTGCGTATCCGC  

gi|1255665|dbj|D84146.1|P  GGTCTCGAACTGGTTCGATCCTTTAAGTCCGCCGGTTATTGCGTATCCGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGCCTGGAACTGGTTCGATCCTTCAAAGCAGCTGGCTATTGCGTGTCCGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AACGCGGCACCGACGACGGGCGTCATCATCAATACCGATGGCGGCCTTGG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7510      7520      7530      7540      7550    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCTCGTACGAAACGAGGAGCAAGAGGCGCTTCTTTGCAATGAATTCAAGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  
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gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCTCGTACGAAACGAGGAGCAAGAGGCGCTTCTTTGCAAAGAGTTCAAGG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCTCGTACAAAACGAGGAGCAAAAGGCGAGCCTTTGCAATGAGTTCAAGG  

gi|1255665|dbj|D84146.1|P  TCTCGTACAAAACGAGGAGCAAAAGGCGAGCCTTTGCAATGAGTTCAAGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ACTTGTTCGCAATGAGGAACAAGTGGCGGGCCTCCGCAGTGAATTCAAAG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGTGCGGGGTATCATGAACGTCAATGGCGGCGACGAGCTCGAGATCTGAG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7560      7570      7580      7590      7600    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACGCACTCGAGATCGTTGTGGGCGATGTCCGAGATCACGCAATAAATGAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  ACGCACTCGAGATTGTAGTGGGCGATGTCCGGGACCACGCAACAAATGAG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ACGCACTCGAGATCGTCGTGGGCGATGTCCGGGACCACGCAACAAATGAG  

gi|1255665|dbj|D84146.1|P  ACGCACTCGAGATCGTCGTGGGCGATGTCCGGGACCACGCAACAAATGAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ATGCCATTGAGATCGTGGCGGGCGATGTTCGTGATCACGCCACCAATGAA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGCAGACGCACAGAGAGGCGGAGCAGATGAGAATCTGCAGGTTCAATACG  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7610      7620      7630      7640      7650    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AAGCTGATCAAGCAGACAATCGCTAGATTCGGTCATCTCGATTGTTTCAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AAGCTGATAAAGCAAACAATCGATAGATTCGGTCATCTTGATTGTTTTAT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAGCTGATAAAGCAAACAACCGATAGATTCGGCCATCTCGATTGTTTCAT  

gi|1255665|dbj|D84146.1|P  AAGCTGATAAAGCAAACAACCGATAGATTCGGCCATCTCGATTGTTTCAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AAGCTGGTTAAACAGACGGTTGCCAAGTTCGGGCGCCTGGATTGCTTCAT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GATCGGGTCGGGATCGTTGAGGGCGATGAAGTTTTCGACGTCAGCGGGGC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7660      7670      7680      7690      7700    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  CGCAAATGCCGGTATTTGGGATTACATGCTGAGCATCGAAGAGCCTTGGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TGCAAATGCCGGTATCTGGGATTACATGCTGAGCATCGAAGAGCCTTGGG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGCAAATGCCGGTATTTGGGATTACATGCTTGGCATCGAAGAGCCTTGGG  

gi|1255665|dbj|D84146.1|P  TGCAAATGCCGGTATTTGGGATTACATGCTTGGCATCGAAGAGCCTTGGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGGAAATGCCGGGATATGGGATTACATGCTGAGCATCGATGAGCCTTGGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  ATTGGCTTGCCTTCCCGACAGCCGCTGGCCGTTTCCGCAAAAGGACATAT  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7710      7720      7730      7740      7750    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGAAAATCTCCAGCAGTTTTGACGAAATATTCGACATCAATGTAAAGAGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AGAAAATATCGAGCAGTTTTGACGAAATATTCGACATTAATGTCAAGAGC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGAAAATATCGAGCAGTTTTGATGAGATATTCAACATCAATGTCAAGAGC  

gi|1255665|dbj|D84146.1|P  AGAAAATATCGAGCAGTTTTGATGAGATATTCAACATCAATGTCAAGAGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGAAATTCTCGGGCAGTTTCGACGAGATATTTGACATCAACGTCAAAAGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TCATCGCGGAGCTTGCACGATTGCTCCCGCTCATGTCGGAATTGAAGGAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7760      7770      7780      7790      7800    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TATTTCAGTGGCATCAGTGCAGCTCTGCCGGAACTGAAAAAGACGAACGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TATTTCAGTGGCATCAGTGCCGCCCTGCCGGAACTGAAAAAGACTAACGG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TATTTCAGCGGTATCAGGGCCGCCCTGCAGGAACTGAAAAAGACTAGCGG  

gi|1255665|dbj|D84146.1|P  TATTTCAGCGGTATCAGGGCCGCCCTGCAGGAACTGAAAAAGACTAGCGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TATTTCAGCGGCATCAGCGCGGCCTTGCCGGAGCTCAAAAAGACGAACGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CAGGCCACGCCCACGCCGATCGCGGATGTCCGGCTCGAAGCCCCTGTCGC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7810      7820      7830      7840      7850    
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATCGGTGGTGATGACCGCTTCGGTGTCGTCCCATGCGGTCGGTGGTGGTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  ATCAGTGGTGATGACCGCTTCGGTGTCGTCCCATGCGGTCGGTGGTGGTG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ATCAGTGGTGATGACCGCTTCAGTGTCGTCCCATGCGGTCGGTGCTGGTG  

gi|1255665|dbj|D84146.1|P  ATCAGTGGTGATGACCGCTTCAGTGTCGTCCCATGCGGTCGGTGCTGGTG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ATCGGTGGTGGTGACGGCTTCCGTTTCTTCCTATGCGGTCGGTGCCGGCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CAACCCATCGAAGCTGATCAACGCGCCGATCAATTATCGCGCGCACATCG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7860      7870      7880      7890      7900    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTTCTTGCTACATCGCCAGCAAGCATGCGGTGTTAGGTATGGTCAAGGCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GTTCTTGCTACATCGCCAGCAAGCATGCGGTGCTCGGTATGGTTAAGGCT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTTCTTGCTACATCGCCAGCAAGCATGCGGTCCTGGGCATGATGAAAGCT  

gi|1255665|dbj|D84146.1|P  GTTCTTGCTACATCGCCAGCAAGCATGCGGTCCTGGGCATGATGAAAGCT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GTTCTTGCTACATTGCCAGCAAACATGCGGTGCTGGGCATGGTCAAGGCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AGGAAACGGCGGCCAACCAGGAAATTGCCCATGGTCGCGACATGACCAAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   7910      7920      7930      7940      7950    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTGGCCTACGAATTGGCTCCCGAAATTCGCGTGAACGCTGTCTCGCCGGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TTGGCCTACGAATTGGCCCCCGAAGTTCGCGTGAACGCTGTTTCGCCGGG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTGGCTTACGAATTGGCTCCCCACATTCGCGTCAACGCCGTAGCACCGGG  

gi|1255665|dbj|D84146.1|P  TTGGCTTACGAATTGGCTCCCCACATTCGCGTCAACGCCGTAGCACCGGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TTGGCCTACGAATTGGCTCCGCACATCCGGGTCAATGGCGTTGCGCCAGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AGCATCTGGCAGTGGGGGCTGTTCCTAAAGGCCAACAGCGCCCTTTCCGG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  
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                                   7960      7970      7980      7990      8000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGGCACCGTGACGTCTCTGTGCGGTCCTGCAAGCGCCGGTTTCGACAAAA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GGGCACCGTGACGTCTCTGTGCGGTCCCGCGAGCGCCGGTTTCGACAAAA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGGCACTGTGACGTCTCTGTGCGGTCCCGCAAGCGCCGGCTTCGACAAAA  

gi|1255665|dbj|D84146.1|P  CGGCACTGTGACGCCTCTGAGCGGTCCCGCAAGCGCCGGCTTCGACAAAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGGCACGGTCACTTCTTTGGCTGGCCCGGCAAGCGCTGGCTTCGACAAAA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GGCTGGCGAACCTATCCGCCTGCGTTATCCAGGGCGCAGGATCGATCATG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8010      8020      8030      8040      8050    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGCACATGAAAGACATGCCCGGCATCGACGATATGATCAAAGGCCTCACT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TGCACATGAAAGACATGCCCGGCATCGACGATATGATCAAAGGTCTCACG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CTCACATGGAAAACATGCCCGGTATCGAGGACATGATCAAGGGTCTAACG  

gi|1255665|dbj|D84146.1|P  CTCACATGGAAAACATGCCCGGTATCGAGGACATGATCAAGGGTCTAACG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCAAAATGAAAGACATGCCCGGCATCGATGACATGATCAAAGGCCTGACT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  AGATCGAACTTGCGGTGATCATCGGCACACAGTGCCACGGTGTGACGCGC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8060      8070      8080      8090      8100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCTCTTGGGTTTGCAGCCAAGCCCGAAGACGTGGTGGAGCCCTATCTGTT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CCTCTTGGGTTTGCAGCCAAGCCCGAAGACGTGGTGGCACCCTATTTGTT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCTCTTGGATTTGCAGCCAAGGCCGAAGACGTAGTGGCACCCTATTTGTT  

gi|1255665|dbj|D84146.1|P  CCTCTTGGAATTTCAGCCAAGGCCGAAGACGTAGTGGCACCCTATTTGTT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCCCTGGGGTTCGCGGCAAGGCCCGAGGACGTGGTGGCACCGTACCTTTT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GATGAGGCCCTGAAATATGTGGCGGGCTATACGGTCGGATTGGACATCAC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8110      8120      8130      8140      8150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCTGGCTTCGCGAAAGCAGGGAAAATTCATCACCGGCACCGTGATTAGCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GCTGGCTTCGCGAAAGCAAGGAAAATTCATCACCGGCACCGTGATTAGCA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTTGGCGTCGCGAGATCAAGGGAAATTCATTACCGGGACTGTCATTAATA  

gi|1255665|dbj|D84146.1|P  GTTGGCGTCGCGAGATCAAGGGAAATTCATTACCGGGACTGTCATTAATA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCTGGCCTCCCGGGAACAAGGGAAGTTCATCACTGGCACCGTAATCGGCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CATCCGGGGGCCGGAACTGCAAAGTTTCCGCAAGTCGGCTGATAGCTTTG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8160      8170      8180      8190      8200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTGATGGCGGTATGGCGCTCGGTCGCAAGTGAGCTTGCAGCCGATCAAAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TTGATGGCGGTATGGCGCTCGGTCGCAAGTGAGCTTGTAGCCGATCAGAA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TAGATGGAGGGATGGCGCTCGGTCGCAAGTAGGTTTGTCGCCTATCTTGA  

gi|1255665|dbj|D84146.1|P  TAGATGGAGGGATGGCGCTCGGTCGCAAGTAGGTTTGTCGCCTATCTTGA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  TTGATGGCGGCATGGCGCTCGGTCGAAAGTGAATTTTCAATCAAATCAGA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGGTGCTTGGCCCGTGGATGGTCACAGCGGACGAGATTGACGATCCGGGG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8210      8220      8230      8240      8250    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTTATAGAAACATTTTT-AGGTGACGCCCCATGAAGACAAAACTGTTTAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GTTATAGACACATTTC--AGGTGACGCCCCATGAAGACAAAACTGTTTAT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AATAATAACTAAATTTC-TGGTAAAACCGCATGAATACAAAATTGTTTAT  

gi|1255665|dbj|D84146.1|P  AATAATAACTAAATTTC-TGGTAAAACCGCATGAATACAAAATTGTTTAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TTTTTCGACCCCATTCCCAGGAGACAACCCATGAAGACGAAATTGTTCAT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TGTCTCGGCCTGGAATTGCGGGTCAACGGCCAGATTCGTCAAAAGGCCAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  
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gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8260      8270      8280      8290      8300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAACAACGCCTGGATCGATTCCAGTGACCAGCAGACCTTCGAGCGCAAGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CAATAACGCCTGGATCGATTCTAGTGACCAGCAGACCTTCGAGCGCATAC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CAACAATGTCTGGGTCAATTCCAGTGACCAACAGACCTTCGAGCGAAAGC  

gi|1255665|dbj|D84146.1|P  CAACAATGTCTGGATCAATTCCAGTGACCAACAGACCTTCGAGCGAAAGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CAACAACACCTGGAGCGCTTCGAGTGACAAAAAGTCATTCGATCGCAGGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CACCCGCGATCTTGTCTACGACGTTCCCAAGCTGATCGAATACGCCTCCT  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8310      8320      8330      8340      8350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACCCCGTCAACAGCGAGGTGATGACTGAGAGCGCAAACGCCACGGTGACG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  ACCCCGTCAGCAGCGATGTGGTGACTGAGAGCGCAAACGCCACAGTGACG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ACCCCGTCAGTGGTGAGGTGATGACGGAGTGTGCAAACTCCACGGTGATG  

gi|1255665|dbj|D84146.1|P  ACCCCGTCAGTGGTGAGGTGATGACGGAGTGTGCAAACTCCACGGTGATG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ACCCTGTCAATGGCGCGGTCGTGACCGAATGCGCGAACGCCACGGTGGAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGATGTATCAACTCAATCCTGGCGATGTCATTTTTACTGGCACGCCGGAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8360      8370      8380      8390      8400    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GACGCGATAAAGGCGGCGCAAGTGGCCGAGGAGGCATTCAAGACCTGGAA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GACGCGATAAAGGCGGCGCAAGCGGCCGAGGAGGCGTTCAAGACCTGGAA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GATGCGTTAAAGGCCGCGCAAGCTGCCCAAGAGGCTTTCCAGACCTGGAA  

gi|1255665|dbj|D84146.1|P  GATGCGTTAAAGGCCGCGCAAGCTGCCCAAGAGGCTTTCCAGACCTGGAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GATGCGGTCAATGCGGCTCGAGCCGCTCAAGAGGCGTTCAAGTCCTGGAA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GGAGTCGGGCCCATCGAAGCGGGAGATAGGATCGAGGCGAGGATCAGCGA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8410      8420      8430      8440      8450    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGACGTTGGACCTTCGGAGCGTCGCCGCCTTCTCCTGAAGGTCGCCGATG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GGCCGTTGGACCTTCAGAGCGTCGCCGCCTTCTCCTAAAGGTCGCCGATG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GACTGTTGGACCTTCGGAGCGTCGCCGCCTTCTGCTGAGGGTCGCTGAGG  

gi|1255665|dbj|D84146.1|P  GACTGTTGGACCTTCGGAGCGTCGCCGCCTTCTGCTGAGGGTCGCTGAGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGCCGTCGGCCCCTCGGAGCGGCGGCGCCTTCTTTTGAAGGTGGCAGACG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GATCGGCGAATTGCGCGTCGATGTGGCTCCTGAAATTGTCGCGCTTCCGC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8460      8470      8480      8490      8500    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCATGGAAAGTAAAACACCCAAGTTTATCGAAGTGATGGCCATGGAGGTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCATGGAAAGTAAAACACCCAAGTTCATCGAAGTGATGGCCATGGAGGTG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTATGGAAAGTAAAACACCCGAGTTTATCGAAGTGATGGCCAAGGAGGTG  

gi|1255665|dbj|D84146.1|P  TTATGGAAAGTAAAACACCCGAGTTTATCGAAGTGATGGCCAAGGAGGTG  
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gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCATGGAGAGCAAAACGCCCGAGTTCATCGAAGTGATGGCCAAGGAAGTG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GACACGATCCTGTTCTCGAGGAAATGCAATGCTTGAAATCGGCATGATCG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8510      8520      8530      8540      8550    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGAGCTTCCGCTCTTTGGGCCGGATTCAACGTCCATGCGTCTGCCAATGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GGAGCTTCCGCCCTTTGGGCCGGATTCAACGTCCATGCGTCTGCCAATGT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGAGCCTCCGCTCTTTGGGCCGGCTTCAATGTCCAGATGTCAGCCAATGT  

gi|1255665|dbj|D84146.1|P  GGAGCCTCCGCTCTTTGGGCCGGCTTCAATGTCCAGATGTCAGCCAATGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGAGCCTCCGCGCTGTGGGCGGGGTTCAACGTGCACCTGTCGGCCAATGT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TCCAAGTCAAACCGATACGCAGGATCGTGCAATGCGACGAAGGCGAAGGG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8560      8570      8580      8590      8600    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTTCCGGGAGGCTGCCTCGCTGGCCACTCAAATTCAGGGCGAAACCATCC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GTTCCGAGAGGCTGCCTCGCTGGCTACCCAAATTCAGGGTGAAACCATCC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTTCCGTGAAGCGGCATCGCTGGCTACACAAATTCAGGGGGAAACTATTC  

gi|1255665|dbj|D84146.1|P  GTTCCGTGAAGCGGCATCGCTGGCTACACAAATTCAGGGGGAAACTATTC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GTTCCGGGAAGCCGCCTCACTGGCCACGCAAATACAAGGTGAAACCATTC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TTGCTCGACGTGCTTCTTCGGGAAGGTCTGCCCATTTCTTACAGCTGCAA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8610      8620      8630      8640      8650    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAACGGACAAAGCCGAAACGCTCTCAATGACACTACGTCAGCCGGTCGGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CAACGGACAAAGCCGAAACGCTCTCAATGACACTACGTCAGCCGGTCGGC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  CGACAGACAAGTCTGACACGCTCTCAATGACGCTACGTCAGCCGGTCGGT  

gi|1255665|dbj|D84146.1|P  CGACAGACAAGTCTGACACGCTCTCAATGACGCTACGTCAGCCGGTCGGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGACGGACAAGGCTGACACCCTGTCGATGACGCTGCGTCAACCGGTCGGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GACCGGCAATTGCGGTATGTGCGAGGTGGAACCTTTCGATCTGTTTGCGC  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8660      8670      8680      8690      8700    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCGATCCTGAGCATCGTCCCATGGAACGGCACCGCAGTGCTGGCGGCACG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CCGATCCTAAGCATCGTTCCATGGAACGGCACCGCAGTGCTTGCGGCACG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCGATCCTGAGCATCGTGCCGTGGAACGGCACCGCAGTGCTGGCGGCACG  

gi|1255665|dbj|D84146.1|P  CCGATCCTGAGCATCGTGCCGTGGAACGGCACCGCAGTGCTGGCGGCACG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCCATCTTGAGTATCGTGCCATGGAACGGCACCGCAGTGCTCGCGGCGCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CCGATCGCCACAAGCAGTCTGTCCTGATGCAGAAGAACAAGGCCTTTCTT  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8710      8720      8730      8740      8750    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGCCATCGCGTATCCGCTGGTCTGTGGCAACACGGTGGTGTTCAAAGGCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AGCCATCGCTTATCCGCTGGTCTGTGGCAACACTGTGGTGTTCAAAGGCT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGCCATCGCTTATCCGCTGGTCTGCGGCAACGCGGTGGTATTCAAAGGTT  

gi|1255665|dbj|D84146.1|P  AGCCATCGCTTATCCGCTGGTCTGCGGCAACGCGGTGGTATTCAAAGGTT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGCCATCGCGTATCCGTTGGTCTGCGGCAATACCGTGGTGTTCAAAGGCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  GCGTGCCAAAGAAACATCTCGATGGACATGGGGGTGCGTCTCCCATCGGT  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8760      8770      8780      8790      8800    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CTGAATTTAGTCCCGCGACGCATGCCCTGATCACCCAGTGCGTCCAGGAA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CTGAATTTAGTCCCGCGACGCATGCCCTGATCACCCAGTGCGTGCAGGAA  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CTGAGTTTAGTCCCGCGACGCATGCCCTGATCACCCAGCGCGTGCAGGAA  

gi|1255665|dbj|D84146.1|P  CTGAGTTTAGTCCCGCGACGCATGCCCTGATCACCCAGTGCGTGCAGGAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCGAGTTCAGCCCCGGCACGCACGCGTTGATCGCGAAGTGCGTACAGGAG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CAGACCGGCGGTGAACGTCCCCTTCCAGTATCATCGCGGCCGGATCACTG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8810      8820      8830      8840      8850    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCCGGGCTGCCCGCTGGCGTGCTCAACTATCTCAACTCCTCGCCTGACCG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GCCGGGCTGCCCGCTGGCGTGCTCAATTACCTCAACTCTTCGCCTGACCG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCCGGGCTGCCTGCTGGCGTGCTCAACTATCTCAACTCTTCGCCTGACCG  

gi|1255665|dbj|D84146.1|P  GCCGGGCTGCCTGCTGGCGTGCTCAACTATCTCAACTCTTCGCCTGACCG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCCGGCCTGCCCGCTGGCGTGCTCAATTATCTGAACTCGTCCCCGGACCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CTCTTGAAGAGATAGAGACCAACGTCATCCAGTTTGACTTCGATATCGGG  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  



A.1: MSA for primer design 

 

259 

 

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8860      8870      8880      8890      8900    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTCGCCCGAGATCGCCGACGCACTGATCTCCGCGAAGGAGATCCGCCGCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TTCGCCCGAGATCGCTGACGCACTGATCTCTGCCAAGGAGATCCGCCGCA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTCGCCCGAGATCGCCGACGCACTGATCTCAGCCAAGGAGATCCGACGAA  

gi|1255665|dbj|D84146.1|P  TTCGCCCGAGATCGCCGACGCACTGATCTCAGCCAAGGAGATCCGACGCA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTCGCCCGATATCGCCGATGCGCTGATTTCGTCTAAAGAGATTCGTCGCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CGAAGGCCGGCGCGTTTTTTCCCAGGGCAGAAATATGCTCTTTCCATGGA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8910      8920      8930      8940      8950    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCAACTTCACGGGTTCAACCCGCGTGGGCAGCATTATCGCGCAGAAGGCC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  
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gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCAACTTCACGGGTTCCACCCGCGTGGGCAGCATTATCGCGCAGAAAGCC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCAACTTCACGGGCTCCACCCGCGTGGGCAGTATTATCGCGCAGAAGGCC  

gi|1255665|dbj|D84146.1|P  TCAACTTCACGGGCTCCACCCGCGTGGGCAGTATTATCGCGCAGAAGGCC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCAACTTTACGGGCTCCACTCGCGTGGGGCGCATCATCGCCCAGAAAGCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TCGGGGGCGCTCCCCTCTCCTGTTTCCCGCCAATGCACCTGGTCAGTCGA  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   8960      8970      8980      8990      9000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCGCAACACCTCAAGCGCTGCCTACTGGAGCTCGGCGGCAAGTCCCCGCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GCGCAACACCTCAAGCGCTGCCTGCTGGAGCTCGGCGGCAAGTCCCCGCT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCGCAACACCTCAAGCGCTGCCTGCTGGAGCTCGGTGGCAAGTCCCCACT  

gi|1255665|dbj|D84146.1|P  GCGCAACACCTCAAGCGCTGCCTGCTGGAGCTCGGTGGCAAGTCCCCACT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCCCAACATCTCAAGCGCTGCTTGCTGGAGTTGGGTGGCAAGTCCCCGCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  CCCTGAGCTTCCTTGTCGAAGCAGACACAGAGCCACAGTTCCTTGTTGAA  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9010      9020      9030      9040      9050    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TATTGTTCTGGATGACGCAAACATTGACGCGGCGGTCAAGGCAGCGGTGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TATTGTTCTGGATGATGCAGACATCGATGCGGCGGTCAAGGCAGCGGTGT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TATTGTTCTGGATGACGCGGACATCGACGCAGCTGTCAAGGCAGCGGTGT  

gi|1255665|dbj|D84146.1|P  TATTGTTCTGGATGATGCAGACATCGATGCGGCGGTCAAGGCAGCGGTGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GATCGTTCTGGACGACGCGGACATCGACGCGGCGGTCAAGGCAGCGGTGT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  TTGAAGAAGGGGATATCCGCCGGGCAGGAATTC-----------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9060      9070      9080      9090      9100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  TCGGTAGCTTCCTGTTCCAAGGTCAGATCTGCATGTCCACTGAGCGCTTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCGGTAGCTTCCTGTTCCAAGGTCAGATCTGCATGTCCACTGAGCGCTTG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCGGTAGCTTCCTGGTCCAAGGTCAGATCTGCATGTCCACTGAGCGCTTG  

gi|1255665|dbj|D84146.1|P  TCGGTAGCTTCCTGTTCCAAGGTCAGATCTGCATGTCCACTGAGCGCTTG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TTGGCAGTTTCCTGTTCCAAGGCCAGATCTGCATGTCCACCGAACGCCTG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9110      9120      9130      9140      9150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTGGTTGATGAGAAGATTGCCGACGAATTTGTCGCCAAGTTTGTCGAAAA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  ATCGTTGATGAGAAGATAGCCGACGAATTTGTCGCAAAATTTGTCGAAAA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTGGTTGATGAGAAGATCGCCGACGAATTTGCCGCCAAGTTTGCCGAAAA  

gi|1255665|dbj|D84146.1|P  ATCGTTGATGAGAAGATAGCCGACGAATTTGTCGCAAAATTTGTCGAAAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GTGGTCGACGAGAAGATCGCGGACGAATTTGTCGCGAAGTTCGTCGAGAA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9160      9170      9180      9190      9200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AACTAAGCGCTTGAGCGTGGGCGACCCGTGCGTAACTGGCGACTGCATCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AACTAAGCGCTTGAGCGCAGGCGACCCGTGCGTAACTGGCGACTGCATCA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGCCAAGCGTTTGAGCGCGGGCGACCCATGCGTAACTGGCGACTGCATCA  

gi|1255665|dbj|D84146.1|P  AACTAAGCGCTTGAGCGCAGGCGACCCGTGCGTAACTGGCGACTGCATCA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AACCAAGAAGTTGAGTGCAGGCGATCCGTGCGTGACCGGGGACTGCGTCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9210      9220      9230      9240      9250    
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCGGCCCAATGGTCTCGCCAAATTCGGGCGAGCGGATCAATGGTTTGTTC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCGGCCCGATGGTCTCGCCAAATTCGGGTGAGCGGATCAATGGTTTGTTC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCGGCCCAATGGTCTCGCCAAATTCAGGCGAGCGGATCAATGGTTTGTTC  

gi|1255665|dbj|D84146.1|P  TCGGCCCGATGGTCTCGCCAAATTCGGGTGAGCGGATCAATGGTTTGTTC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TTGGTCCGATGGTGTCGTCCAACTCGGGGGACCGGATCAATGGCCTGTTG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9260      9270      9280      9290      9300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AAGGACGCGATCGATAAAGGGGCCAAAGTTGTTTGCGGCGGCATGGCCCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AAAGACGCGATCGACAAAGGGGCAAAAGTTGTTTGCGGCGGCTTGGCCCA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAGGACGCGATCGACAAAGGAGCCACAGTTGCCTGCGGCGGCATGGCCCA  

gi|1255665|dbj|D84146.1|P  AAAGACGCGATCGACAAAGGGGCAAAAGTTGTTTGCGGCGGCTTGGCCCA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AAAGATGCCATCGACAAGGGTGCCAAGGTCGTGTGCGGTGGTATGGCCGA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9310      9320      9330      9340      9350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGGTGCGGTCATGCCGGCCACGATCCTGGATCACGTGAAATCTGACATGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AGGTGCGCTCATGCCGGCCACGATCCTGGATCACGTCAAATCTGACATGC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGGTGCGGTCATGCCGGCCACGATCCTGGATCACGTCAAATCCAACATGC  

gi|1255665|dbj|D84146.1|P  AGGTGCGCTCATGCCGGCCACGATCCTGGATCACGTCAAATCTGACATGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGGTGCGGTCATGCCCGCCACGATCCTGGACCACGTGACAGCCGACATGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  
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                                   9360      9370      9380      9390      9400    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGATCTACGATGAGGAGACCTTTGGTCCCATCACAGTGGTGATCCGTTGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GGATTTACGATGAGGAGACCTTTGGTCCCATCACCGTGGTAATCCGTTGT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGATCTACGATGAGGAGACCTTCGGTCCCATCACTGTGGTGATCCGTTGC  

gi|1255665|dbj|D84146.1|P  GGATTTACGATGAGGAGACCTTTGGTCCCATCACCGTGGTAATCCGTTGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGATCTACGATGAGGAAACCTTTGGTCCCATCACCGTGGTTATCCGGTGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9410      9420      9430      9440      9450    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AAAGGGGAAGCAGAGGCCATCCGCATTGCCAACGACAGCGTTTATGGTCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AAAGGCGAAGCAGAGGCCGTCCGCATTGCCAACGACAGCGTCTATGGCCT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGCGGCGAAGCAGAGGCCATTCGCATTGCCAGCGACAGCGCCTATGGCCT  

gi|1255665|dbj|D84146.1|P  AAAGGCGAAGCAGAGGCCGTCCGCATTGCCAACGACAGCGTCTATGGCCT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AAGGGCGAAGCAGACGCCATCCGCATTGCCAATGACAGCGCCTACGGCCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9460      9470      9480      9490      9500    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTCGTCGGGCGTGTTTGGCCGCGACATCAACCGTGCTCTGCGAGTGGGTA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GTCGTCGGGCGTATTTGGCCGCGACATCAACCGCGCTCTACGCGTGGGTA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTCGTCGGGCGTATTTGGCCGCGACATCAACCGTGCTTTGCGCGTGGGCA  

gi|1255665|dbj|D84146.1|P  GTCGTCGGGCGTATTTGGGCGCGACATCAACCGCGCTCTACGCGTGGGTA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GTCATCGGGCGTGTTTGGCCGGGACGTGAACCGGGCTCTGCGCGTGGGCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9510      9520      9530      9540      9550    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGTCGATCGAATATGGTTGCGTACACATCAACGGCTCGACCGTCCAGAAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TGTCCATCGAATATGGTTCTGTACACATCAACGGTTCGACCGTCCAGAAC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGTCCATCGAATATGGTTCAGTGCACATTAACGGATCGACTGTCCAAAGC  

gi|1255665|dbj|D84146.1|P  TGTCCATCGAATATGGTTCTGTACACATCAACGGTTCGACCGTCCAGAAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGGCGATCGAATACGGCTCGGTCCATATCAACGGGTCTACCGTGCAGAAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9560      9570      9580      9590      9600    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GAGGCGCAGGCTCCTTACGGAGGTACCAAGAACACCGGCTACGGGCGCTT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  GAGGCGCAGGCTCCTTACGGAGGCACCAAGAACACCGGCTACGGGCGCTT  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GAGGCGCAGGCTCCATACGGAGGCACTAAGAACACTGGCTACGGGCGCTT  

gi|1255665|dbj|D84146.1|P  GAGGCGCAGGCTCCTTACGGAGGCACCAAGAACACCGGCTACGGGCGCTT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  GAGGCGCAGGCGCCTTATGGCGGCACAAAGGCCACCGGTTATGGCCGCTT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9610      9620      9630      9640      9650    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGACGGCCGTGCCGTGGTCGACGAGTTCACAGAGCTCAAGTGGCTGACCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CGACGGCCGTGCTGTAATCGACGAGTTCACAGAGATCAAGTGGCTGACCA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGACGGCCGTGCTGTGATCGATGAGTTCACAGAGCTCAAGTGGCTGACCA  

gi|1255665|dbj|D84146.1|P  CGACGGCCGTGCTGTAATCGACGAGTTCACAGAGATCAAGTGGCTGACCA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGATGGACGCGCGGTGATCGACGAGTTCACGGAGCTCAAATGGCTAACCA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  
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gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9660      9670      9680      9690      9700    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTGAGCCATTCGAGCAGCAATATCCCTTCTGAAAGCACTAACTCCAAGGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TCGAACCTTTCGAGCAGCAATATCCCTTCTGATAAGCACTAACTCCCAGG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCGAGCCTTTCGAGCAGCAGTATCCCTTCTAATAAGCACTAACTCCATGG  

gi|1255665|dbj|D84146.1|P  TCGAACCTTTCGAGCAGCAATATCCCTTCTGATAAGCACTAACTCCCAGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TTGAACCGTTCGAACAGCAGTATCCCTTCTAAGCCGAAGCAA--CAAAGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9710      9720      9730      9740      9750    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATCAAACGATGAGTAAGCAAGCTGCAGTTATCGAGCTCGGATACATGGGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  AATCAAACTATGAGTAAGCAAGCTGCAGTTATCGAGCTCGGATACATGGG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AATCAAACTATGAGTAAGCAACCTGCAGTTATTGAACTCGGATACATGGG  

gi|1255665|dbj|D84146.1|P  AATCAAACTATGAGTAAGCAAGCTGCAGTTATCGAGCTCGGATACATGGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGTTAAACCATGAGCAAGCAAGCAGCAGTCATTGAACTAGGATACATGGG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9760      9770      9780      9790      9800    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATCTCAGTCAAGGATCCTGATGCGTGGAAATCGTTTGCCATGAATATGCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TATCTCGGTCAAGGACCCTGATGCGTGGAAATCATTTGCCACGGATATGC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CATCTCGGTCAAGGATCCTGATGCGTGGAAATCATTCGCCACGAATATGC  

gi|1255665|dbj|D84146.1|P  TATCTCGGTCAAGGACCCTGATGCGTGGAAATCATTTGCCACGGATATGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CATTTCGGTCAAGGATCCCGCAGCGTGGAAATCCTTTGCCGCGAACATGC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9810      9820      9830      9840      9850    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGGTCTGCAAGTACTCGATGAGGGTGAGAAGGACCGTTTCTATCTGCGGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TAGGTCTGCAAGTTCTTGATGAGGGTGAGAAGGACCGTTTCTATCTGCGG  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGGGCCTGCAAGTTCTTGATGAAGGTGAGAAGGACCGTTTCTATCTACGT  

gi|1255665|dbj|D84146.1|P  TAGGTCTGCAAGTTCTTGATGAGGGTGAGAAGGACCGTTTCTATCTGCGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGGGGCTTCAAGTCCTCGATGAAGGTGACAAGGACCGCTTCTATCTGCGA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9860      9870      9880      9890      9900    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGGATTACTGGCACCATCGTATCGTAGTTCATCACGGCGGAGAGGACGAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  ATGGATTACTGGCATCATCGGATCGTAGTCCATCACAACGGACAGGACGA  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ATGGATTACTGGCATCATCGAATCGTGGTCCATCATAGCGGCCAGGACGA  

gi|1255665|dbj|D84146.1|P  ATGGATTACTGGCATCATCGGATCGTAGTCCATCACAACGGACAGGACGA  
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gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ATGGATAATTGGCACCACAGAATCGTGGTCCATCACAATGGTCAAGATGA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9910      9920      9930      9940      9950    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTGGAATATCTAGGCTGGCGTGTAGCCGGCAAGCCGGAGTTCGAAGCTTT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  CTTGGAGTACCTAGGCTGGCGTGTAGCCGGCAAGCCGGAGTTCGAAGCTC  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCTGGAATACCTGGGCTGGCGTGTGTCCGGAAAACCGGAGTTCGAGGCTC  

gi|1255665|dbj|D84146.1|P  CTTGGAGTACCTAGGCTGGCGTGTAGCCGGCAAGCCGGAGTTCGAAGCTC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CCTTGAATACTTGGGTTGGCGTGTCTCCGGTCAACCGGAATTCGATGCAT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                   9960      9970      9980      9990     10000   

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGGGCAAAAGCTC-ATTGATGCCGGTTACAAGATCCGTGTCTGCGACAAA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  TGGGTCAAAAGCT-T-----------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCGGTCAAAAACTCATTGACGCCGGTTACGATGTTCGCGTCTGCGATAAA  

gi|1255665|dbj|D84146.1|P  TGGGTCAAAAGCTTATTGATGCCGGTTACAAGATCCGCATCTGCGACAAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TGGGCCAAAAGCTCCAGGACGCAGGCTACAAAGTCCACGTGTGCGACAAA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10010     10020     10030     10040     10050  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTTGAGGCTCAGGAGCGTATGGTGTTGGGCCTGATGAAGACAGAAGATCC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  GCCGAGGCTCAGGAACGAATGGTGTTGGGCCTGATGAAGACAGTAGATCC  

gi|1255665|dbj|D84146.1|P  GTTGAGGCTCAGGAGCGTATGGTGTTGGGTCTGATGAAGACAGAAGATCC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GCCGAAGCACAGGAACGCATGGTGCTGGGCCTGATGAAGACGGAAGATCC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10060     10070     10080     10090     10100  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGGCGGCAACCCGACCGAGATATTCTGGGGGCCCCGGATCGACATGAGCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGGCGGCAACCCGACCGAGATATTCTGGGGCCCCCGGATCGACATGAACA  

gi|1255665|dbj|D84146.1|P  GGGCGGCAACCCGACCGAGATATTCTGGGGCCCCCGGATCGACATGAGCA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GGGTGGCAACCCGACCGAGATTTTCTGGGGACCCCGGATAGACCTGAACA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  



A.1: MSA for primer design 

 

276 

 

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10110     10120     10130     10140     10150  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATCCGTTCCATCCCGGCCGCCCTCTGCACGGCAAGTTTGTGACCGGTGAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ACCCGTTCCATCCCGGCCGCCCCCTGCACGGCAAGTTTGTGACTGGTGAC  

gi|1255665|dbj|D84146.1|P  ACCCGTTCCATCCCGGTCGCCCCCTGCACGGAAAGTTTGTGACCGGTGAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ACCCTTTCCACCCCGGTCGCCCCTTGCACGGCAAGTTCTTGACTGCTGAC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10160     10170     10180     10190     10200  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAGGGCTTAGGTCATTGCATCGTTCGCCAAACCGACGTCGCTGCGGCCCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CAAGGCCTGGGTCATTGCATCGTTCGCCAGACCGATGTCGAAGCTGCCCA  

gi|1255665|dbj|D84146.1|P  CAAGGCTTGGGCCATTGCATCGTTCGCCAAACCGACGTCGCAGAAGCTCA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CAAGGCCTGGGCCACTGCATAGTGCGTCAGAGCGACGTGGAAGCGGCGCG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10210     10220     10230     10240     10250  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TAAATTCTACAGCCTGCTGGGCTTCCGTGGGGACGTCGAATACCGCATTC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CAAGTTCTATAGTCTTCTGGGCTTGCGTGGGGACGTCGAATACCGGATCC  

gi|1255665|dbj|D84146.1|P  TAAGTTTTATAGCCTGCTGGGCTTCCGTGGGGACGTCGAATACCGGATTC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CAAGTTCTACAGCCTGCTGGGCTTCCGTGGAGATGTCGAGTACCGCCTTC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  



A.1: MSA for primer design 

 

278 

 

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10260     10270     10280     10290     10300  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CATTGCCCAACGGCATGACTGCCGAACTGTCATTCATGCATTGCAACGCC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGCTGCCCAACGGCATGACTGGCGAACTAACGTTCATGCATTGCAATGGT  

gi|1255665|dbj|D84146.1|P  CGTTGCCCAACGGCATGACTGCCGAACTGTCGTTCATGCATTGCAACGCC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CTTTGCCCAACGGCATGACGGCTGAGTTGACGTTCATGCATTGCAATGCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10310     10320     10330     10340     10350  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGTGATCACTCCATTGCGTTTGGTGCCATGCCTGCTGCCAAGCGGCTCAA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  
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gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGGGACCACTCCATTGGGTTTGGTGCCATGCCCGCTGAAAAGAGGCTCAA  

gi|1255665|dbj|D84146.1|P  CGTGATCACTCCATTGCTTTTGGTGCCATGCCCGCTGCCAAACGACTCAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  CGCGATCATTCCATCGCTTTCGGTTCAATGCCTGCGGCCAAGCGCCTCAA  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10360     10370     10380     10390     10400  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCACCTGATGCTTGAGTACACCCATATGGAAGACTTGGGATATACGCATC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCATGTGATGCTTGAGTACACCGACATAGAGGATCTGGGATACACCCATC  

gi|1255665|dbj|D84146.1|P  TCACTTGATGCTTGAGTACACCCATATGGAAGACTTGGGATACACGCACC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCATCTGATGATTGAATACACTCATATCGAAGATTTGGGTTACACACACC  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10410     10420     10430     10440     10450  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AACAGTTCGTGAAGAACGAAATTGACATCGCCTTGCAGCTTGGCATTCAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AACAGTTTGTAAAGAACGACATTGACATTGCCTTGCAACTTGGCATTCAT  

gi|1255665|dbj|D84146.1|P  AACAGTTTGTAAAGAACGAAATTGACATTGCCTTGCAGCTTGGCATTCAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  AGCTTTTCACGAAGGAAAAGATTGACATTGCCTTGCAATTGGGCATCCAT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10460     10470     10480     10490     10500  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  GCCAACGACAAGGCGTTGACGTTCTACGGCGCAACGCCTTCGGGCTGGCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCTAACGACAAGGCGCTGACGTTCTATGGCGCAACACCTTCCGGCTGGCT  

gi|1255665|dbj|D84146.1|P  GCCAACGACAAGGCGTTGACGTTCTATGGTGCAACGCCTTCGGGCTGGCT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  TCCAACGATAAGGCGCTGTCGTTCTACGGGGCAACACCTTCCGGCTGGCT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10510     10520     10530     10540     10550  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TATCGAGCCCGGCTGGCGAGGTGCTACGGCCATAGACGAAGCGGAGTATT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CATTGAGCCCGGCTGGCGAGGTGCCAAGGCCATAGACGAAGCGGAGTACT  

gi|1255665|dbj|D84146.1|P  CATTGAGCCCGGCTGGCGAGGTGCCACGGCCATAGATGAAGCGGAGTATT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GATCGAACCTGGGTGGCGAGGCGCCCCCGCCATTGCTGAATCGGAATATT  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10560     10570     10580     10590     10600  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACGTCGGCGACATCTTCGGCCATGGCGTCGAGGCACCTGGATATGGCCTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ACGTTGGAGACATCTTTGGCCATGGTATCGAGACCACTGGCTACGGCCTG  

gi|1255665|dbj|D84146.1|P  ACGTCGGCGACATCTTCGGCCATGGCGTGGAGGCCACTGGATATGGCCTG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  ACGTCGGCGACATTTTTGGTCACGCCATCGAGGCCACCGGTTATGGATTG  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10610     10620     10630     10640     10650  
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GATGTAAAACTGAGTTAAAAGCGATTATGCGTACATCGGGTTTCTGACGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GATGTAAAATTGAGTTAAAACTACAACCAAAGTTACAGGCGCTGGCTCTC  

gi|1255665|dbj|D84146.1|P  GATGTAAAACTGAGCTAAAGATGCGCGCTCGTTGGGCGAGGCTCTAGTCC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  GACGTCAAACTTAGCTAG--------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10660     10670     10680     10690     10700  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTTCTGCTTTCTATACAGCGCAATAACAATAACAACTAAGTGGGAATATT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTCCAGATATGCGTTGGGGAAAATTACTTATGCTCCTGCAGTAATTAATT  

gi|1255665|dbj|D84146.1|P  AGCATCTTCATACGCAACCAACCTTGCAGGGCGATGAGATCAAAGGACGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10710     10720     10730     10740     10750  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AATAATGATAAAAAAAACGTTTCTTTACATGCCTCGCTTTACTTGTTCAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTCCCGATTTTGCTCCGGTTCACCCTCACATCGGGGCTGTAATAGATTAT  

gi|1255665|dbj|D84146.1|P  TAAAGCGAAGGGGAAGTGGTTCGGGCCATGCGCATACCGATCCATGACAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  
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                                  10760     10770     10780     10790     10800  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCAGCACCGCATGGGCCGAAGAATCACCTTGGACATACCGCATCGGCATG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCAAGGATCGTGGCGAATGAGGATGCTAGCCTCAGTCGCTCGATGCAGAT  

gi|1255665|dbj|D84146.1|P  TTGTTTCATAGTATATAGGTAGATAGGTGAATCAAGCGCTTAGTCAACTA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10810     10820     10830     10840     10850  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGTAATATTGCTTTTGATACAAGCGCCAAAGTGTACTTGGGAGGCCAGCG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CATGCATGGGGCCCAGCACTGCAAGTTCATGTTGACTTAACGAGCGACTG  

gi|1255665|dbj|D84146.1|P  GTGGACACATCTGTTCCATGAGGCTATCTACTATCTATTCAAAACAAGAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10860     10870     10880     10890     10900  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGTGCCGGGAGGAAGCGCTGACGCGAGCAATAACAACGCGCTCACATTCG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCTCGTTAGTATTGATATCCGGAAGCTGTTCCTTAAACCGAACGTATAAA  

gi|1255665|dbj|D84146.1|P  TGATAAATAGGATGAAAATAATAATGATAAAAAGAACGATTTGTCTTGTG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10910     10920     10930     10940     10950  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACTTCGGCTATGCCATCAACGACCAATGGAATGCACGTTTGATTGTCGGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGTGATTGGGCTCCAAGAGGCTACAGCTACGGTAACTCTAGATCCGTAAT  

gi|1255665|dbj|D84146.1|P  TATCCTCTATTCTGTTTGGCAAGCCCCACATGGGCCGAAGAGTCGCCTTG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  10960     10970     10980     10990     11000  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATTCCACCTACAACTAAAGTTAAGGGCGCAGGCACACTTCCGGGCATTCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTGGAGTCGGTCGCGATTGGACAACGATTCTGACTAACCTAGTTCCAGCT  

gi|1255665|dbj|D84146.1|P  GACGTACCGTATTGGTATGACTAATGTAGCTTTCGATGCTAGCGCAAAAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11010     11020     11030     11040     11050  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCTGGGAAAAATAACTTATGCTCCAACATTACTGACGTTAAACTATAACC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTTTTACCTAACCAAGAGTGTCTCCATGTCGAATAAAACTATGAAACCAG  

gi|1255665|dbj|D84146.1|P  TATACTTAAATGGTCAGCGGGTGCCAGGAGGAAGCGCTGATGCGAGCGAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  
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gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11060     11070     11080     11090     11100  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCCCAGCTTTTGGGCCCGTTCGTCCTCACATCGGTGCAGGAGTCAATTAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGCGTCTTACTGCCGAGGATATCCATGGTGTCTGGGCTATTATGCCAACG  

gi|1255665|dbj|D84146.1|P  AACAACGCGCTTACATTCGACTTCGGCTACGCCATCAACGACCAGTGGAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11110     11120     11130     11140     11150  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACGCGAATTTTGGAAAGCAAGGACGCTAATCTAAAATCATTCGATGCCGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCGGCTACTCCGGATGCTTCTAACTGGCGCAGCACTAACACAGTTGACTT  

gi|1255665|dbj|D84146.1|P  TGTACGTGCGATTGTCGGTATTCCGCCTACAACTAAAGTGACGGGCGCAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11160     11170     11180     11190     11200  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCACGCTTGGTCCCCCGCGCTGCATGTTGGTGCCGATATTGACGTGAGTC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAACGAGACTGCTCGCATAGTTGAAGAACTGATTGCGGCTGGTGTCAACG  

gi|1255665|dbj|D84146.1|P  GCACACTTCCTGGTATCCAGCTGGGGAAAATAACTTACGCTCCAACAGTA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11210     11220     11230     11240     11250  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCAACTGGTTCGTCAGCATTGATATTCGGAAGTTATACCTGAAAACCGAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GAATTTTAAGTATGGGCACTTTTGGCGAGTGCGCTACGTTGACCTGGGAG  

gi|1255665|dbj|D84146.1|P  TTAACGTTGAACTATAACCTCCCCGCTTTGGGTCCCGTTCGCCCTCACAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11260     11270     11280     11290     11300  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCATCAGGTTACTTAGGGCCACAGGAGGCTAAAGCAAAGGTAACTCTTGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GAAAAACGTGACTATGTTTCGACGATTGTCGAAACCATTCGTGGTCGCGT  

gi|1255665|dbj|D84146.1|P  AGGTGCGGGAGTCAATTACACGCGGATTTTTGAAAGTCGGGACGCTAATC  
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gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11310     11320     11330     11340     11350  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCCATTGATAACATCGATCGCAATCGGACGCCAATTTTGATGCCCCCTTT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCCTTATTTCTGCGGCACCACGGCCTTGAATACCCGCGAAGTCATCCGCC  

gi|1255665|dbj|D84146.1|P  TAAAATCGTTCGATGCCGACCACGCTTGGTCCCCCGCGCTACATGTTGGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11360     11370     11380     11390     11400  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TAAGGCTCTCTATCTATCTAACTGCAAAGGGTATTTTTATGTTGAATAAA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAACTCGTGAGTTTATGGATATGGGCGCCAGCGGTACCATGCTCGGTGTC  

gi|1255665|dbj|D84146.1|P  GCCGATATTGACGTTAACCGTGGTTGGTTCGTTAGCATTGATATCCGGAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11410     11420     11430     11440     11450  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATTAGTAAAACCGCGCGTCTTACCGCTGAAGATATCAATGGTGCCTGGAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  CCAATGTGGGTGAAGATGGACCTGCCCACAGCGGTCCAGTTCTATCGTGA  

gi|1255665|dbj|D84146.1|P  GTTATACCTGAAAACCGACGCATCAGGGTACTTGGGGCCACAGGAGGCTA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11460     11470     11480     11490     11500  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TATAATGCCCACACCGTCGACGCCTGATGCTTCTGATTGGCGCACGACTA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGTTGCAGAGGCGGTACCGGAGGCTGCCATTGCGATTTACGCTAACGCTG  

gi|1255665|dbj|D84146.1|P  AAGCACGGGTAACTCTTGACCCATTACTAACTTCGATCGCGATCGGACGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11510     11520     11530     11540     11550  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ACACTGTGGACTTAGACGAGACTGCCCGCATAGTTGAAGAGCTGATTGCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAGCCTTCAAGTTCGACTTCCCTCGCCCCTTCTGGGCAGAAATGTCCAAA  

gi|1255665|dbj|D84146.1|P  CAATTCTGATGATTCTGTTTAAAGTTCTTTATCTATCTAACCGCAAAGGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11560     11570     11580     11590     11600  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCTGGTGTCAACGGTATTTTGAGTATGGGTACCTTTGGTGAGTGCGCCAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ATTCCGCAGGTAGTAACTGCCAAATATCTAGGCATCGGAATGCTTGACTT  

gi|1255665|dbj|D84146.1|P  TGTTTCCATGTCGAATAAAATTATGAAAACGTCGCGTCTTACCGCCGAAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11610     11620     11630     11640     11650  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTTGACCTGGGAGGAGAAACGTGATTATGTTTCGACGGTTGTCGAGACCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGACCTGAAATTGGCACCCAACATCCGCTTCCTTCCACACGAGGATGACT  

gi|1255665|dbj|D84146.1|P  ATATCAACGGCGCCTGGACTATAATGCCCACACCCTCGACGCCTGATGCT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  
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gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11660     11670     11680     11690     11700  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTCGCGGTCGTGTACCTTATTTCTGCGGCACGACGGCCCTGAATACCCGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ATTACGCGGCCGCACGCATCAATCCTGAGCGCATTACCGCGTTCTGGTCA  

gi|1255665|dbj|D84146.1|P  TCTGATTGGCGCAGCACTGCCACCGTGGACTTAGAAGAGACTGCCCGCAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11710     11720     11730     11740     11750  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GAAGTCATTCGGCAGACCCGAGAGCTTATCGATATTGGCGCTAACGGCAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  
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gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGCGGCTCCATGTGCGGCCCGGCTACCGCCATCATGTTGCGTGATGCAGT  

gi|1255665|dbj|D84146.1|P  AGTTGAAGAGCTGATTGCAGCTGGTGTCAACGGTATTCTAAGTATGGGTA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11760     11770     11780     11790     11800  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CATGCTAGGCGTGCCGATGTGGGTTAAGATGGACCTGCCCACAGCGGTCC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGATCAGGCCAAGAGCAGCGGTGACTGGATCAAGGCCAAAGCCATCTCCG  

gi|1255665|dbj|D84146.1|P  CTTTTGGTGAGTGCGCCACGTTGACCTGGGATGAAAAACGTGATTATGTC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11810     11820     11830     11840     11850  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGTTCTATCGTGATGTTGCAGGCGCGGTACCGGAGGCTGCCATTGCGATT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ATGACATGCGCGCAGCCGATTCGACATTGTTTCCGCGTGGCGACTTTTCG  

gi|1255665|dbj|D84146.1|P  TCGACGATTGTCGAGACCATTCGTGGTCGCGTGCCTTATTTCTGTGGCAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11860     11870     11880     11890     11900  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  TACGCCAACCCCGAAGCATTCAAATTCGACTTCCCTCGCCCATTTTGGGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GAGTTCTCGAAATACAACATCGGACTTGAAAAAGCACGCATGGATGCAGC  

gi|1255665|dbj|D84146.1|P  GACAGCCTTAAATACCCGAGAAGTCATCCGCCAGACCCGAGAGCTTATCG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11910     11920     11930     11940     11950  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGAGATGTCTAAAATTCCTCAGGTAGTGACTGCCAAGTATCTAGGCATCG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGGCTGGCTCACAGCTGGACCATGCCGTCCGCCCTATAACATCGTCCCAG  

gi|1255665|dbj|D84146.1|P  ATATTGGCGCCAACGGCACTATGCTCGGGGTGCCGATGTGGGTGAAGATG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  11960     11970     11980     11990     12000  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GAATGCTTGACTTGGACCTGAAATTGGCGCCTAACATCCGCTTCCTTCCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAGACTATATTGCTGGCGCCCTTAAGTCAGGCAAAGCTTGGGCCGCACTG  

gi|1255665|dbj|D84146.1|P  GACCTGCCTACAGCGGTTCAGTTCTATCGTGATGTTGCAGATGCGGTACC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12010     12020     12030     12040     12050  
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CACGAGGACGACTATTACGCGGCCGCACGCATCAATCCCGAGCGCATTAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CATGCTAAATACAGCAAGGAATTGAAGTAGTCCAACTCGATTGGTCTGGC  

gi|1255665|dbj|D84146.1|P  AGAGGCTGCCATTGCGATTTACGCCAACCCCGAAGCATTCAAGTTCGACT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12060     12070     12080     12090     12100  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGCGTTCTGGTCAAGCGGGGCCATGTGCGGCCCGGCTACCGCTATCGCGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GAAATGCTGGAAAAGACGCTGAGCGATTTGAGATATATTAGATTAATCAT  

gi|1255665|dbj|D84146.1|P  TCCCTCGCCCATTCTGGGCAGAGATGTCCAAAATTCCGCAGGTAGTGACT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12110     12120     12130     12140     12150  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGCGTGATGAAGTGGAGCGGGCCAAGAGTACCGGTGACTGGATCAAGGCC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ATTTCTTGCGCTACTAGTAGGCGTCGCCAGTTCGGCAAATTTAGCTAAGA  

gi|1255665|dbj|D84146.1|P  GCGAAGTATCTAGGCATCGGAATGCTTGACTTGGACCTGAGACTGGCACC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  
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                                  12160     12170     12180     12190     12200  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AAAGCCATCTCCGATGATATGCGTGCAGCCGATTCGACATTGTTTCCGCG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CTGCTAGTCTCGCAGACTCGGGTGTGAAGTCAGGCTTTAGGAATACCGAA  

gi|1255665|dbj|D84146.1|P  CAACATCCGCTTCCTTCCCCACGAAGATGACTATTACGCGGCCGCACGCA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12210     12220     12230     12240     12250  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGGCGACTTTTCGGAGTTCTCGAAGTATAATATCGGGCTTGAAAAGGCAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGAAGCCAGCATATCAAGCCGGCGATGGGTGCCATCCTTGATGAGGCAAC  

gi|1255665|dbj|D84146.1|P  TCAATCCCGAGCGCATAACCGCGTTCTGGTCAAGCGGGGCCATGTGCGGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12260     12270     12280     12290     12300  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGATGGACGCGGCTGGTTGGCTCAAGGCTGGTCCCTGCCGTCCTCCCTAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCACTGTTGGTTGGCTTAGTTTTTTGGAGTGTTTGATTGTGATTGTTGAT  

gi|1255665|dbj|D84146.1|P  CCGGCTACCGCCATCATGTTGCGTGACGAAGTGGTGCGGGCCAAGAGCAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12310     12320     12330     12340     12350  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AATCTTGTTCCAGAAGATTACCTCGTTGGTGCACAGAAATCAGGCAAGTC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTCTATTTCGACTTTTTGAGCCCTTTTTCTTACTTGGCTAACCATCGCTT  

gi|1255665|dbj|D84146.1|P  CGGTGACTGGGCCAAGGCCAAAGCCATCTCCGATGATATGCGTGCAGCCG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12360     12370     12380     12390     12400  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTGGGCCGCGCTGCACGCTAAATACAGTAAAGAATTAAAGTAGTTCACCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTCGAAGCTAGCCCACGATTATAGCTTTTCCATTCGCTATCACTCGATTG  

gi|1255665|dbj|D84146.1|P  ACTCGACATTGTTTCCGCGTGGCGACTTTTCGGAGTTCTCGAAGTATAAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12410     12420     12430     12440     12450  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCGCATGCCTGAGCGCGAGGGGTGACGTAAACGCCGAGCGGTGCGGGAAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ATTTGGCGCGAGCCAAAATCGCCATCGGAAACGTAGGCCCCTCCAATCGC  

gi|1255665|dbj|D84146.1|P  ATCGGGCTTGAAAAGGCACGGATGGATGCGGCTGGTTGGCTCAAGGCTGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  
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gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12460     12470     12480     12490     12500  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TAAGTGAGTTAGAGTTCATTTCTTGTGCCAGGCACTGCTAGATCAGCAAA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GATCTGAAAGTCAAACTTGCCTATTTGATGGTGGATTTAAAACGCTGGGC  

gi|1255665|dbj|D84146.1|P  GCCCTGCCGTCCGCCCTACAACCTTGTTCCAGAAGACTACCTCGCTGGTG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12510     12520     12530     12540     12550  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTTAGCTGATCTAGCAGTCTCGAAAATTTGGGCGAAAGCTGATCTTAGGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGAGCTGTACGGATTACCGTTTTTATTTCCTGCCAATTACAATAGCCAAC  

gi|1255665|dbj|D84146.1|P  CACAGAAATCAGGCAAGGCTTGGGCCGCGCTGCACGCTAAATACAGTAAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12560     12570     12580     12590     12600  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATGCGGGATAAAGGCAGTACACCGTAACGATCGGGGTGTGCCGTTCATGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGATGAATGCTGGGCTCTATTACTCGGGTGCCGAAACGCAGACTGCTGCT  

gi|1255665|dbj|D84146.1|P  GAATTGAAGTAGTTCACCTCCGCAGACCTGAGTGACAGGGTGGCGCAGAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12610     12620     12630     12640     12650  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGAACGACACCGCTATTGCGCCGACTTCTCTTCTTCGGAGTGTTTGATTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TACGTGAATACAGTATTCAATGCAGTTTGGGGGGAAGGTATAGCTCTGGA  

gi|1255665|dbj|D84146.1|P  GCTGAGGGTGCAGGAATTAAGTGAGCTAAAGCACATTTCTTGCGCCAGGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12660     12670     12680     12690     12700  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TGATTGTCGATTTCTATTTCGATTTTTTGAGTCCGTTCTCTTACTTGGCC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CTCGGAAAGCCTGCTTGCCCTAGTGTGCGGGACTCTAGGGTGGGATCGCG  

gi|1255665|dbj|D84146.1|P  ATTGCCAGATCAGCAAAGTTTGCTGATCTGGCAGTTTCAAAAATTTGGGC  
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gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12710     12720     12730     12740     12750  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AATCAGCGTTTGTCAAAGCTTGCGCAAGATCATGGCCTTACCACGTGTTA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CTGCTTTCGAGGAGTTTCTCAGCAGCGACGCTGCAACAAATGCGTATGAT  

gi|1255665|dbj|D84146.1|P  GAAAGCTGATATCAGGAATACGGGATAAAGGCAGTGCACCATAACGACGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12760     12770     12780     12790     12800  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TAACGCGATCGATTTGGCGCGGGTCAAAATAGCGATCGGTAACGTTGGTC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GAGCATACCCAGGCCGCCATCGAACGTAAAGTATTCGGTGTACCAACGAT  

gi|1255665|dbj|D84146.1|P  GGGCGTGCC---ATTCGTGATGAACGATTTTGCTATTGTGCCGACTTCTG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12810     12820     12830     12840     12850  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CATCTAATCGCGACTTGGAAGTAAAATTGGACTATTTGAAAGTAGATTTG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  GTTTTTGGGCGATCAAATGTGGTGGGGCAACGACCGTCTATTTATGCTCG  

gi|1255665|dbj|D84146.1|P  TTCTTGGAGTGTTTGATTGTGATTGTCGATTTTTATTTCGATTTTTTGAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12860     12870     12880     12890     12900  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAACGGTGGGCCCAGCTTTACGGAATACCGCTGGTATTTCCAGCTAACTA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGAACACACTGAGGTGCGGCTGTAGTGCTGGAATAGCCGCCGCGGGGGAA  

gi|1255665|dbj|D84146.1|P  TCCGTTCTCTTACTTGGCCAACCATCGTTTGTCAAAGCTTGCGCAAGACT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12910     12920     12930     12940     12950  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAACAGCAGACGGATGAATACTGGGCTTTATTACTCGGAGGCCGAGGTGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ACCGGAGTAAAACCGGTAACAGAAGGAGATGGAAATCAAAGCGGCAATAG  

gi|1255665|dbj|D84146.1|P  ATGGCTTTTCCATTCGTTATTACGCAATCGATTTGGCGCGAGTTAAAATA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  12960     12970     12980     12990     13000  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGGCCGCTGCCTATGTGAATGTAGTATTTAATGCGATTTGGGGAGAAGGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCCGTAAAAAAACGGCCCATTCTTATTCGGGCATGTAGCTCTTAATGAGC  

gi|1255665|dbj|D84146.1|P  GCCATCGGAAACGTTGGTCCATCTAATCGCGACCTGATAGTCAAGCTGGA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13010     13020     13030     13040     13050  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATAGCACCAGATTTGGAAAGCTTGCCTGCCCTGGTATCTGAAAAGCTAGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGCAGAAGATCAAGTTCTCGTTATATTGGTTGCGACCGGGTTGTGTCATA  

gi|1255665|dbj|D84146.1|P  CTATTTGAAAGTAGATTTGCAACGGTGGGCCGAGCTTTACGAAATACCGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  
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gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13060     13070     13080     13090     13100  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CTGGGATCGTAGTGCCTTCGAGCGCTTTCTCAGCAGCAACGCCGCAACAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGGATCTGATTTGTCGCGATCAGCATTATCCGGTTCCGCTCCCGATGGTT  

gi|1255665|dbj|D84146.1|P  TGGTATTCCCAGCTAACTACAACAGCCGACGGATGAATACTGGGCTTTAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13110     13120     13130     13140     13150  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AGAGGTATGACGAGCAGACACATTTCGCCATCGAGCGCAAGGTGTTCGGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  
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gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTAGGGCATGAAGGGCCTGGTGTAGTTCCTGCTATTCAATCGTAAGCTTC  

gi|1255665|dbj|D84146.1|P  TACTCGGGAGCCATGGCACAGACTGGTGCCTATGTGAATGTAGTATTTAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13160     13170     13180     13190     13200  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTGCCAACGATGTTTTTGGGCGATGAAATGTGGTGGGGGAACGACCGTCT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCGGAATCGTCGAAGATCAGTCGATTTCAGATATTTTTATTCCGAGGTTG  

gi|1255665|dbj|D84146.1|P  TGCGGTTTGGGGAGATGGCATAGCTCCAGATTTGGAAAGCTTGCCTGCTC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13210     13220     13230     13240     13250  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTTTATGCTCGAGAGCGCAATGGGGCGCTTGTGCCGGAAAAATGCCGATT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTGGAACTTTATCGCCAGGGGAAGTTTCTATTTTACAAGCTAATTAAGTC  

gi|1255665|dbj|D84146.1|P  TGGTATCTGAAAAACTAGGCTGGGATCGTAGCGCCTTCGAGGACTTTATC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13260     13270     13280     13290     13300  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  TAAGTAGTTGATCTGATCGTTATTTGCTCGATGAGTCGCTTTCAAGATCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTATCCTCTTGAGGAAATCAATCGAGCCGCCGAAGACTCGGAAGAAGGGG  

gi|1255665|dbj|D84146.1|P  AGCAGCGATGCCGCAACAGAGAGGTATGACGAGCAGACACATGCCGCGAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13310     13320     13330     13340     13350  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCGGATACTGAAGTCAGCTAAATGCGGGACTACTTCAGGCCATGCTTCAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCACGCTCAAGCCGGTGCTCCATATTGGTTGAAACGTGGCGTGGTAGGAA  

gi|1255665|dbj|D84146.1|P  CGAACGCAAAGTGTTCGGTGTGCCAACGATGTTTTTGGGCGATGAAATGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13360     13370     13380     13390     13400  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GGGCGGTCAGGGCGGACTGGCGTGTGCACGGTAGTTGTTGCGTGAGGCAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TTACCGGGCTCGTGTGGGCTTTTCTAGGGTTGCGGGCAGTTTGCTTTTAG  

gi|1255665|dbj|D84146.1|P  GGTGGGGAAACGACCGTCTATTTATGCTCGAGAACGCAGTGGGAGGTGCG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13410     13420     13430     13440     13450  
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTTTTTAAGATACTATTTTCAGTGCCTGCTGCTCTCTCTGGGTTGAGTGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGAGGTTGTGTCCCAGAAACAAAATTAATGCGCGGTGGAACATATGATTA  

gi|1255665|dbj|D84146.1|P  CCTGTAAATGGAGAATAGTCGCTACGGAGCGCTTGTGCCGGCTAAATGCC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13460     13470     13480     13490     13500  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GAGGGCGCCGATAGTCTCAAATCTCGCGTTGTACCTGACCAGAGATACGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAAAAACAAATTTACTCAATAAAACAATTAGGGATGGTCTGAAGTAGCCA  

gi|1255665|dbj|D84146.1|P  GATATAAGTGGTTGACCTGATCGTTATTTGCTCGATACAGCGCTTTCAAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13510     13520     13530     13540     13550  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GTGTTTATGATGGCATCGCTGGTACAGCGCATGACGCCATGCTGCTTCAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGTATTTCCCCGGCATACCACCTAGCGCAACTTTTAAACTCGCCAAATGA  

gi|1255665|dbj|D84146.1|P  ATCAGCGGCTACTGAAGTCAGATAAAAATGCGGGACTACTTCAGGCATCC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  
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                                  13560     13570     13580     13590     13600  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTCGAGTGTATTCACGACCTCGACGCTAGCAATCTCAACGAGCCAGATGA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCAAAAAACAATCAATTCGACGAGTATTTCTTACGTTTTCGCCACCCGGA  

gi|1255665|dbj|D84146.1|P  TGTGCGACACAAAGTTTTACCTGTAATTGTCCACCTATTCCGAGTTTGGA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13610     13620     13630     13640     13650  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TCGCCAGCCAGGGCGGAAGCTAGTCGTGATTCGGGTTTTCTACGTTGTAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCCCACTCCGGTGGCCATTTCCCGCATTACAGGCGCACCTCTCCTGCATT  

gi|1255665|dbj|D84146.1|P  ATGGTAGCTGACTCGCTATGCGACCAGCGATAGCCTAACAAGACATGCAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13660     13670     13680     13690     13700  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCGAATGCAATCCTGGTCTTAACGGTCCACGCCTTAAACGTGGAATGCCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CGTCAGTAAATGTCGGCGCGCCATCCACAGGTTCGACAGAGCGAACAGTG  

gi|1255665|dbj|D84146.1|P  CACTGGTAACGGTGGGGTGTGAAGCTCCTGCAACAATGTAGCCCCTTGAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13710     13720     13730     13740     13750  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AATCTGCGATGTCGACATTGGCCCATATAATGTTTTGGCTCTCCTCTAGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCACCAGTTGCGCCGTGTTTTTGGCCAAGCCGCGAAAGCGCACCTTGGTG  

gi|1255665|dbj|D84146.1|P  GTGTGTATTTGCTGCGAGGTGAAGCACAGATGCTCGGAGCCGTACCGGCT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13760     13770     13780     13790     13800  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CAGAAATCAGTAAGGTGTGCATGGTGATAACTGGTCAAGCCGGGAATCAG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TAACCGAACTGGCGCTTGATTACCCGGAACGGATGCTCGACCTTGGCGCG  

gi|1255665|dbj|D84146.1|P  TGTGGCGCTAGGCTGGCAAGTATGAGCAACGTAAGTGGGGGTTGGGGCGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13810     13820     13830     13840     13850  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CGGAATCGCTGCGCTGGCGCCACTGGCGATCAAACAGCGGTCAAATACTA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CACCTGAGCCTTGGCCTTTTCAATCTTGCGCTTGGCTTTGTACAGCACGC  

gi|1255665|dbj|D84146.1|P  AATGGGAACCAAAAACCAACGCAAGCCTTACCAGCGTCGTTCGGTGCCTT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  
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gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13860     13870     13880     13890     13900  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CCATTGAACTGGCCTAAGAGGGTGTGGACAAAATAAAGTAAACTTCTTGC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGCGCTTATCGAGTTTTTTGTAGGTGCTGCGGCGTGCCGCCACCTGCCAG  

gi|1255665|dbj|D84146.1|P  CCTCCCATGCCTCCGCCTCGATAAAGCAGCTGCGCATATCGGCTTCCTGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13910     13920     13930     13940     13950  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CTCCTTTCTATGCAGCATTGAGCCATGCCTAAAACTGGACGCCCACCGTA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  ATAACTTCACGTCCTTCATGCTCGGGCCGCTTTTCGACACCGGTGTAGCC  

gi|1255665|dbj|D84146.1|P  CTGATCTCGGTTAGTAGGTCATGCAAGGTCTTGTCCAGCGCCTCGTCGCT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  13960     13970     13980     13990     14000  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATCGCTACGCACCATTACCCTCTGCTGACCAGGCTCGCTCATACGCAGCC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGCATCGGCGCAAACCACGTTTTCGTCGCCATGCAGCAATTTGTCCACCT  

gi|1255665|dbj|D84146.1|P  CCGATACGGAATGGTCAGCTCGTAATGGCCGGTCTCCGACCGCTTCATGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14010     14020     14030     14040     14050  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTATTCCAGTCAAGCCGAACTGGCGCAAGATTCCATGCAGAAACGGGCAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GGGTGACATCCGCCACATTGGCCGCCGTGCCCACTACGCTGTGCACCAGA  

gi|1255665|dbj|D84146.1|P  CGTAGGGCTCCAGGCAGTAGCGCTCGATGTTCTCCGTGGCCCGCTTCCGA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14060     14070     14080     14090     14100  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CACCGCGCATCCCGACACCTTTGCAAAAGCGCTGAGACTGGCCGGGATCG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCCGATTCGTCATCGGCGCCGATGTGGGCCTTCATGCCAAAATAATACTG  

gi|1255665|dbj|D84146.1|P  CCGCGCATGAACTTGCTGTTGTTCACCACCGCCAGGCGCAGGGTGACGGT  
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gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14110     14120     14130     14140     14150  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTCGAGTAAAGGAGCGTGCCAAAGGTAGCTTCCAGCCTCCCGAGCCTCGT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GTTTCCCTTCTTGGTCTGGTGCATTTCCGGGTCGCGCTTGCCGTCCTTGT  

gi|1255665|dbj|D84146.1|P  GGCCACCCGCTCGACGGTTGACTCTGCCGGTGACGCGATATTGCGCTTTT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14160     14170     14180     14190     14200  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  AAGTCTTATGGCTATACCGAGGCACACCGGCGTCAGTTGCCGGAGCAACG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TCTTGGTCGAACTGGGCGCATTGATCAGCGTTGCATCGACGATGGTGCCC  

gi|1255665|dbj|D84146.1|P  GACCTCGCGCCAGGGCGCTCTTCTGGTACGTCCCGATCTCGACGCCACGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14210     14220     14230     14240     14250  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CTATCCCAGTTGCCTGACTGATGCAGAATGGACGTTGGTCGCTGATTTAT  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  TGGCGCAGCGACAGGCCGCGGTCGCCCAGATAGCCATTGATGACAGCGAG  

gi|1255665|dbj|D84146.1|P  TGGCGTAGGTAGCTGTACAGGGTGCTCTTGGAGATGTGCAACTTCTCGCC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14260     14270     14280     14290     14300  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTGAAGTCTCGGGAGGTCGCGGCGTACCGCTCGCCACTCCCGACGCACTC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GATGCCGGCCGCCAGCTCGTGTTTCTCCAGCAAGCGGCGGAAGTTGAGAA  

gi|1255665|dbj|D84146.1|P  GATGGCGCTGACGCTCAGGCGGCCCTCGCGGTACAGGGTCTCCGCCGCCA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14310     14320     14330     14340     14350  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  TTTTGGAAGCCTGCTGTTATGTCGTGCGCACAGGGTGCTCCTGGCGAATG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  TGGTGGTTTCGTCGGGGATGCGCTCCAGGTTCAGCCCGGCAAACTGGCGC  

gi|1255665|dbj|D84146.1|P  TGGCGGTGGCCTCGGCCTTGGCTGGCAGGCCCTTGGGACGGCGACCGATC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14360     14370     14380     14390     14400  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CTGCTTCGCGAGTTTCCCTATTGGGACAATGTCTATAAAACCTTTCGGCG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGGATCGTGGTTTCGTACAGCGCTTCCTCCATCGCTGGATCGCTGTAGCC  

gi|1255665|dbj|D84146.1|P  CGGCCTCGAGTCCGTGCCGCCGACAGGCCCGCCTGAGTCCGCTCGCGGAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14410     14420     14430     14440     14450  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  CTGGAGCGTCAGGGCAAGTTTGAGCAAATGCACGACCGGCTCCGTGCCCA  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GAACCAGTTCTGCATCAGATGCACACGCAGCATCGCCATCAACGGGTATG  

gi|1255665|dbj|D84146.1|P  CAGCTCGCGCTCGAACTGAACAGGTTGAACACCAGGCGATCTTGGGCGTG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  
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gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14460     14470     14480     14490     14500  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATGGCGAGAGCGGGTGGATCGTGATGAACGGCCGTCAGCCGCTGTTCTGG  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  CCGGACGGCCACCTTCACCCTTCGGATAATATGGCTCGATCAAAGCAATC  

gi|1255665|dbj|D84146.1|P  GGTGCTGTCAATGGGGTCGTTCAGGCTCTGCAAGCCGACTTTGCGTGCAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14510     14520     14530     14540     14550  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  ATTCCCAATCAACGCGCACGTCTCCCCAAGGCGGTGAAAGCGGTTACGAC  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  
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gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AAGCCCTTCCACGGCACCACCCGATCCATCTCGATCAAGAACAACTCCTT  

gi|1255665|dbj|D84146.1|P  CCAGCTAGCCGACCAACTCAACCAGGTGCTTGAGCGAGCGACCGAGGCGA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14560     14570     14580     14590     14600  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  GCAGGCAAAAAG--------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCGGGTTTGCTTGCGCTTGCCAGCGTACTCGGCGTCGGCGAAGGTCATCT  

gi|1255665|dbj|D84146.1|P  TCCAGCTTCCAGATCACCACGGCATCGCCCGCTCGAACATGGGCTAGCAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  
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gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14610     14620     14630     14640     14650  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCTTCATCGGAAACTCGGGTGGGTGGAGAGTCTGGGCATTTTGCCAAATC  

gi|1255665|dbj|D84146.1|P  CTTGTCCAACTCCGGCCGCGCGCTTTTTGCGCCGCTGGCGATGTCTTGAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14660     14670     14680     14690     14700  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  
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gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  AGGAAATCTTCTTCAGAGTTCCTTAATGCTGCGATCTTGGGTATGCTCAA  

gi|1255665|dbj|D84146.1|P  AGATGCGTTCGCACCCGGCCTGTTTCAGGGCATCGACCTGGAGGTCGGCG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14710     14720     14730     14740     14750  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  GCCCAGCGGTATCAAGGCC-------------------------------  

gi|1255665|dbj|D84146.1|P  TTCTAATCCCGAGTGCTCACCCGCGTATAACCGATCTTCATAAAAAGTAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  
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gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14760     14770     14780     14790     14800  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  CGTTTACTTGACTGCATTAGTAATAGTTGAACTTTGATTAAGCTTACCAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14810     14820     14830     14840     14850  
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  TTATTTGAACCCTAGCGCAGGTGTAAGCGTCCAGCCGCCCCACCTCTACT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14860     14870     14880     14890     14900  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  CAGCTTGATGAACCGAGGGGCAGTAGTTCATCAATCCGGCTGTTAGGGAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  
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gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  14910     14920     14930     14940     14950  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  ACTCTGAAGAAGACTTCCTGATTTTGGCAAAATGCCCGGATTTCACCCGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  



A.1: MSA for primer design 

 

342 

 

 

                                  14960     14970     14980     14990     15000  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  CGAGTTTTCCAATGAAGCAGATGACCTTCCTCGACGCCGAGTATGCCGGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15010     15020     15030     15040     15050  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  AAGCGCAAACAGACCCGCAAAGAGCTGTTCCTGATCGAGATGGATCGGGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  
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gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15060     15070     15080     15090     15100  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  GGTGCCGTGGAAGGGTTTGATTGCCTTGATCGATCCGCATTACCCCAAGG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15110     15120     15130     15140     15150  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  GTGAGGGTGGCCCGCCAGCCTATCCACTGACGGCAATGCTGCGGGTTCAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15160     15170     15180     15190     15200  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  CTGATGCATAAGTGGTTCGGCTACAGCGACCCGGCGATGGAGGAAGCGCT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  
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gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15210     15220     15230     15240     15250  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  GTACGAGACGACCATCCTGCGCCAGTTTGCCGGGTTGAGCCTGGAGCGCA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  
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gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15260     15270     15280     15290     15300  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  TTCCGGACTAAACCACCATCCCCAACTTCCGCCGGCTGCTGGAGAAACAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15310     15320     15330     15340     15350  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  GAACTACCTACCGGCATCATGTTTGCTGAATTTTCGCCTTTGGCTTTGAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  
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gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15360     15370     15380     15390     15400  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  TGCGGCATTCAACCGATACAGGTGTGGCATGACACGCCAAAGAAATCAAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  
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gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15410     15420     15430     15440     15450  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  CTTGGCGGCTAGAACACTTGTCGATGAAGCGAACAATCCGCAAACGTTAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15460     15470     15480     15490     15500  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  GGCTACCAGGAAAAACCCAGGATGCGGTAGCCGATAGCCCGCGCGCGCAT  
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gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15510     15520     15530     15540     15550  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  TGGTCTCCTTCCGTCCAAGAGTGTCAAAGGATATTGGACTAATGCAGCAT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  
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gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15560     15570     15580     15590     15600  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  GCCTCGACCACATGGCCGTGGTCCGTTCATCTGTTGGCCATACGTCTATC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15610     15620     15630     15640     15650  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  
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gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  GAATCGGACGCGGGCGGCGACGACCTCGGGTTGTTGGCGTTCGGCCCAGT  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15660     15670     15680     15690     15700  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  CGATGAGCTCAGTCAGGGACGGCATCAGCGAAGTCCCGAGCGGGGTGAGC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  
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gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15710     15720     15730     15740     15750  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  CCGTAGCGCACAGATGGGGGTGTCGAGGGCGTTACCTCGCGCCAGATGAG  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15760     15770     15780     15790     15800  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  
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gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  TCCGTCGCGTTCGAGGTGACGCAGCGTCTCGGTCAGCATCCGGCGCGAAA  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  

gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15810     15820     15830     15840     15850  

                           ....|....|....|....|....|....|....|....|....|....| 

gi|2199557|gb|AF004283.1|  --------------------------------------------------  

gi|2189972|dbj|AB004059.1  --------------------------------------------------  

gi|151384|gb|M83949.1|PSE  --------------------------------------------------  

gi|1224113|gb|U49496.1|PS  --------------------------------------------------  

gi|22252960|gb|AY125981.1  --------------------------------------------------  

gi|151392|gb|M23914.1|PSE  --------------------------------------------------  

gi|304367818|gb|HM623873.  --------------------------------------------------  

gi|4104750|gb|AF039533.1|  --------------------------------------------------  

gi|1255665|dbj|D84146.1|P  TGTCGGGCACGGCGCGGGCCAGCGCATTGAATCGTTGCGGACCCTGCGAC  

gi|300676625|gb|HM368649.  --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|28630836|gb|AY196828.1  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gi|254028638|gb|GQ184726.  --------------------------------------------------  

gi|17863952|gb|AF448049.1  --------------------------------------------------  

gi|17863948|gb|AF448047.1  --------------------------------------------------  

gi|17863956|gb|AF448051.1  --------------------------------------------------  

gi|10953981|gb|AF306429.1  --------------------------------------------------  

gi|54306270|gb|AY694159.1  --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|50725016|dbj|AB161232.  --------------------------------------------------  

gi|90567897:31379-32728 P  --------------------------------------------------  

gb|AF036940.2|:5464-6807   --------------------------------------------------  
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gi|94481127:11706-13037 S  --------------------------------------------------  

gb|EU910094.1|:1191-2549   --------------------------------------------------  

gi|300391841|gb|HM204990.  --------------------------------------------------  

gi|270118907|emb|FM882254  --------------------------------------------------  

gb|HM204990.1|:4076-4657   --------------------------------------------------  

gi|10505258|gb|AF295033.1  --------------------------------------------------  

gi|35396185|gb|AY367788.1  --------------------------------------------------  

gi|1255665:3690-4271 Pseu  --------------------------------------------------  

gb|AF252550.1|:772-2115 C  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

gb|M23914.1|PSENDOABC:186  --------------------------------------------------  

gb|AY887963.3|:16051-1740  --------------------------------------------------  

 

                                  15860     15870  

                           ....|....|....|....|.... 

gi|2199557|gb|AF004283.1|  ------------------------  

gi|2189972|dbj|AB004059.1  ------------------------  

gi|151384|gb|M83949.1|PSE  ------------------------  

gi|1224113|gb|U49496.1|PS  ------------------------  

gi|22252960|gb|AY125981.1  ------------------------  

gi|151392|gb|M23914.1|PSE  ------------------------  

gi|304367818|gb|HM623873.  ------------------------  

gi|4104750|gb|AF039533.1|  ------------------------  

gi|1255665|dbj|D84146.1|P  AAGGTGACCAGGATCAGCGTCGAC  

gi|300676625|gb|HM368649.  ------------------------  

gi|300391841|gb|HM204990.  ------------------------  

gi|28630836|gb|AY196828.1  ------------------------  

gi|310976243|gb|HQ380297.  ------------------------  

gi|254028638|gb|GQ184726.  ------------------------  

gi|17863952|gb|AF448049.1  ------------------------  

gi|17863948|gb|AF448047.1  ------------------------  

gi|17863956|gb|AF448051.1  ------------------------  

gi|10953981|gb|AF306429.1  ------------------------  

gi|54306270|gb|AY694159.1  ------------------------  

gi|10505258|gb|AF295033.1  ------------------------  

gi|50725016|dbj|AB161232.  ------------------------  

gi|90567897:31379-32728 P  ------------------------  

gb|AF036940.2|:5464-6807   ------------------------  

gi|94481127:11706-13037 S  ------------------------  

gb|EU910094.1|:1191-2549   ------------------------  

gi|300391841|gb|HM204990.  ------------------------  

gi|270118907|emb|FM882254  ------------------------  

gb|HM204990.1|:4076-4657   ------------------------  

gi|10505258|gb|AF295033.1  ------------------------  

gi|35396185|gb|AY367788.1  ------------------------  

gi|1255665:3690-4271 Pseu  ------------------------  

gb|AF252550.1|:772-2115 C  ------------------------  

gi|310976243|gb|HQ380297.  ------------------------  

gb|M23914.1|PSENDOABC:186  ------------------------  

gb|AY887963.3|:16051-1740  ------------------------  
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Gram Positive PAH-RHD Multiple Sequence Alignment 
            10        20        30        40        50          

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  ---------------ATGCAAACGGAAACGACCGAAACCACCGGCACAGC  

gb|DQ846881.1|:4555-5967   --------------------------------------------------  

gb|AF082663.3|:4123-5535   --------------------------------------------------  

gi|47563680|dbj|AB179737.  ---------------ATGACCACCGAAACAACCGAAACCACCGGCACAGC  

gi|37622236|gb|AY330102.1  ---------------ATGACCACCGAAACAACCGGACACCGGCACACAGC  

gi|37622232|gb|AY330100.1  ---------------ATGACCACCGAAACAACCGGA---------ACAGC  

gi|26080262|gb|AF548347.1  ---------------ATGACCACCGAAACAACCGAAACCACCGGCACAGC  

gi|26080258|gb|AF548345.1  ---------------ATGACCACCGAAACAACCGAAACCACCGGCACAGC  

gi|26080254|gb|AF548343.1  ---------------ATGACCACCGAAACAACCGGA---------ACAGC  

gi|11038551|gb|AF249301.2  ---------------ATGACCACCGAAACAACCGGA---------ACAGC  

gi|108743908|gb|DQ537941.  ---------------ATGACCACCGAAACAACCGAAACCACCGGCACAGC  

gi|47563680|dbj|AB179737.  ---------------ATGACCACCGAAACAACCGAAACCACCGGCACAGC  

gi|226359415:2760431-2761  ---------------------------------------GTGATGACCAC  

gi|316994385:945850-94720  --------------------------------------------------  

gb|CP001878.2|:945850-947  --------------------------------------------------  

gi|237825726|gb|FJ032196.  --------------------------------------------------  

gb|GQ848233.3|:3483-4889   --------------------------------------------------  

gi|27531091:2395-3873 Ter  ----------------------------------------ATGGGACGCC  

gi|325961450:235907-23721  ATGACCGCTTCAGTGAACGTGCCCCTCAATACACGCGGAAAACTCGCTGC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                    60        70        80        90       100         

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  TGACGCGACCGATCCCTACCTGCGGCGCGCGTTGCGGGAGGTAGCGGACG  

gb|DQ846881.1|:4555-5967   -ATGCTGAGCAACGAACTCCGGCAGACCCTCCAAAAGGGTTTGCATGACG  

gb|AF082663.3|:4123-5535   -ATGCTGAGCAACGAACTCCGGCAGACCCTCCAAAAGGGTTTGCATGACG  

gi|47563680|dbj|AB179737.  TGACGCGACCGATCCCTACCTGCGGCGCGCGCTGCGCGACGTAGCGGACG  

gi|37622236|gb|AY330102.1  TGACGCGACCGATCCCTACCTGCGGCGCGCGTTGCGGGAGGTAGCGGACG  

gi|37622232|gb|AY330100.1  TGACGCGACCGATCCCTACCTGCGGCGCGCGTTGCGGGAGGTAGCGGACG  

gi|26080262|gb|AF548347.1  TGACGCGACCGATCCCTACCTGCGGCGCGCGTTGCGGGAGGTAGCGGACG  

gi|26080258|gb|AF548345.1  TGACGCGACCGATCCCTACCTGCGGCGCGCGCTGCGCGACGTAGCGGACG  

gi|26080254|gb|AF548343.1  TGACGCGACCGATCCCTACCTGCGGCGCGCGCTGCGCGACGTAGCGGACG  

gi|11038551|gb|AF249301.2  TGACGCGACCGATCCCTACCTGCGGCGCGCGTTGCGGGAGGTAGCGGACG  

gi|108743908|gb|DQ537941.  TGACGCGACCGATCCCTACCTGCGGCGCGCGCTGCGCGACGTAGCGGACG  

gi|47563680|dbj|AB179737.  TGACGCGACCGATCCCTACCTGCGGCGCGCGCTGCGCGACGTAGCGGACG  

gi|226359415:2760431-2761  TTCGCTGGATCCCACGGACACCAGTTTCACGAAAACCGACTTCGCGGACC  

gi|316994385:945850-94720  ATGATTAAACGGGAAATTGACTCAAAACTAGTTCAGCAA-TTAAAAGATA  

gb|CP001878.2|:945850-947  ATGATTAAACGGGAAATTGACTCAAAACTAGTTCAGCAA-TTAAAAGATA  

gi|237825726|gb|FJ032196.  --------------------------------------------------  

gb|GQ848233.3|:3483-4889   -ATGCTGAGCAACGAACTCCGGCAGACCCTCCAGAAGGGTTTGCACGACG  

gi|27531091:2395-3873 Ter  AGAGGAGACTGATTCAGGTGACCGACCAGACCGGCGTG--CTCGCCGATG  

gi|325961450:235907-23721  ATCATTGCCTGACGAGCAACTGGCAGAAATCACCGCTTTGTTTCAGTTCC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   110       120       130       140       150     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCTA  

gb|DQ846881.1|:4555-5967   TGAATTCGGACTGGACCGTCCCGGCCGCGATCATCAACGATCCAGAGGTG  

gb|AF082663.3|:4123-5535   TGAATTCCGACTGGACCGTCCCGGCCGCGATCATCAACGATCCAGAGGTG  

gi|47563680|dbj|AB179737.  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCTA  

gi|37622236|gb|AY330102.1  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCTA  
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gi|37622232|gb|AY330100.1  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCTA  

gi|26080262|gb|AF548347.1  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCTA  

gi|26080258|gb|AF548345.1  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCCA  

gi|26080254|gb|AF548343.1  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCTA  

gi|11038551|gb|AF249301.2  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCTA  

gi|108743908|gb|DQ537941.  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCTA  

gi|47563680|dbj|AB179737.  GGCTCAAGGTCGGGCGCTTACCGGCCCGCGTCGTCAGCGATCCCGCGCTA  

gi|226359415:2760431-2761  TCGCCACCGACGACTGCGTGGCCGGATCGCTGTACACCGACCCCGACATG  

gi|316994385:945850-94720  AAATGAAAGAAGGACTATTGCCGCAATGGGTTATTACAGACCCAGATATT  

gb|CP001878.2|:945850-947  AAATGAAAGAAGGACTATTGCCGCAATGGGTTATTACAGACCCAGATATT  

gi|237825726|gb|FJ032196.  --------------------------------------------------  

gb|GQ848233.3|:3483-4889   TGAAGTCCGACTGGACCGTCCCCGCCTCGATCATCAACGATCCCGAGGTG  

gi|27531091:2395-3873 Ter  TGC---GGCGCGGGATGATCCCCGCGCACGTCTACAACGACCGCGAGATC  

gi|325961450:235907-23721  GGCGCACCGGCTACTCCCTCGATGCCCCTTTCTACACCGATCCCTCGATC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   160       170       180       190       200     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gb|DQ846881.1|:4555-5967   CACGACGTCGAGCGCGAGCGGATCTTTGGTCATGCGTGGGTTTTCCTCGC  

gb|AF082663.3|:4123-5535   CACGACGTCGAGCGCGAGCGGATCTTTGGTCATGCGTGGGTTTTCCTCGC  

gi|47563680|dbj|AB179737.  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gi|37622236|gb|AY330102.1  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gi|37622232|gb|AY330100.1  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gi|26080262|gb|AF548347.1  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gi|26080258|gb|AF548345.1  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gi|26080254|gb|AF548343.1  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gi|11038551|gb|AF249301.2  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gi|108743908|gb|DQ537941.  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gi|47563680|dbj|AB179737.  CACACGATCGAGATGGAGCGGATCTTCGGGCGCGCCTGGGTGTTTCTCGG  

gi|226359415:2760431-2761  TTCGAGGCCGAGCTCGAGAAGATCTTCTACCGCACCTGGGTATGGGTTGC  

gi|316994385:945850-94720  TATGAACTTGAGCGAGAGAGAATATTCGGAAAAACTTGGCAGTTTCTATG  

gb|CP001878.2|:945850-947  TATGAACTTGAGCGAGAGAGAATATTCGGAAAAACTTGGCAGTTTCTATG  

gi|237825726|gb|FJ032196.  --------------------------------------------------  

gb|GQ848233.3|:3483-4889   CACGACGTCGAGCGCGAGCGGGTCTTCGGTCACGCGTGGGTCTTTCTCGC  

gi|27531091:2395-3873 Ter  TTCGAGCTCGAGAAGGAGCGGGTCTTCGCCCGTGCCTGGGTGTTCGTCGG  

gi|325961450:235907-23721  TTCAAGATCGACATGGAGGCCATTTTCGGCCAGCACTGGATCTTTGCCGC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   210       220       230       240       250     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gb|DQ846881.1|:4555-5967   GCATGAGAGTGAGATCCCCGAGCGCGGTGACTACGTTGTGCGGTACATCT  

gb|AF082663.3|:4123-5535   GCATGAGAGTGAGATCCCCGAGCGCGGTGACTACGTTGTGCGGTACATCT  

gi|47563680|dbj|AB179737.  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gi|37622236|gb|AY330102.1  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gi|37622232|gb|AY330100.1  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gi|26080262|gb|AF548347.1  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gi|26080258|gb|AF548345.1  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gi|26080254|gb|AF548343.1  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gi|11038551|gb|AF249301.2  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gi|108743908|gb|DQ537941.  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gi|47563680|dbj|AB179737.  ACACGAGTCGGAGTTGGCCAAGTCCGGCGACTTCGTCGTGCGGCACATCG  

gi|226359415:2760431-2761  CCACGAGAGCGAGATCCCCGAAGCCGGCAGCTACAAGATGGCGACCATCG  

gi|316994385:945850-94720  TCATGAAACTGAGTTAAAAGAGGCGGGATCTTTTGTAACGAGGTGGATGG  

gb|CP001878.2|:945850-947  TCATGAAACTGAGTTAAAAGAGGCGGGATCTTTTGTAACGAGGTGGATGG  
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gi|237825726|gb|FJ032196.  ----------------------------------GTCGTGCGGCACATCG  

gb|GQ848233.3|:3483-4889   GCATGAGAGTGAGATCCCCGAGCGCGGTGATTACGTCGTGCGGTACATCT  

gi|27531091:2395-3873 Ter  TCACGAGTCGGAGATCGCCCAGCCCGGCGACTACGTGGTGCGCCGGGTGC  

gi|325961450:235907-23721  GAGTACTGCTGAACTGCCGGAGCCGGGCGACTACGTCACCGTCGACTACG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   260       270       280       290       300     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gb|DQ846881.1|:4555-5967   CCGAAGATCAGTTCATTGTCTGCCGCGACGAGGGCGGTGAGATCCGCGGT  

gb|AF082663.3|:4123-5535   CCGAAGATCAGTTCATTGTCTGCCGCGACGAGGGCGGTGAGATCCGCGGT  

gi|47563680|dbj|AB179737.  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gi|37622236|gb|AY330102.1  GGGCTGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gi|37622232|gb|AY330100.1  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gi|26080262|gb|AF548347.1  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gi|26080258|gb|AF548345.1  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gi|26080254|gb|AF548343.1  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gi|11038551|gb|AF249301.2  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gi|108743908|gb|DQ537941.  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gi|47563680|dbj|AB179737.  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gi|226359415:2760431-2761  GCAGGCAGCCGGTGATCGTCAACCGCGATCGCAAGGGAAACTTCAATGTC  

gi|316994385:945850-94720  TTAACGATCCTGTATTAATTGTAAAAGATCGAAAAGAGAAGATCAAAGCT  

gb|CP001878.2|:945850-947  TTAACGATCCTGTATTAATTGTAAAAGATCGAAAAGAGAAGATCAAAGCT  

gi|237825726|gb|FJ032196.  GGGCCGATTCGGTGATCGTTTGCCGGGACAACTCCGGCCGCATCCAGGCG  

gb|GQ848233.3|:3483-4889   CCGAGGATCAGTTCATCGTCTGCCGCGACGAGGACGGCGAAATCCGCGGG  

gi|27531091:2395-3873 Ter  TGCAGGACTCTTTCATCGTCACCCGGGACGAGGAGGGCGAGATCCGGGCG  

gi|325961450:235907-23721  GGCCCTACTCGCTGATTGTGCTGCGCAACGACGACGGCGGCGTCAACGTC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   310       320       330       340       350     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGCGCTGAGAT  

gb|DQ846881.1|:4555-5967   CACCTCAATGCTTGCCGCCACCGCGGTATGCAGGTGTGCCGCGCGGAGAT  

gb|AF082663.3|:4123-5535   CACCTCAATGCTTGCCGCCACCGCGGTATGCAGGTGTGCCGCGCGGAGAT  

gi|47563680|dbj|AB179737.  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGCGCTGAGAT  

gi|37622236|gb|AY330102.1  CTGTCCAATTCCTGTTCGTTTGCCGGGACAACTCCG-GCCGCATCCAGGC  

gi|37622232|gb|AY330100.1  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGCGCTGAGAT  

gi|26080262|gb|AF548347.1  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGGGCGGAGAT  

gi|26080258|gb|AF548345.1  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGCGCTGAGAT  

gi|26080254|gb|AF548343.1  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGCGCTGAGAT  

gi|11038551|gb|AF249301.2  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGCGCTGAGAT  

gi|108743908|gb|DQ537941.  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGCGCTGAGAT  

gi|47563680|dbj|AB179737.  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGCGCTGAGAT  

gi|226359415:2760431-2761  CTGCTGAACCGGTGCCGCCACCGCGGGGCCAGCGTGTGCGAGGTGCCCAA  

gi|316994385:945850-94720  TACCTAAATTCATGTACTCACCGTGGAACGCAACTATGTACAGCTGAT-C  

gb|CP001878.2|:945850-947  TACCTAAATTCATGTACTCACCGTGGAACGCAACTATGTACAGCTGAT-C  

gi|237825726|gb|FJ032196.  CTGTCCAATTCTTGTCGCCACCGTGGTGCGCTCGTGTGCCGCGCTGAGAT  

gb|GQ848233.3|:3483-4889   CACCTCAACGCTTGCCGCCACCGCGGTATGCAGGTGTGCCGCGCGGAGAT  

gi|27531091:2395-3873 Ter  CACTTCAACATGTGCCTGCACCGCGGGATGCAGGTGTGCCGGGCGGAGAT  

gi|325961450:235907-23721  CTGCACAACGTGTGCCGCCACCGCGGTGCCCGGGTCCTGACCGAGTCCGC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   360       370       380       390       400     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gb|DQ846881.1|:4555-5967   GGGGAACACCTCACA-CTTCCGATGCCCTTACCACGGTTGGACCTACAGC  
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gb|AF082663.3|:4123-5535   GGGGAACACCTCACA-CTTCCGATGCCCTTACCACGGTTGGACCTACAGC  

gi|47563680|dbj|AB179737.  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gi|37622236|gb|AY330102.1  GCTGTCCAATTCCTGTCTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gi|37622232|gb|AY330100.1  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gi|26080262|gb|AF548347.1  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gi|26080258|gb|AF548345.1  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gi|26080254|gb|AF548343.1  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gi|11038551|gb|AF249301.2  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gi|108743908|gb|DQ537941.  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gi|47563680|dbj|AB179737.  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gi|226359415:2760431-2761  GGGCAA-GGCGAACGGCTTCACCTGCCCGTATCACAGCTGGTCGTACGCC  

gi|316994385:945850-94720  GCGGAAAGAAAAAAACGTTTACCTGTCCTTACCATGGATGGAGTTACAAT  

gb|CP001878.2|:945850-947  GCGGAAAGAAAAAAACGTTTACCTGTCCTTACCATGGATGGAGTTACAAT  

gi|237825726|gb|FJ032196.  GGGAAACACCGCGCA-CTTCCAATGCCCGTACCACGGCTGGGTGTACAGC  

gb|GQ848233.3|:3483-4889   GGGGAACGCCTCACA-CTTCCGGTGCCCGTACCACGGCTGGACCTACAGC  

gi|27531091:2395-3873 Ter  GGGCAACGCCTCGCA-CTTCCGCTGCCCGTACCACGGCTGGTCCTACCGC  

gi|325961450:235907-23721  CGGCTCCACCG-GTAACCTCGTCTGCGGCTACCACTCCTGGACCTATTCC  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   410       420       430       440       450     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGAGTGAGGCCTATCCCGG  

gb|DQ846881.1|:4555-5967   AACACGGGAAGTCTGGTCGGTGTTCCGGCCGGCAAGGATGCGTATGGCAA  

gb|AF082663.3|:4123-5535   AACACGGGAAGTCTGGTCGGTGTTCCGGCCGGCAAGGATGCGTATGGCAA  

gi|47563680|dbj|AB179737.  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGACGGAGGCCTATCCCGG  

gi|37622236|gb|AY330102.1  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGAGTGAGGCCTATCCCGG  

gi|37622232|gb|AY330100.1  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGAGTGAGGCCTATCCCGG  

gi|26080262|gb|AF548347.1  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGACGGAGGCCTATCCCGG  

gi|26080258|gb|AF548345.1  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGAGTGAGGCCTATCCCGG  

gi|26080254|gb|AF548343.1  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGACGGAGGCCTATCCCGG  

gi|11038551|gb|AF249301.2  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGAGTGAGGCCTATCCCGG  

gi|108743908|gb|DQ537941.  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGAGTGAGGCCTATCCCGG  

gi|47563680|dbj|AB179737.  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGACGGAGGCCTATCCCGG  

gi|226359415:2760431-2761  CTCGACGGACGTCTGCGCGGAATCCC---CTACCCCGACGGCTACGACGA  

gi|316994385:945850-94720  TTAGATGGAGAATTGGTTGGTATCGTTGCAGGGAATAAAGTATACGGTGA  

gb|CP001878.2|:945850-947  TTAGATGGAGAATTGGTTGGTATCGTTGCAGGGAATAAAGTATACGGTGA  

gi|237825726|gb|FJ032196.  AACACCGGAGAGCTCGTCGGCGTGCCGGCGATGACGGAGGCCTATCCCGG  

gb|GQ848233.3|:3483-4889   AACACGGGAAGTTTGGTCGGCGTGCCGGCCGGCAAGGACGCGTACGGCAA  

gi|27531091:2395-3873 Ter  AATGACGGGCGGATCGTCGGCCTCCCATTCCACCAAGACGCTTACGGCGG  

gi|325961450:235907-23721  CCCGAGGGCAACCTGATCCACGCCTC---CGCCCCCGGCG---AAGCCAA  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   460       470       480       490       500     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gb|DQ846881.1|:4555-5967   TC--AGCTGAAGAAATCCGACTGGAACCTACGGCCGATG----CCGAATC  

gb|AF082663.3|:4123-5535   TC--AGCTGAAGAAATCCGACTGGAACCTACGGCCGATG----CCGAATC  

gi|47563680|dbj|AB179737.  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gi|37622236|gb|AY330102.1  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gi|37622232|gb|AY330100.1  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gi|26080262|gb|AF548347.1  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gi|26080258|gb|AF548345.1  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gi|26080254|gb|AF548343.1  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gi|11038551|gb|AF249301.2  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gi|108743908|gb|DQ537941.  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gi|47563680|dbj|AB179737.  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  
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gi|226359415:2760431-2761  GG--ATCTCGACAAGAAGGACCTGCCCCTGCAGAGCCTG-------CGAG  

gi|316994385:945850-94720  AG--AGATGTGTAAAGATGAGTGGGGACTCCGTGAGATT----CCACAAG  

gb|CP001878.2|:945850-947  AG--AGATGTGTAAAGATGAGTGGGGACTCCGTGAGATT----CCACAAG  

gi|237825726|gb|FJ032196.  CG--GCTTCGACAAGTCGCAGTGGGGATTACGTCACATC----CCCCATG  

gb|GQ848233.3|:3483-4889   TC--AGCTGAAGAAGTCCGACTGGAACCTGCGGCCGATG----CCGAACC  

gi|27531091:2395-3873 Ter  CGAGGCGGGGTTCAAGCGCAATGGGCAGCGCCTACTGCCAGCGCCTAACC  

gi|325961450:235907-23721  GT-----TCGACAAGAACTGCTTTGCCCTCAAGCGCGCC------CACGG  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   510       520       530       540       550     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  TCGACTCGTACGCCGGATACATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gb|DQ846881.1|:4555-5967   TGGCCAGCTACAAGGGCCTGATCTTCGGCTCGCTGGACCCGCATGCCGAT  

gb|AF082663.3|:4123-5535   TGGCCAGCTACAAGGGCCTGATCTTCGGCTCGCTGGACCCGCATGCCGAT  

gi|47563680|dbj|AB179737.  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gi|37622236|gb|AY330102.1  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gi|37622232|gb|AY330100.1  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gi|26080262|gb|AF548347.1  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gi|26080258|gb|AF548345.1  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gi|26080254|gb|AF548343.1  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gi|11038551|gb|AF249301.2  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gi|108743908|gb|DQ537941.  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gi|47563680|dbj|AB179737.  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gi|226359415:2760431-2761  TCGAGTCGTACGCCGGGATGATCTTCGCCAGCTTCAACCCCGACGTCGAA  

gi|316994385:945850-94720  TAGCAAGTTACCGCGGTATGGTATTTGGATGTTTAGATCCACATGCTGAG  

gb|CP001878.2|:945850-947  TAGCAAGTTACCGCGGTATGGTATTTGGATGTTTAGATCCACATGCTGAG  

gi|237825726|gb|FJ032196.  TCGACTCGTACGCCGGATTCATCTTCGGCAGCGTCGATCCGAAGGCGCCG  

gb|GQ848233.3|:3483-4889   TGGCCACCTACAAGGGCCTGATCTTCGGCTCGCTGGACCCGAACGCCGAT  

gi|27531091:2395-3873 Ter  TGGCGACCTACAACGGGTTGATCTTCGTGTCGCTGGACCCCGACGCGCCA  

gi|325961450:235907-23721  CCGCGAGGT-CGCCGGCCTGATCTTCGTCTGCATCG---CGGACG---AA  

gi|310976243|gb|HQ380297.  --------------------------------------CTGGAGGCCCCT  

 

                                   560       570       580       590       600     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gb|DQ846881.1|:4555-5967   TCGCTCGAGGACTACCTCGGCGACCTGAAGTTCTACCTCGATATTGTTCT  

gb|AF082663.3|:4123-5535   TCGCTCGAGGACTACCTCGGCGACCTGAAGTTCTACCTCGATATTGTTCT  

gi|47563680|dbj|AB179737.  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gi|37622236|gb|AY330102.1  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gi|37622232|gb|AY330100.1  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gi|26080262|gb|AF548347.1  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gi|26080258|gb|AF548345.1  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gi|26080254|gb|AF548343.1  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gi|11038551|gb|AF249301.2  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gi|108743908|gb|DQ537941.  AGCCTGACCGACTACCTCGGCGACACGACGTTCCACCTCGACCTCATTGC  

gi|47563680|dbj|AB179737.  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gi|226359415:2760431-2761  CCTCTCGACGACTTCCTCGGCGACGCGAAGGTGTGGATCGACCTGTTCAT  

gi|316994385:945850-94720  CCACTAGAGGATTATTTAGGGGATATGAAATGGTATTTTGATTTAATGCT  

gb|CP001878.2|:945850-947  CCACTAGAGGATTATTTAGGGGATATGAAATGGTATTTTGATTTAATGCT  

gi|237825726|gb|FJ032196.  AGCCTGACCGACTACCTCGGCGACACGACGTTCTACCTCGACCTCATTGC  

gb|GQ848233.3|:3483-4889   TCGCTGGAGGACTACCTCGGCGATATGAAGTTCTACCTCGATATTGTTCT  

gi|27531091:2395-3873 Ter  CCCCTGGAGGAGTTCCTCGGCGACTTCCGCTTCTACCTGGACTACTACAC  

gi|325961450:235907-23721  CCGCCAGCCGACTTCGACGAAACCGCCAAGATCT---TTGAGCCCTACCT  

gi|310976243|gb|HQ380297.  CCTCTTATGGACTATCTGGGTGACGCTGCTTGGTACCTGGAACCTATGTT  

 

                                   610       620       630       640       650     

~ Start of RHDα 

~ End of RHDα 

GP-524F 

GP-659R 

GP-662R 

 

GN-5952R 

 

 

GP-524F 

GP-659R 

GP-662R 
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                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCTATGGG  

gb|DQ846881.1|:4555-5967   GGACCGCAGTGACGCCGGACTGCAGGTCGTCGGCGCGCCGCAGCGTTGGG  

gb|AF082663.3|:4123-5535   GGACCGCAGTGACGCCGGACTGCAGGTCGTCGGCGCGCCGCAGCGTTGGG  

gi|47563680|dbj|AB179737.  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCGATGGG  

gi|37622236|gb|AY330102.1  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCGATGGG  

gi|37622232|gb|AY330100.1  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCGATGGG  

gi|26080262|gb|AF548347.1  GAAGAAGACAGCGGGCGGTCTGGAGGTGATGGGGGCACCGCATCGATGGG  

gi|26080258|gb|AF548345.1  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCGATGGG  

gi|26080254|gb|AF548343.1  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCGATGGG  

gi|11038551|gb|AF249301.2  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCGATGGG  

gi|108743908|gb|DQ537941.  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCGATGGG  

gi|47563680|dbj|AB179737.  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCGATGGG  

gi|226359415:2760431-2761  GAAGCAGGGCGCCGGCTACCCCATCAAGACCCAGGGCGAACACTGCTTCC  

gi|316994385:945850-94720  CGGAAGAAGTGATGATGGGATGGAAGTTATTGGGCTGCCTCAAAGGTGGA  

gb|CP001878.2|:945850-947  CGGAAGAAGTGATGATGGGATGGAAGTTATTGGGCTGCCTCAAAGGTGGA  

gi|237825726|gb|FJ032196.  GAAGAAGACAGCGGGCGGTCTGGAGGTGATAGGGGCACCGCATCGATGGG  

gb|GQ848233.3|:3483-4889   GGACCGCAGTGACGCCGGGTTGCAGGTCGTCGGCGCCCCGCAGCGGTGGG  

gi|27531091:2395-3873 Ter  CAAGCAGAGCGGCAGCGGCATCGAGCTGCGCGGCCCGCAGCGCTGGCGGG  

gi|325961450:235907-23721  GGCGCCCCACGATCTCTCAAAGACAAAGATTGCCTACCAGCAGAACATCA  

gi|310976243|gb|HQ380297.  CGAGCA---TTCCGGCGGTTTAGAACTGGTCGGTCCTCCCGGCAAGGTTG  

 

                                   660       670       680       690       700     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTCC  

gb|DQ846881.1|:4555-5967   TGATCGACGCGAACTGGAAGCTCGGTGCCGACAACTTTGTCGGCGACGCG  

gb|AF082663.3|:4123-5535   TGATCGACGCGAACTGGAAGCTCGGTGCCGACAACTTTGTCGGCGACGCG  

gi|47563680|dbj|AB179737.  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTTC  

gi|37622236|gb|AY330102.1  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTCC  

gi|37622232|gb|AY330100.1  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTCC  

gi|26080262|gb|AF548347.1  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTCC  

gi|26080258|gb|AF548345.1  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTCC  

gi|26080254|gb|AF548343.1  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTCC  

gi|11038551|gb|AF249301.2  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTCC  

gi|108743908|gb|DQ537941.  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTCC  

gi|47563680|dbj|AB179737.  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTTC  

gi|226359415:2760431-2761  GGTTCCGCGGGAACTGGAAGATCCAGTTGGAGAACACCACCGACGGC---  

gi|316994385:945850-94720  TAGCAAAAGCAAACTGGAAATCAACTGCCGAAAACTTTGCTGCAGATCCA  

gb|CP001878.2|:945850-947  TAGCAAAAGCAAACTGGAAATCAACTGCCGAAAACTTTGCTGCAGATCCA  

gi|237825726|gb|FJ032196.  TGATGTCAGCGAACTGGAAGACAGCCGCCGACAATTTTGTCGGCGACTCC  

gb|GQ848233.3|:3483-4889   TGGTCGACGCGAACTGGAAGCTCGGCGCAGACAACTTCGTCGGCGACGCC  

gi|27531091:2395-3873 Ter  TCAAG---GCCAACTGGAAGATCGGAGCGGAGAACTTTGCCGGCGACATG  

gi|325961450:235907-23721  TCGAAGAGGGCAACTGGAAGCTCGTCATGGAGAACAACCGTGAGTGC---  

gi|310976243|gb|HQ380297.  TGATCAGGGCCAACTGGAAGGCACCCGCGGAAAACTTTGTGGGAGATGCA  

 

                                   710       720       730       740       750     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  TACCACACCCTCTTTGCTCACCGCTCGATGGTCGAGCTAGGCATGGCGCC  

gb|DQ846881.1|:4555-5967   TATCACACCATGATGACCCACCGCTCGATGGTCGAGCTGGGGCTCGCCCC  

gb|AF082663.3|:4123-5535   TATCACACCATGATGACCCACCGCTCGATGGTCGAGCTGGGGCTCGCCCC  

gi|47563680|dbj|AB179737.  TACCACACCTTTTTTGTTCACCGCTCAATGGTCGAGCTAGGCATGGCGCC  

gi|37622236|gb|AY330102.1  TACCACACCCTCTTTGCTCACCGCTCGATGGTCGAGCTAGGCATGGCGCC  

gi|37622232|gb|AY330100.1  TACCACACCCTCTTTGCTCACCGCTCGATGGTCGAGCTAGGCATGGCGCC  

gi|26080262|gb|AF548347.1  TACCACACCCTCTTTGCTCACCGCTCGATGGTCGAGCTAGGCATGGCGCC  

gi|26080258|gb|AF548345.1  TACCACACCCTCTTTGCTCACCGCTCGATGGTCGAGCTAGGCATGGCGCC  

gi|26080254|gb|AF548343.1  TACCACACCCTCTTTGCTCACCGCTCGATGGTCGAGCTAGGCATGGCGCC  
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gi|11038551|gb|AF249301.2  TACCACACCCTCTTTGCTCACCGCTCGATGGTCGAGCTAGGCATGGCGCC  

gi|108743908|gb|DQ537941.  TACCACACCCTCTTTGCTCACCGCTCGATGGTCGAGCTAGGCATGGCGCC  

gi|47563680|dbj|AB179737.  TACCACACCTTTTTTGTTCACCGCTCAATGGTCGAGCTAGGCATGGCGCC  

gi|226359415:2760431-2761  TACCACTTCCCGATCGTGCACCGCTCCTGGATGTCGTCCG--TCGACGCC  

gi|316994385:945850-94720  TACCATGTTCAAACCACCCATAGATCAACGGTAGAAATGGGAATAAGCCC  

gb|CP001878.2|:945850-947  TACCATGTTCAAACCACCCATAGATCAACGGTAGAAATGGGAATAAGCCC  

gi|237825726|gb|FJ032196.  TACCACACCCTCTTTGCTCACCGCTCGATGGTCGAGCTAGGCATGGCGCC  

gb|GQ848233.3|:3483-4889   TACCACACCCTGATGACCCACCGCTCGATGGTCGAGCTGGGGCTCGCCCC  

gi|27531091:2395-3873 Ter  TACCACACGCCGCAGACCCACACCTCGGTGGTGGAGATCGGGCTGTT--C  

gi|325961450:235907-23721  TACCACTGC---GACGGCCACCCTGAGCTGGCCTGCTCCCTCTTCCCCAC  

gi|310976243|gb|HQ380297.  TACCACGTGGGTTGGACGCACGCGTCTTCGCTTCGCTCGGG---GGAGTC  

 

                                   760       770       780       790       800     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CGGTGACCCAAACTCCGCGAGCGCACCAGCGGAGATCTCGCTGCAGA--A  

gb|DQ846881.1|:4555-5967   GCCCGACCCGCAGTTCGC--GCTCTATGGCGAACACATCCACACCGGGCA  

gb|AF082663.3|:4123-5535   GCCCGACCCGCAGTTCGC--GCTCTATGGCGAACACATCCACACCGGGCA  

gi|47563680|dbj|AB179737.  CGGTGACCCAAACTTCGCAAGCGCACCAACGGAAATCTCGCTGCAGA--A  

gi|37622236|gb|AY330102.1  CGGTGACCCAAACTTCGCGAGCGCACCAGCGGAAATCTCGCTGCAGA--A  

gi|37622232|gb|AY330100.1  CGGTGACCCAAACTTCGCGAGCGCACCAGCGGAGATCTCGCTGCAGA--A  

gi|26080262|gb|AF548347.1  CGGTGACCCAAACTTCGCGAGCGCACCAGCGGAGATCTCGCTGCAGA--A  

gi|26080258|gb|AF548345.1  CGGTGACCCAAACTTCGCGAGCGCACCAGCGGAAATCTCGCTGCAGA--A  

gi|26080254|gb|AF548343.1  CGGTGACCCAAACTTCGCGAGCGCACCAGCGGAAATCTCGCTGCAGA--A  

gi|11038551|gb|AF249301.2  CGGTGACCCAAACTTCGCGAGCGCACCAGCGGAGATCTCGCTGCAGA--A  

gi|108743908|gb|DQ537941.  CGGTGACCCAAACTTCGCGAGCGCACCAGCGGAAATCTCGCTGCAGA--A  

gi|47563680|dbj|AB179737.  CGGTGACCCAAACTTCGCAAGCGCACCAACGGAAATCTCGCTGCAGA--A  

gi|226359415:2760431-2761  GAAACCGCCGACATGCTCTCCTTCATGACCGACGACAACGCCGTCACGCA  

gi|316994385:945850-94720  TGAAGATCCGTTATACGCT-GGATATGGTCATCAA-GTTGTAATGGATAA  

gb|CP001878.2|:945850-947  TGAAGATCCGTTATACGCT-GGATATGGTCATCAA-GTTGTAATGGATAA  

gi|237825726|gb|FJ032196.  CGGTGACCCAAACTTCGCGAGCGCACCAGCGGAAATCTCGCTGCAGA--A  

gb|GQ848233.3|:3483-4889   GCCCGACCCGCAGTTCGC--GCTCTACGGAGAGCACGTCCACACCGAGCA  

gi|27531091:2395-3873 Ter  CGGGAGCCCAAGGCCGAGAAGCGCAAGGACGGGG--CCACCTACTGG--G  

gi|325961450:235907-23721  CTGGGGCCTGACGG----------AGGGCCTGATCCCGCCGCATCTTGAG  

gi|310976243|gb|HQ380297.  TATCTTCTCGTCGCTCGCTGGCAATGCGGCG-----CTCCCACCTGA---  

 

                                   810       820       830       840       850     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CGGCCAC-GGCGTCGGCGTACTC----GGCTTTCCGCCCACG--CTCGCC  

gb|DQ846881.1|:4555-5967   CGGGCAC-GGCCTGGGTATCATT----GGTCCGCCGCCGGGT---ATGCC  

gb|AF082663.3|:4123-5535   CGGGCAC-GGCCTGGGTATCATT----GGTCCGCCGCCGGGT---ATGCC  

gi|47563680|dbj|AB179737.  CGGCCAC-GGGGTCGGCGTACTC----GGCTTTCCGCCCACG--CTTGCC  

gi|37622236|gb|AY330102.1  CGGCCAC-GGCGTCGGCGTACTC----GGCTTTCCGCCCACG--CTCGCC  

gi|37622232|gb|AY330100.1  CGGCCAC-GGCGTCGGCGTACTC----GGCTTTCCGCCCACG--CTCGCC  

gi|26080262|gb|AF548347.1  CGGCCAC-GGCGTCGGCGTACTC----GGCTTTCCGCCCACG--CTCGCC  

gi|26080258|gb|AF548345.1  CGGCCAC-GGCGTCGGCGTACTC----GGCTTTCCGCCCACG--CTCGCC  

gi|26080254|gb|AF548343.1  CGGCCAC-GGCGTCGGCGTACTC----GGCTTTCCGCCCACG--CTCGCC  

gi|11038551|gb|AF249301.2  CGGCCAC-GGCGTCGGCGTACTC----GGCTTTCCGCCCACG--CTCGCC  

gi|108743908|gb|DQ537941.  CGGCCAC-GGCGTCGGCGTACTC----GGCTTTCCGCCCACG--CTCGCC  

gi|47563680|dbj|AB179737.  CGGCCAC-GGGGTCGGCGTACTC----GGCTTTCCGCCCACG--CTTGCC  

gi|226359415:2760431-2761  CGCTCTC-GGCAACGGTCACAGC------GTCGCCATCATGG---TCCCC  

gi|316994385:945850-94720  TGCACAT-GGTATTAATGTCATC-----ACTTCAAAAACGGG---CCGGT  

gb|CP001878.2|:945850-947  TGCACAT-GGTATTAATGTCATC-----ACTTCAAAAACGGG---CCGGT  

gi|237825726|gb|FJ032196.  CGGCCAC-GGCGTCGGCGTACTC----GGCTTTCCGCCCACG--CTCGCC  

gb|GQ848233.3|:3483-4889   CGGTCAC-GGCCTGGGCATCATC----GGTCCGCCGCCGGGT---ATGCC  

gi|27531091:2395-3873 Ter  CGGGCGCCGGGGGCGGGACGACCTACAAGCTCCCCGAGGGCGACCTCGAC  

gi|325961450:235907-23721  GAAGTGT-GGGACCGGAACAAGC-----AGGCCCAGTCCTCC--CTCGAG  
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gi|310976243|gb|HQ380297.  -AGGCGCAGGCTTGCAAATGACC------TCCAAATACGGCAGCGGCATG  

 

                                   860       870       880       890       900     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gb|DQ846881.1|:4555-5967   G--TTGCCGGAGTTCATGGGCCTTCCGGA-GAACATCGTTGAAGAGTTGG  

gb|AF082663.3|:4123-5535   G--TTGCCGGAGTTCATGGGCCTTCCGGA-GAACATCGTTGAAGAGTTGG  

gi|47563680|dbj|AB179737.  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gi|37622236|gb|AY330102.1  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gi|37622232|gb|AY330100.1  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gi|26080262|gb|AF548347.1  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gi|26080258|gb|AF548345.1  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gi|26080254|gb|AF548343.1  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gi|11038551|gb|AF249301.2  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gi|108743908|gb|DQ537941.  GATTTTCCCGAGTACGAGGGATACCCCGG-CGAAGTCGTCGACCAGATGG  

gi|47563680|dbj|AB179737.  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gi|226359415:2760431-2761  GAGCACGTCGATCTCG------ACCACGA-CGACGGCAGCGAGAAGATTC  

gi|316994385:945850-94720  CTAGGGCAAAGTATCAAGGGATGCCTGAATCGATGTGGCCGAT--GTTTG  

gb|CP001878.2|:945850-947  CTAGGGCAAAGTATCAAGGGATGCCTGAATCGATGTGGCCGAT--GTTTG  

gi|237825726|gb|FJ032196.  GATTTTCCCGAGTACGAGGGATACCCCGA-CGAAGTCGTCGACCAGATGG  

gb|GQ848233.3|:3483-4889   G--CTGCCGGAGTTCATGGGCATGCCGGA-GAACATCGTCGAGGAGTTGG  

gi|27531091:2395-3873 Ter  GAACGGCTGCGCTACGTCGGGTATCCGCA-GGAAATGGTGGACCGGATGA  

gi|325961450:235907-23721  GAGCGTTGCCGCCGCTACGGCCTTCCCTA-CGAGGTGGTGGAGCAGCTTG  

gi|310976243|gb|HQ380297.  GGTGTGTTGGGGGACG---GATATTCAGGTGTGCATAG-CGCAGACTTGG  

 

                                   910       920       930       940       950     

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAG  

gb|DQ846881.1|:4555-5967   AACGTCGGCTCACGCCGGAGCAGGTCGAAATCTTCCGGCCCACTGCCTTC  

gb|AF082663.3|:4123-5535   AACGTCGGCTCACGCCGGAGCAGGTCGAAATCTTCCGGCCCACTGCCTTC  

gi|47563680|dbj|AB179737.  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAT  

gi|37622236|gb|AY330102.1  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAT  

gi|37622232|gb|AY330100.1  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAT  

gi|26080262|gb|AF548347.1  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAG  

gi|26080258|gb|AF548345.1  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAT  

gi|26080254|gb|AF548343.1  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAT  

gi|11038551|gb|AF249301.2  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAT  

gi|108743908|gb|DQ537941.  CGACGTCCTACCCGTC--GCCGGTGCACAAGGACCTGATGCGACGCTCAT  

gi|47563680|dbj|AB179737.  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAT  

gi|226359415:2760431-2761  AGGCGCGTTTCG-ACCACATCGTCGAGGAACTGTCGAAGACGATGCCCGC  

gi|316994385:945850-94720  AGAGGAATTTATCATCAGAACA--AAGAGATATACTAGAGCG--GGTTAC  

gb|CP001878.2|:945850-947  AGAGGAATTTATCATCAGAACA--AAGAGATATACTAGAGCG--GGTTAC  

gi|237825726|gb|FJ032196.  CGACGTCCTACCCGTC--GCCGGTACACAAGGACCTGATGCGACGCTCAT  

gb|GQ848233.3|:3483-4889   GGCGTCGGCTCACGCCGGAGCAGGTCGAGATCTTCCGGCCCAATGCCTTC  

gi|27531091:2395-3873 Ter  AGCAGCATTTGTCGTCCGATCAGCTCAAGGTTATCGGCGACGACGGCTTC  

gi|325961450:235907-23721  ACACCCGCATTGCCGGAATCCGTATTTCACGGGAATCACTCGATGGCGAG  

gi|310976243|gb|HQ380297.  TTCCGGAATTGATGGC--ATTCGGAGGCGCAAAGCAGGAAAG--GCTGAA  

 

                                   960       970       980       990       1000    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gb|DQ846881.1|:4555-5967   --ATC-----CATGGCACC-GTGTTCCCGAATCTATCGATCGGCAACT-T  

gb|AF082663.3|:4123-5535   --ATC-----CATGGCACC-GTGTTCCCGAATCTATCGATCGGCAACT-T  

gi|47563680|dbj|AB179737.  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gi|37622236|gb|AY330102.1  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gi|37622232|gb|AY330100.1  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  
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gi|26080262|gb|AF548347.1  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gi|26080258|gb|AF548345.1  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gi|26080254|gb|AF548343.1  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gi|11038551|gb|AF249301.2  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gi|108743908|gb|DQ537941.  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gi|47563680|dbj|AB179737.  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gi|226359415:2760431-2761  CGACCAGGTCCGCCGCATC-GTCCGCTCGA------TGCACGGTGCCG-G  

gi|316994385:945850-94720  AGTTTTTGTCGGTGGGGTT----TACCCTAATCTTTCCTTCGTCAGCCCT  

gb|CP001878.2|:945850-947  AGTTTTTGTCGGTGGGGTT----TACCCTAATCTTTCCTTCGTCAGCCCT  

gi|237825726|gb|FJ032196.  --CCTTTATTCACGGCACC-GTGTTCCCGAATTTGTCGTTCATCAACG-T  

gb|GQ848233.3|:3483-4889   --ATC-----CATGGCACC-GTGTTCCCGAATCTGTCGATCGGCAACT-T  

gi|27531091:2395-3873 Ter  --ATGATCAGCGCGGCGTCTATCTACCCGAACCTTTCCCTCGTGCACA--  

gi|325961450:235907-23721  -GGTGAGTCATTCTCCGCTGACGGGCGCAGGCTTTCCAAGAAGCTGCTTG  

gi|310976243|gb|HQ380297.  CAAAGAAATTGGCGATGTT--CGCGCTCGGATTTATCGCA-GCCACCTCA  

 

                                   1010      1020      1030      1040      1050    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  GACCATCGCGCCGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gb|DQ846881.1|:4555-5967   CCTGATGGGGAAGGAAAGCCTCTCTACTGCAACT-GCATTCCTGACGCTG  

gb|AF082663.3|:4123-5535   CCTGATGGGGAAGGATCACCTCTCTGCGCCGACT-GCATTCCTGACGCTG  

gi|47563680|dbj|AB179737.  GACCCTCGCGCAGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gi|37622236|gb|AY330102.1  GACCCTCGCGCAGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gi|37622232|gb|AY330100.1  GACCCTCGCGCAGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gi|26080262|gb|AF548347.1  GACCATCGCGCCGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gi|26080258|gb|AF548345.1  GACCCTCGCGCAGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gi|26080254|gb|AF548343.1  GACCCTCGCGCAGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gi|11038551|gb|AF249301.2  GACCCTCGCGCAGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gi|108743908|gb|DQ537941.  GACCCTCGCGCAGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gi|47563680|dbj|AB179737.  GACCCTCGCGCAGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gi|226359415:2760431-2761  GTTCAAC-CTCAACATCTTCCCCAACGTCGCGATGTCGATGTCGTTCTTC  

gi|316994385:945850-94720  ATTCATGGAACAGAGGGGTATTTG----CATAATTATCTTAAT----TTC  

gb|CP001878.2|:945850-947  ATTCATGGAACAGAGGGGTATTTG----CATAATTATCTTAAT----TTC  

gi|237825726|gb|FJ032196.  GACCCTCGCGCAGGACCACATGTCGCCCCCTACC-CCCTTCATCACGTTC  

gb|GQ848233.3|:3483-4889   CCTGATGGCCAGGGATCACCTCTCCCCGCCGTCG-CCGTTCCTGACGCTG  

gi|27531091:2395-3873 Ter  ACTGGCCGCGGGTGGCCGACTCCGAGAACGTGCTGCCCTTCATCTCTATC  

gi|325961450:235907-23721  GT--GACTTGCGGGACTTCCGTCTTGGCCGCTGC-TCGATGCACCTGCAG  

gi|310976243|gb|HQ380297.  GCTGCACCGTTTTCCCGAACAACAGCATGCTGACCTGCTCGGGTGTTTTC  

 

                                   1060      1070      1080      1090      1100    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  

gb|DQ846881.1|:4555-5967   CGCCTCTGGCATCCGCTCGGACCGGACAAGATGGAGGTGATGTCTTTCTT  

gb|AF082663.3|:4123-5535   CGCCTCTGGCATCCGCTCGGACCGGACAAGATGGAGGTGATGTCTTTCTT  

gi|47563680|dbj|AB179737.  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  

gi|37622236|gb|AY330102.1  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  

gi|37622232|gb|AY330100.1  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  

gi|26080262|gb|AF548347.1  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  

gi|26080258|gb|AF548345.1  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  

gi|26080254|gb|AF548343.1  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  

gi|11038551|gb|AF249301.2  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGGTCCTCTCCTGGTT  

gi|108743908|gb|DQ537941.  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  

gi|47563680|dbj|AB179737.  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  

gi|226359415:2760431-2761  CGCGTCCTGCGGCCCATCGCGGTCGACGAGACCGAGATCCGGCACATCGC  

gi|316994385:945850-94720  AGAGTGTGGAGACCGCTTGGGCCAGATAAAGTCGAAGTATGGTGCTGGTT  

gb|CP001878.2|:945850-947  AGAGTGTGGAGACCGCTTGGGCCAGATAAAGTCGAAGTATGGTGCTGGTT  

gi|237825726|gb|FJ032196.  CGGGTATGGCATCCGCTCTCCCATGATCGGATGGAGATCCTCTCCTGGTT  
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gb|GQ848233.3|:3483-4889   CGCCTCTGGCACCCGCTCGGACCGGACAAGATGGAGGTGATGTCGTTCTT  

gi|27531091:2395-3873 Ter  CGGCAGTGGCAGCCGATCAGCGAGGATGAGACCGAGGTGCTGTCGTGGTT  

gi|325961450:235907-23721  CCCAACAGCTGGTTCCATTTCCTTGGCGACCACGTCATCACGTTCGGTGT  

gi|310976243|gb|HQ380297.  AAAGTATGGAACCCGATCGACGCATACACCACCGAGGTCTGGACCTACGC  

 

                                   1110      1120      1130      1140      1150    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gb|DQ846881.1|:4555-5967   CCTCGTGGAGAAGGACGCACCCGATTGGTTCAAGGACGAGAGCTATAAGT  

gb|AF082663.3|:4123-5535   CCTCGTGGAGAAGGACGCACCCGATTGGTTCAAGGACGAGAGCTATAAGT  

gi|47563680|dbj|AB179737.  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gi|37622236|gb|AY330102.1  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gi|37622232|gb|AY330100.1  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gi|26080262|gb|AF548347.1  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gi|26080258|gb|AF548345.1  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gi|26080254|gb|AF548343.1  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gi|11038551|gb|AF249301.2  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gi|108743908|gb|DQ537941.  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gi|47563680|dbj|AB179737.  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gi|226359415:2760431-2761  CCTCGGTATGGACGGCGGGCCGGAGATCGTCAACCGGGAACGCCTCCGGA  

gi|316994385:945850-94720  CTTGATTGATAAAAATGCTCCCAAAGAATACAAGGATAATGCTTATAAAG  

gb|CP001878.2|:945850-947  CTTGATTGATAAAAATGCTCCCAAAGAATACAAGGATAATGCTTATAAAG  

gi|237825726|gb|FJ032196.  CCTGGTCGAACGCGATGCTCCGGAATGGTTGCGCGATGCGTCCCAGGCGT  

gb|GQ848233.3|:3483-4889   CCTCGTCGAGAAGGAGGCGCCCGACTGGTTCAAGGACGAGAGCTACAAGG  

gi|27531091:2395-3873 Ter  CGCCGTCGACGCCGAGGCGCCGGAGGAGTTTAAGGCGTTGTCCTACAAGG  

gi|325961450:235907-23721  CTTCCCCATCAACGAACACCAGAGCCTCGTGCGCACCACGTGGCTGGTGG  

gi|310976243|gb|HQ380297.  CTTTGTCGAAAAAGACATGCCTGAGGATCTCAAGCGCCGCTTGGCCGACT  

 

                                   1160      1170      1180      1190      1200    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gb|DQ846881.1|:4555-5967   CCTACCTGCGCACCTTCGGAATCTCCGGCGGCTTCGAACAGGACGACGCC  

gb|AF082663.3|:4123-5535   CCTACCTGCGCACCTTCGGAATCTCCGGCGGCTTCGAACAGGACGACGCC  

gi|47563680|dbj|AB179737.  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gi|37622236|gb|AY330102.1  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gi|37622232|gb|AY330100.1  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gi|26080262|gb|AF548347.1  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gi|26080258|gb|AF548345.1  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gi|26080254|gb|AF548343.1  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gi|11038551|gb|AF249301.2  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gi|108743908|gb|DQ537941.  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gi|47563680|dbj|AB179737.  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gi|226359415:2760431-2761  TCCACGAACACTTCCAGGGCCCGTTCGGGTTCGGCAGCCCCGACGATTCC  

gi|316994385:945850-94720  GCTATCTAGGGTCATTTGGACCAACAGGAACACTCGAGCAAGACGATACA  

gb|CP001878.2|:945850-947  GCTATCTAGGGTCATTTGGACCAACAGGAACACTCGAGCAAGACGATACA  

gi|237825726|gb|FJ032196.  CCTACGTCAACAACTTCGGCCCAGGTGGGGTTTTCGAACAGGACGACGCC  

gb|GQ848233.3|:3483-4889   CCTACCTGCACACCTTCGGGATCTCCGGTGCCTTCGAACAGGACGACGCC  

gi|27531091:2395-3873 Ter  CGTACTTGATGTGCTTCGGCTCGACAGGCATGTTCGAGCAGGATGACGTG  

gi|325961450:235907-23721  CTGACG---ACGCCGTGGAAGGCGTCGACTACGACCTGGAGAAGCTCACC  

gi|310976243|gb|HQ380297.  CTGTTCAGCGAACGTTCGGGCCTGCTGGCTTCTGGGAAAGCGACGACAAT  

 

                                   1210      1220      1230      1240      1250    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  GAGGCATGGAA------GGCCATCACCGAATCTG--TCCAGGGCCCGTT-  

gb|DQ846881.1|:4555-5967   GAGAACTGGCGCAGCATCACCCGTGTTATGGGCGGCCAGTTCGCCAAGAC  

gb|AF082663.3|:4123-5535   GAGAACTGGCGCAGCATCACCCGTGTTATGGGCGGCCAGTTCGCCAAGAC  
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gi|47563680|dbj|AB179737.  GAGGCATGGAA------GGCCATCACCGAATCTG--TCCAGGGCCCGTT-  

gi|37622236|gb|AY330102.1  GAGGCATGGAA------GGCCATCACCGAATCTG--TCCAGGGCCCGTT-  

gi|37622232|gb|AY330100.1  GAGGCATGGAA------GGCCATCACCGAATCTG--TCCAGGGCCCGTT-  

gi|26080262|gb|AF548347.1  GAGGCATGGAA------GGCCATCACCGAATCTG--TCCAGGGCCCGTT-  

gi|26080258|gb|AF548345.1  GAGGCATGGAA------GGCCATCACCGAATCTG--TCCAGGGCCCGTT-  

gi|26080254|gb|AF548343.1  GAGGCATGGAA------GGCCATCACCGAATCTG--TCCAGGGCCCGTT-  

gi|11038551|gb|AF249301.2  GAGGCATGGAA------GGCCATCACCGAATCTG--TGCAGGGCCCGTT-  

gi|108743908|gb|DQ537941.  GAGGCATGGAA------GGCCATCACCGAATCTG--TCCAGGGCCCGTT-  

gi|47563680|dbj|AB179737.  GAGGCATGGAA------GGCCATCACCGAATCTG--TCCAGGGCCCGTT-  

gi|226359415:2760431-2761  GAGGCCTGGGAC--CGGGTCCAGCGCGGCTCCCG----TGGCGCCCCCGG  

gi|316994385:945850-94720  GAGACTTGGGC------TAGGATTGTTGAAGTCAG---CGGGGCAACGA-  

gb|CP001878.2|:945850-947  GAGACTTGGGC------TAGGATTGTTGAAGTCAG---CGGGGCAACGA-  

gi|237825726|gb|FJ032196.  GAGGCATGGAA------GGCCATCACCGA---------------------  

gb|GQ848233.3|:3483-4889   GAGAACTGGCGCAGTATCACCCATGTTCTGGGTGGTCAGTTCGCCAAGAC  

gi|27531091:2395-3873 Ter  GAGAACTGGGTCTCTCTGACCAACACCGCGGCCGGCTCCATGGCCCGCCG  

gi|325961450:235907-23721  TACACCTGGAA-------GCAAACGAACCTGCAGGACAAGGCGTTCGTGG  

gi|310976243|gb|HQ380297.  GACAATATGGAAA--CAGCTTCGCACAACGGCAAGAAATATCACTCAAGA  

 

                                   1260      1270      1280      1290      1300    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gb|DQ846881.1|:4555-5967   CGGGGAACTCAACTATCAGATGGGCCGCGGCGTTCTCGAACCCGATCCGA  

gb|AF082663.3|:4123-5535   CGGGGAACTCAACTATCAGATGGGCCGCGGCGTTCTCGAACCCGATCCGA  

gi|47563680|dbj|AB179737.  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gi|37622236|gb|AY330102.1  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gi|37622232|gb|AY330100.1  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gi|26080262|gb|AF548347.1  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gi|26080258|gb|AF548345.1  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gi|26080254|gb|AF548343.1  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gi|11038551|gb|AF249301.2  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gi|108743908|gb|DQ537941.  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gi|47563680|dbj|AB179737.  --CGCCGGTGAA-GGCCTGCTGAACTAC---GAAATGGGCATGGACTTGA  

gi|226359415:2760431-2761  AATGCCGATCAT------GGTGAACCGC---GGCCTGAACCGCGAAGC-A  

gi|316994385:945850-94720  --TGATGCGCAACAAAGAATTAAATTATAATAATGTTAGTAATTATTTAA  

gb|CP001878.2|:945850-947  --TGATGCGCAACAAAGAATTAAATTATAATAATGTTAGTAATTATTTAA  

gi|237825726|gb|FJ032196.  --------------------------------------------------  

gb|GQ848233.3|:3483-4889   AGGGGAACTCAACTACCAGATGGGGCGCGGCGTTCACGAGCCCGACCCGA  

gi|27531091:2395-3873 Ter  ACTGCGGTTGAACAGCCGGATGGGCATCCTTGAGGACGACACTGAGGTGA  

gi|325961450:235907-23721  AACTCTGCCAGC------AGGGTGCCGG--CAGCCCCGCCTACGAGCCTG  

gi|310976243|gb|HQ380297.  GATAGTGATCTG----CTTTCAAACCTT---GGTTTCGGTGAGGACGT-A  

 

                                   1310      1320      1330      1340      1350    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gb|DQ846881.1|:4555-5967   ACTGGAC-CGGACCG--GGAGAGGCCTACCCACTGGACTACGCCGAGGCT  

gb|AF082663.3|:4123-5535   ACTGGAC-CGGACCG--GGAGAGGCCTACCCACTGGACTACGCCGAGGCT  

gi|47563680|dbj|AB179737.  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gi|37622236|gb|AY330102.1  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gi|37622232|gb|AY330100.1  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gi|26080262|gb|AF548347.1  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gi|26080258|gb|AF548345.1  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gi|26080254|gb|AF548343.1  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gi|11038551|gb|AF249301.2  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gi|108743908|gb|DQ537941.  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gi|47563680|dbj|AB179737.  CTCCGC---TCACCG------------ACTGGCCAGGGCCGGGAGAGGCC  

gi|226359415:2760431-2761  CTCGACA--GCAACG------------GACACCGCACGTCGCACGTCACC  
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gi|316994385:945850-94720  TGGGCTTTTCTAATGTAGAAGTTGATCATACCTTTACAGGTCCTGGGGTT  

gb|CP001878.2|:945850-947  TGGGCTTTTCTAATGTAGAAGTTGATCATACCTTTACAGGTCCTGGGGTT  

gi|237825726|gb|FJ032196.  --------------------------------------------------  

gb|GQ848233.3|:3483-4889   ACTGGCC-CGGACCC--GGGGAGGCCTACCCGATGGACTACGCCGAGGCC  

gi|27531091:2395-3873 Ter  TCCCGCAGCTCACCGTCGAGCAGTTTCACGGTCCGGGGTCGGCGCACACC  

gi|325961450:235907-23721  GTCCCTACATGAAGA---------GCGAATACCAGGTGGAGGCATTCATC  

gi|310976243|gb|HQ380297.  TACGGCGACGCGGTCT-----ATCCAGGCGTCGTCGGCAAATCGGCGATC  

 

                                   1360      1370      1380      1390      1400    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gb|DQ846881.1|:4555-5967   AACCAGCGCAACTTCCTCGAATACTGGATGCAGCTCATGCTCGCGGAGTC  

gb|AF082663.3|:4123-5535   AACCAGCGCAACTTCCTCGAATACTGGATGCAGCTCATGCTCGCGGAGTC  

gi|47563680|dbj|AB179737.  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gi|37622236|gb|AY330102.1  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gi|37622232|gb|AY330100.1  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gi|26080262|gb|AF548347.1  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gi|26080258|gb|AF548345.1  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gi|26080254|gb|AF548343.1  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gi|11038551|gb|AF249301.2  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gi|108743908|gb|DQ537941.  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gi|47563680|dbj|AB179737.  CTCCCGAGCGGGTACGCCGAGCA---GAATCAGCGGCGGTTTTGGGGGAG  

gi|226359415:2760431-2761  GACGAAACCGGAATGCGCGAG-----GCCTACGCAATGTGGAAGAGGATG  

gi|316994385:945850-94720  G-CTTACCCGACGACATATTGTGATGCCCTATCTAGAAGAATGCATGAAC  

gb|CP001878.2|:945850-947  G-CTTACCCGACGACATATTGTGATGCCCTATCTAGAAGAATGCATGAAC  

gi|237825726|gb|FJ032196.  --------------------------------------------------  

gb|GQ848233.3|:3483-4889   AACCAGCGCAACTTCCTCGAATACTGGATGCAGCTCATGCTCGCGGACAC  

gi|27531091:2395-3873 Ter  GGCTACAGCGAGTACAACCAGCG---GGCACTGCT-CAGCCGCTGGGCCG  

gi|325961450:235907-23721  AACTGGTACGTGCAGCGCGTGCAGGAGCACTTGGCATGA-----------  

gi|310976243|gb|HQ380297.  GGCGAGACCAGTTAT-----------------------------------  

 

                                   1410      1420      1430      1440      1450    

                           ....|....|....|....|....|....|....|....|....|....| 

gi|27657414|emb|AJ494745.  ATGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gb|DQ846881.1|:4555-5967   ACCGCTGCGCGACGGCAACAGCAACGGCAGTGGCACGGCGGACGCGTCGA  

gb|AF082663.3|:4123-5535   ACCGCTGCGCGACGGCAACAGCAACGGCAGTGGCACGGCGGACGCGTCGA  

gi|47563680|dbj|AB179737.  ATGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gi|37622236|gb|AY330102.1  ATGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gi|37622232|gb|AY330100.1  GTGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gi|26080262|gb|AF548347.1  ATGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gi|26080258|gb|AF548345.1  ATGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gi|26080254|gb|AF548343.1  ATGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gi|11038551|gb|AF249301.2  ATGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gi|108743908|gb|DQ537941.  ATGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gi|47563680|dbj|AB179737.  ATGGCTGGAATACATGGGT--CAGCCTCCCGCATTCGGCGGGCGTGCTTG  

gi|226359415:2760431-2761  ATGACCGATGAGCACTGA--------------------------------  

gi|316994385:945850-94720  ATTGGCTCGATTTACTGACTAAGCCAAGTCGTGTAGAGGAGGCAAGTCGA  

gb|CP001878.2|:945850-947  ATTGGCTCGATTTACTGACTAAGCCAAGTCGTGTAGAGGAGGCAAGTCGA  

gi|237825726|gb|FJ032196.  --------------------------------------------------  

gb|GQ848233.3|:3483-4889   ACCGCTGCACGCCGGCAACAGCAACGGCAACGGCAAGGTGGA------GA  

gi|27531091:2395-3873 Ter  ACGACCTGGAAACGCCGAT--GTCCATCGTGGCCACGGTCGAGGTGGGTG  

gi|325961450:235907-23721  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   1460      1470      1480      1490      1500    

                           ....|....|....|....|....|....|....|....|....|....| 
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gi|27657414|emb|AJ494745.  A-------------------------------------------------  

gb|DQ846881.1|:4555-5967   CCCCGGCGGCAGCTAAGTCCAAGTCCCCAGCTAAAGCGGAGGCGTAG---  

gb|AF082663.3|:4123-5535   CCCCGGCGGCAGCTAAGTCCAAGTCCCCAGCTAAAGCGGAGGCGTAG---  

gi|47563680|dbj|AB179737.  A-------------------------------------------------  

gi|37622236|gb|AY330102.1  A-------------------------------------------------  

gi|37622232|gb|AY330100.1  A-------------------------------------------------  

gi|26080262|gb|AF548347.1  A-------------------------------------------------  

gi|26080258|gb|AF548345.1  A-------------------------------------------------  

gi|26080254|gb|AF548343.1  A-------------------------------------------------  

gi|11038551|gb|AF249301.2  A-------------------------------------------------  

gi|108743908|gb|DQ537941.  A-------------------------------------------------  

gi|47563680|dbj|AB179737.  A-------------------------------------------------  

gi|226359415:2760431-2761  --------------------------------------------------  

gi|316994385:945850-94720  TGA-----------------------------------------------  

gb|CP001878.2|:945850-947  TGA-----------------------------------------------  

gi|237825726|gb|FJ032196.  --------------------------------------------------  

gb|GQ848233.3|:3483-4889   CATCGGCGCCGGCCTCCCCCAAGACCCCAGCGAAAGCGGAGGCGTAGATG  

gi|27531091:2395-3873 Ter  GACCGCGGGAGGGCGCCCAGGACGCCTCCGCGAAAATCTC----------  

gi|325961450:235907-23721  --------------------------------------------------  

gi|310976243|gb|HQ380297.  --------------------------------------------------  

 

                                   1510  

                           ....|....|.... 

gi|27657414|emb|AJ494745.  --------------  

gb|DQ846881.1|:4555-5967   --------------  

gb|AF082663.3|:4123-5535   --------------  

gi|47563680|dbj|AB179737.  --------------  

gi|37622236|gb|AY330102.1  --------------  

gi|37622232|gb|AY330100.1  --------------  

gi|26080262|gb|AF548347.1  --------------  

gi|26080258|gb|AF548345.1  --------------  

gi|26080254|gb|AF548343.1  --------------  

gi|11038551|gb|AF249301.2  --------------  

gi|108743908|gb|DQ537941.  --------------  

gi|47563680|dbj|AB179737.  --------------  

gi|226359415:2760431-2761  --------------  

gi|316994385:945850-94720  --------------  

gb|CP001878.2|:945850-947  --------------  

gi|237825726|gb|FJ032196.  --------------  

gb|GQ848233.3|:3483-4889   AGTACGCAGACACA  

gi|27531091:2395-3873 Ter  --------------  

gi|325961450:235907-23721  --------------  

gi|310976243|gb|HQ380297.  --------------  

 

 


