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IGHV1-69 SLE1
QVQLVOSGAEVKKPGSSVKVSCKASGGTFSSYTISWVRQAPGQGLEWMGRIIPILGIANYAQKFQGRVT ITADKSTSTAYMELSSLRSEDTAVYYCAR

IGHV1-69 SLE2
QVQLVOSGAEVKKPGSSVKVSCKASGGTFSSYTISWVRQAPGQGLEWMGRIIPILGIANYAQKFQGRVT ITADKSTSTAYMELSSLRSEDTAVYYCAR

IGHV1-69 SLE3
QVQLVOSGAEVKKPGSSVKVSCKASGGTFSSYTISWVRQAPGQGLEWMGRIIPILGIANYAQKFQGRVT ITADKSTSTAYMELSSLRSEDTAVYYCAR

IGHV1-69 SLE4
QVQLVOSGAEVKKPGSSVKVSCKASGGTFSSYTISWVRQAPGQGLEWMGRIIPILGIANYAQKFQGRVT ITADKSTSTAYMELSSLRSEDTAVYYCAR
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IGHV1-69 SLES
QVQLVQSGAEVKKPGSSVKVSCKASGGTFSSYTISWVRQAPGQGLEWMGRIIPILGIANYAQKFQGRVTITADKSTSTAYMELSSLRSEDTAVYYCQB

IGHV1-69 SLE6
QVQLVOSGAEVKKPGSSVKVSCKASGGTFSSYTISWVRQAPGQGLEWMGRIIPILGIANYAQKFQGRVT ITADKSTSTAYMELSSLRSEDTAVYYCAR

IGHV3-7 SLE1
EVQLVESGGGLVQPGGSLRLSCAASGETFSSYWMSWVRQAPGKGLEWVANIKQDGSEKYYVDSVKGRETISRDNAKNSLY LOMNSLRAEDTAVYYCAR
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IGHV3-7 SLE2
EVQLVESGGGLVQPGGSLRLSCAASGETFSSYWMSWVRQAPGKGLEWVANIKQDGSEKYYVDSVKGRETISRDNAKNSLY LOMNSLRAEDTAVYYCAR

IGHV3-7 SLE3
EVQLVESGGGLVQPGGSLRLSCAASGETFSSYWMSWVRQAPGKGLEWVANIKQDGSEKYYVDSVKGRETISRDNAKNSLY LOMNSLRAEDTAVYYCAR
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IGHV3-7 SLE5
EVQLVESGGGLVQPGGSLRLSCAASGETFSSYWMSWVRQAPGKGLEWVANIKQDGSEKYYVDSVKGRETISRDNAKNSLY LOMNSLRAEDTAVYYCAR

IGHV3-7 SLE6

EVQLVESGGGLVQPGGSLRLSCAASGETFSSYWMSWVRQAPGKGLEWVANIKQDGSEKYYVDSVKGRETISRDNAKNSLY LOMNSLRAEDTAVYYCAR
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IGKV2-28 SLE1
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQOKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTP

IGKV2-28 SLE2
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQOKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTP

IGKV2-28 SLE3
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQOKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTP

IGKV2-28 SLE4
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQOKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTP

IGKV2-28 SLES
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQOKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTP
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IGKV2-28 SLE6
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQOKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTP
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IGKV3-20 SLE1
EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSP

IGKV3-20 SLE2
EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSP

IGKV3-20 SLE3
EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSP

IGKV3-20 SLE4
EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSP
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IGKV3-20 SLES
EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSP
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IGKV3-20 SLE6
EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSP
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Heavy joining peptides
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Kappa joining peptides
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Supplementary figure 1. De novo sequencing of affinity-purified anti-SmD IgGs from 6 patients with systemic lupus erythematosus (SLE) reveals clonal restriction
with common heavy (H)- and light (L)- chain variable (V)- and joining (J)- regions. A. IGHV1-69 gene family usage. B. IGHV3-7 gene family usage. C. IGKV2-28
gene family usage. D. IGKV3-20 gene family usage. A number of public V-region mutations were identified which are tabulated by proteomic heat map in Figure 3.
A number of privately mutated peptides within each affinity-purified anti-SmD IgG sample were also sequenced. E. Sequencing of J-regions reveals an IGHJ4, IGHJ6,
1GKJ2, and IGKJ4. Dots indicate homology with the germline sequence derived from the InMunoGeneTics database; mutations divergent from germline are indicated

in text; germline complementary determining regions are underlined; - indicates deletion; spaces indicate areas of incomplete sequence.



