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Supporting Information Fig. 1

 Donor Gender Age ANA ANCA HIV DTP HBV MMR Flu

hd1 M 42 / / / X X X nd

hd2 M 51 / / / X X nd nd

hd3 F 51 / / / X X nd nd

hd4 F 25 / / / X X X nd
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M, male; F, female; ANA, antinuclear antibodies; ANCA, anti-neutrophil cytoplasmic antibodies; HIV, human 

immunodecifiecy virus satus; DTP, diphteria-tetanus-pertussis vaccine; HBV, hepatitis B virus vaccine MMR, 

meascles-mumps-rubella vaccine; Flu, influenzae vaccine; nd, not determined.

Supporting Information Fig. 1. Characteristics of healthy donors and 

memory B cells. (A) Table provides clinicobiological information for the 

four healthy donors. (B) Flow cytometry plots show the staining of donors’ 

PBMC with anti-CD19, anti-CD27 and anti-IgA fluorescently labeled 

antibodies used for single B-cell sorting. IgA+ memory B cells were identi-

fied as IgA+CD27+CD19+ cells in the lymphocyte/singlet gate.  IgG+ 

memory B cells were identified as IgG+CD27+CD19+ cells using the same 

strategy but with an anti-IgG antibody (data not shown).
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Supporting Information Fig. 2. Immunoglobulin gene repertoire of IgA+ and IgG+ memory B-cell antibodies. (A) IgH V and J gene usages, 

CDR3 length and CDR3 positive charge numbers from IgA+ memory B-cell antibodies in hd1 to hd4 compared to IgG+ memory B-cell 

antibodies from hd2 and hd4 (hd2/4), and historical data (Hist.) [15, 17]. The number of antibody sequences analyzed is indicated in the 

center of each pie chart. The average of IgH CDR3 length is indicated above each histogram. p-values indicated below the pie charts or histo-

grams and the lines were calculated by comparison to the total hd2/hd4 IgG+ control antibodies (hd2/4) and IgG+ antibodies from the same 

donor (for hd2 and hd4), respectively. (B) Same as in (A) but for IgL ț/Ȝ usage, VL and JL gene usages for Igț and IgȜ. (C) Dot plots show 

the number of mutations in VH, Vț and VȜ genes in IgA+ memory B cell and IgG+ control antibodies as shown in (A). The average number 

of mutations in VH, Vț and VȜ genes is indicated below each dot plot. The p-values were determined by comparison to IgG+ memory B-cell 

antibodies from hd-2 and hd4 (hd2/4), and from the same donor (for hd2 and hd4) using unpaired student’s t-test with Welch’s correction. All 

comparisons were statistically non significant unless indicated with a red star. The numbers of mutations in IgA+ genes were also compared 

with the same statistical test to historical data for IgG+ memory antibodies (Hist.) [15, 17]. *, p<0.05; **, p<0.01; ***, p<0.001; ****, 

p<0.0001. (D) Circos plots comparing the frequency of VțJț and VȜJȜ  rearrangements, and VH-VL associations between IgA+ and IgG+ 

memory B-cell antibodies from hd1-hd4 individuals.



Supporting Information Fig. 3

A B

E

Supporting Information Fig. 3. Production of recombinant IgA and IgG memory antibodies. (A) Bar graphs comparing the frequency of 

putative N-glycosylation sites (PNGS) theoretically presents (defined as N-(X)-T/S) in immunoglobulin heavy- and light-chain (IgH and 

IgL) between IgA+ and IgG+ memory B-cell antibodies (n=297 and n=70, respectively). Groups were compared using Fisher’s Exact test. 

ns, not significant. (B) same as in (A) but comparing polyreactive (P) and non polyreactive (NP) IgA+ and IgG+ memory B-cell antibodies 

(n=251 and n=61, respectively). (C) same as in (B) but comparing autoreactive (A) and non autoreactive (NA) IgA+ and IgG+ memory 

B-cell antibodies. (D) Infrared immunoblotting showing the reactivity of anti-human IgG antibodies (Į-IgG, red) and lectin from 
Triticum vulgaris (wheat) (green) against native IgG (n=5) and IgG-expressed IgA (n=6) antibodies displaying different number of PNGS 

in IgH (from 0 to 2). L, protein ladder indicating molecular masses. (E) Silver-stained SDS-PAGE gel showing IgA memory antibodies 

produced as IgG (IgG-expressed IgAs) and native IgA  molecules (n=15 for each). L, protein ladder indicating molecular masses. IgG, 

purified monomeric 10-1074 HIV-1 IgG antibody used as control; mIgA, purified monomeric 10-1074 HIV-1 IgA antibody used as 

control; dIgA, purified dimeric 10-1074 HIV-1 IgA antibody used as control [22]. *, monomeric immunoglobulins; **, dimeric immuno-

globulins. (F) FPLC chromatogram showing the protein distribution (monomers and dimers) of the purified IgA memory antibodies 

produced as native IgA (red) and IgG (IgG-expressed IgAs, green) molecules (n=5 for each) after size exclusion chromatography (SEC). 

The x axis shows the elution volume (eV) required to obtain the values of absorption units at 280 nm (mAU) indicated on the y axis. The 

proportion of dimeric/multimeric immunoglobulins is indicated above the corresponding SEC pic.
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Supplementary Table 1. Immunoglobulin gene repertoire and reactivity of IgA+ and IgG+ memory B-cell antibodies.

hd1 - IgA memory antibodies

mAb name VH DH JH (-) CDR3 (aa) (+) Length VHmut PNGS αα1/αα2 κκ/λλ Vκκ//λλ Jκκ//λλ CDR3 Length Vκκ/λλmut PNGS KLH dsDNA Insulin LPSPoly HEp-2

1-117 3-23 2-15/-21 6 1 RVAIRLSGWAYGMDV 2 15 30 0 α2 κ 2-28 5 MQALKGPIT 9 10 1 X / X X X X

1-122 3-23 2-15/5-12/3-22 4 2 RDVRGSGHTFDY 3 12 13 0 α1 κ 3-11 4 QQRSSWPIT 9 7 0 / / / / / /

1-134 4-31 2-2 4 1  RTRSYYFDY 2 10 12 1 α1 λ 1-40 2/3 QSYDSSLSGPVV 12 11 0 / / / / / /

1-143 3-23 1-26 6 3 EVGQSGRWYVDMDV 1 14 25 0 α1 λ 1-47 2/3 AAWDDRLSVVA 11 17 0 / / / / / /

1-145 3-48 6-6/-13 4 2 DAAWVKFDS 0 9 23 0 α2 λ 2-14 2 TSYTTRSLVI 10 8 0 / / / / / X

1-146 1-8 3-3/-10 6 1 AGVSYYYGMDV 0 11 30 0 α1 λ 3-21 3 QVWDSSTELRV 11 11 0 / / / / / /

1-155 4-61 4-11/3-3 4 1 GVGTTNFEY 0 9 18 0 α2 κ 1-39 4 QQSYGTPLT 9 13 0 / / / / / X

1-160 1-2 6-13 4 1 GRAVLTIPTAGTPLFDY 1 17 6 0 α2 κ 3-20 4 QHYGSSPLT 9 5 0 / / / / / /

1-168 3-23 1-26 4 1 SQGILGATFLPYFDS 0 15 19 0 α1 λ 1-51 3 GTWDTSLSVWM 11 10 0 X / / / / X

1-170κ 3-23 3-3 6 3  WALLEWFVDGMDV 0 13 19 0 ND κ/λ 1-39 2 QQSYSTPYT 9 0 0 X X X X X X

1-170λ 1-40 3 QSYDSSLSGWV 11 7 0 X X X X X X

1-171 1-46 6-13/2-2 6 2 DPFRGAAAPTGHYYYGMDV 2 19 9 1 α1 κ 3-20 2 QQYGSQPYT 9 13 0 / / / / / /

1-180 3-23 3-22 2 4 DMDYYDSSGLAYWYFDL 0 17 15 0 α1 κ 1-9 3 QQLNTYPP 8 9 0 / / / / / /

1-182 3-23 1-7 4 1 GQSTGNYLFHFDS 1 13 26 0 α2 κ 3-15 4 QQYNDWPLT 9 11 0 / / / / / /

1-193 4-59 3-16 5 3 AEADYLSGGLDR 1 12 15 1 α1 κ 4-1 1 HQYKGSPRT 9 12 0 / / / / / /

1-194 1-2 3-3/2-15/2-21 4 2 EAFIAQGIRISDY 1 13 22 0 α1 κ 1-39/1D-39 1 QQIYGFPRT 9 25 0 X X X / X X

1-205 3-23 3-22 5 2 KYYSDSTRHYGNWFDP 3 16 9 0 α2 κ 3-15 1 QQYNNWPLA 9 3 0 / / / / / /

1-208 1-69 2-8 3 1 YQITVGVLNAFDV 0 13 28 1 α2 κ 1-27 3 QKYDMAPFT 9 18 0 X X X X X X

1-211 3-53 3-3/-16 4 1 HYRGNNLLEF 2 10 40 0 α1 κ 1-39/1D-39 4 QQSFRTPLT 9 33 0 X X X X X X

1-212 1-18 2-2/3-3/3-16  4 1 ALLAYTTSRVFDY 1 13 8 0 α1 κ 1-39/1D-39 3 QQSYSTPFT 9 8 0 / / / / / /

1-215 3-30 3-3 6 1  PSLAYGGTYYYAMDV 0 15 20 0 α1 λ 1-40 1 QSYDSSLSGFV 11 5 0 / / / / / /

1-217 3-23 5-5/-18 5 1 TGPRGGYVDS 1 10 17 0 α1 κ 3-15 1 HQYNNWLWT 9 3 0 / / / / / /

1-219 4-59 6-13 5 1 GPAAAGWFDP 0 10 3 1 α1 κ 3-11 4 HQRSNWPLT 9 7 0 / / X / / /

1-221 3-23 5-5/-18 4 0 VWAMVFHY 1 8 28 0 α1 κ 3-20 4 QQYGSSLFT 9 15 0 / / / / / /

1-227 3-23 3-10 4 1  PGSRRYPAPFDY 2 12 9 0 α2 κ 3-20 4 QQYGSSPLT 9 7 0 / / / / / X

1-228 1-2 3-3 1 2 GSAEWSGYYWGAWEHFQH 2 18 7 0 α1 λ 1-44 2/3 AAWDNSLSGSVV 12 6 0 / / / / / X

1-231k 3-48 5-24 4 2 GGPKWLQYNEIDY 1 13 7 0 α2 κ/λ 3-15 1 QQYNNRHWT 9 0 1 / / X / / X

1-231λ 1-47 3 AAWDDSLSGWV 11 28 1 ND ND ND ND ND ND

1-232 3-23 5-12/-5/-18 4 1 VLTWTLFDY 0 9 22 0 α1 κ 3-15 4 QQYRNWPLT 9 19 1 / / / / / X

1-234 5-51 3-3 6 2 LDWSGYHMDV 1 10 8 0 α1 λ 1-40 3 QSYDSSLSGSRV 12 6 0 / / / / / /

1-235 5-51 5-5/-18 6 2 REGYNYGFGMDV 1 12 8 0 α1 κ 1-12 2 QQSSSFPQN 9 7 0 X X X X X X

1-239 3-74 1-26  5 0 GGTPGA 0 6 22 0 α2 κ 3-15 2 QQYNDWPYT 9 7 0 X X X X X X

1-242 3-33 2-2 5 2 DPSRIGGYCGSINCYPYNLFDP 1 22 12 0 α1 λ 1-51 3 GTWDGSLSVPV 11 11 0 / / / / / /

1-244 1-46 3-16 4 4 DYVNSEDLNFDY 0 12 29 0 α1 κ 2-28/2D-28 1 MQSLQTPWT 9 5 0 / / / / / /

1-249 3-9 4-11/-4  5 3 DKDNSNFVSAWFDP 1 14 14 0 α1 κ 3-11 3 QQRSSWPFT 9 7 0 / / / / / /

1-250 4-61 1-7 2 3 DQLELRFRSYWYFDL 2 15 8 1 α2 κ 1-39 2 QQSYTKPYT 9 3 0 / / / / / /

1-253 3-48 3-16 6 1 GGGLYYYYGMDV 0 12 20 0 α1 κ 3-20 2 QQYGNSPLYT 10 3 0 X X X X X X

1-258k 3-30 6-13 4 2 DGAMGRSWYGFDY 1 13 28 1 α1 κ/λ 1D-8 1 QQYYSFPR 8 ND 0 ND ND ND ND ND ND

1-258λ 1-47 3 ATWDDSLSGWV 11 13 0 / / / / / /

1-259 1-46 6-6/-13/-19 6 2 GGTYSRPEGFYFYGMDV 1 17 16 0 α1 κ 4-1 2 QQYYSAPYT 9 9 0 / / / / / /

1-266 3-53 3-10 3 2 LLGEGAFDI 0 9 15 0 α1 κ 2-28/2D-28 2 MQALQTPYI 9 4 0 / / / / / /

1-270 1-2 2-21 5 2  VAYCATDCSRPLNWFDP 1 17 17 0 α2 λ 2-11 2/3 CSYAGSSFWV 10 8 0 / / / / / /

1-276 3-23 2-8 4 2 DRWTTVAVMVQPAHDY 2 16 23 0 α1 λ 1-44 1 AAWDDSLSGLYV 12 8 0 X / / / / X

1-281 4-31 2-21  4 2 DCAGDCHYV 1 9 41 1 α1 κ 3-20 1 QQYDSSPQT 9 19 0 / / / / / /

1-282 3-15 6-19/-25 4 2 EEAAGVGCH 1 9 20 0 α2 κ 1-5 1 QEYNTYWT 8 14 0 / / / / / /

1-284 3-30 6-13/-19/-10  6 3 DDSSSVYQYYGMDV 0 14 27 0 α1 λ 1-51 3 GRWDRTLSVWI 11 18 0 / / / / / /

1-288 3-21 1-1  4 1  VGINWSSDY 0 9 20 1 α1 κ 1-9 1 QQVNTYPWT 9 11 0 / / / / / /

1-334 3-33 6-13 5 2 DWQYSSSWFDS 0 11 8 0 α1 λ 2-23 2/3 CSYAGSSHMV 10 9 1 / / / / / /

1-340 3-48 3-10 6 2 NVDRFYYNGMDV 1 12 27 0 α1 κ 2-28/2D-28 5 MQALQTPSIT 9 11 0 / / / / / /

1-342 4-61 5-24 2 2  WQLSDWYFDL 0 10 12 1 α1 λ 1-44 3 AAWDDSLSGWL 11 12 0 X / / / / /

1-345 3-7 6-6 4 0  SRGRPY 2 6 2 0 α2 κ 3-20 1 QQYGSSPWT 9 1 0 / / / / / /

1-348 4-34 1-26 4 1 GPDRAKQGY 2 9 17 0 α1 κ 4-1 2 QQYYTLPRT 9 16 0 / / / / / /

1-351 4-4 2-8/3-16 4 2 GDRNGFFDY 1 9 23 1 α1 κ 4-1 1 QQYYTTPWT 9 9 0 / / / / / X

1-356 4-59 3-16 2 3  DQVGGDWYFDL 0 11 21 1 α1 λ 1-44 3 AAWDDSLNGHWV 12 16 0 / / / / / /

1-357 4-61 2-21 4 1 WDAYCGGACYPSPGH 1 15 20 1 α2 κ 3-20 1 QQYGSSPWT 9 16 0 / / / / / /

1-365 3-33 1-26 2 3 GLWEERGFDL 1 10 8 0 α1 λ 2-14 3 SSYVSSSTLWV 11 10 0 / / / / / X

1-369 3-30 3-10/3-16 4 2 DKGVRYFDY 2 9 19 0 α2 κ 3-11 4 QQRSNWPPT 9 4 0 / / / / / /

1-384 4-59 2-15/2-21  4 2  LYDPWWFFDY 0 10 8 1 α1 κ 3-20 4 QQYDSSPQLT 10 3 0 / / / / / /

1-392 3-53 1-7/1-20/1-1  3 1 HAPWNNHALDI 2 11 12 0 α2 λ 1-40 1 QSYDSSVLNGYV 12 18 0 / / / / / /

1-393 3-23 1-26 6 1 PIVGAAQSAWYYGLDV 0 16 4 0 α1 κ 3-15/3D-15 5 QQYNNWPPIT 10 7 0 / / / / / /

1-396 3-9 6-19/6-25 4 3 DILSWGYSSSSGDFDY 0 16 4 0 α1 λ 2-14 2/3 SSYTSSNTVV 10 7 0 / / / / / /

hd2 - IgA memory antibodies

mAb name VH DH JH (-) CDR3 (aa) (+) Length VHmut PNGS αα1/αα2 κκ/λλ Vκκ//λλ Jκκ//λλ CDR3 Length Vκκ/λλmut PNGS KLH dsDNA Insulin LPSPoly HEp-2

2-101 3-30 6-6 4 2 DPPHFIAARTPYYFDY 2 16 8 0 α1 λ 2-14 1 SSYTSTDTFIV 11 6 0 / / / / / /

2-102 3-30 4-23 4 2 DRSPHTQTYGGNSVMDS 2 17 14 0 α1 κ 1-39 3 QQSFNTPQT 9 13 0 / / / / / /

2-103 1-2 1-1 5 1 LIYTTSKLLGWFDA 1 14 32 0 α1 κ 4-1 1 QQYYDTPPT 9 13 0 X X X X X X

2-104 3-30 2-2/6-6/3-16 4 2 EKLSRGSLIRGYFDY 3 15 26 0 α1 κ 3-20 1 QQYGSSFRT 9 8 0 ND ND ND ND ND ND

2-110k 3-74 3-3/-22 4 2 DVSGSIDY 0 8 16 0 α1 κ/λ 2-30 2 MQGSHWPYT 9 1 0 / / / / / /

2-110λ 3-21 2/3 QVWDSSSDHVV 11 5 0 / / / / / /

2-111 3-30 1-26 4 0 GMGGILY 0 7 17 1 α1 λ 2-14 2/3 ASYSDNNSVI 10 21 1 ND ND ND ND ND ND

2-115 3-64 3-10/5-12 4 1 VFGYYNSGTWRHYFDY 2 16 25 0 α2 κ 3-11 4 QQRTYWPPGIT 11 10 0 / / / / / /

2-120 5-a 3-10 3 3 LTLVRGVPLESDAFDI 1 16 8 0 α1 κ 3-20 1 QYYGSSPWT 9 9 0 X X X X X /

2-125 3-74 6-19 5 2 ERAVAGTGKLGFDP 2 14 7 0 α1 κ 4-1 2 QQYYGTPYT 9 6 0 / / / / / /

2-129 3-23 6-19 5 1  SSSGYYVFDR 1 10 23 0 α2 κ 1-39 4 QHSYTTPPT 9 25 0 ND ND ND ND ND ND

2-130 3-23 2-15 5 2  GHYCSASINCDNWFDP 1 16 17 0 α1 κ 2-28 1 MQALQSPPT 9 7 0 / / / / / /

2-134 4-39 1-1 4 3 ETESRPDN 1 8 29 0 α1 λ 2-14 2/3 SSHSTNIAPHVV 12 26 0 / / / / / /

2-135 3-23 3-9 4 2 VRWGSTYYDVLTGYQFDY 1 18 22 0 α1 λ 2-11/-8 2/3 CSYADTNTLV 10 12 0 X X X X X X

2-139 4-39 4-23 5 1 HETTVVAPLWSYNCFDP 1 17 20 1 α1 λ 2-14 2/3 SSYTSTSTLVV 11 11 0 X X X X X X

2-141 4-30 5-24 4 1 DMAY 0 4 30 1 α1 κ 1-39 2 QQSYTSHMYT 10 24 0 / / / / / /

2-142 3-30 3-16 6 1 AILGGLGHFSGMDV 1 14 27 0 α1 λ 2-23 3 CSYADSKTFV 10 20 0 X X X X X X

2-148 3-30 5-12/-24/6-25 4 2 DLQASFDY 0 8 5 0 α1 κ 2-30 4 MQGTHWPPT 9 2 0 / / / / / X

2-152 3-53 3-3 4 2 FFDALDY 0 7 20 0 α1 κ 3-15 2 HQYDNLPYT 9 20 0 ND ND ND ND ND ND

2-160 3-74 3-10 4 3  DDNYGSGIDY 0 10 24 0 α1 κ 2-30 1 MQGTQWPPWT 10 6 0 / / / / / /

2-169 1-18 6-13 4 2 DRRVGGSNSWGVDY 2 14 16 0 α1 κ 2-28 1 MQTLQTPGT 9 7 0 / / / / / /

2-181 5-51 3-3/6-6 4 1 HGAFSSRSTFADC 2 13 18 0 α1 κ 1-5 1 QQYNTYPWT 9 5 0 / / / / / /

2-187 3-23 3-16 4 3  FLGEWEQRGWWNFFDF 1 16 34 0 α2 κ 2-30 5 MQGRHWPIT 9 16 0 / / / / / /

2-189 4-31 6-6 4 1 DSYGNSSI 0 8 25 1 α1 κ 1-33 4 QQYHNLPLT 9 13 0 / / / / / /

2-192 1-2 3-22 6 2 WGDSTYYYYYFMDA 0 14 18 0 α1 κ 1-33 5 QHYDNLPTIT 10 14 0 / / / / / X

2-193 3-74 6-13 5 1 DQPHSWFAP 1 9 10 0 α1 λ 2-8 1 SSYADGNNFV 10 18 0 / / / / / /

2-196 3-49 3-16/1-1 4 2 EEGGRRYYFKY 3 11 19 0 α1 κ 3-11 4 QHRLNWPLS 9 14 0 / / / / / /

2-206 3-7 1-26/4-11/3-3 4 0 TSPGIQY 0 7 15 0 α1 λ 1-51 3 EAWDNRLSAGV 11 14 0 / / / / / /

2-211 3-9 6-19 5 2 DLGAGWTFRFDP 1 12 11 0 α1 κ 1-33 4 QQYDNLVT 8 7 0 ND ND ND ND ND ND

2-212 1-18 3-22 4 3 NGDYSDSAARKFDY 2 14 28 0 α1 κ 1-39 4 EQSFIAPPTF 10 26 0 / / / / / /

2-215 1-2 2-15 4 1 THGGYCSGGTCYGWTPFDY 1 19 18 0 α1 κ 1-17 5 LQHNSYPLT 9 10 0 X X X X X X

2-217 4-31 6-13/-19 4 2 AIAAAGTQDDGVLRY 1 15 30 2 α1 κ 3-15 5 QQYNQWPST 9 26 0 / / / / / /

2-225 3-66 6-6/-19/-25 2 1 NKNIAGNAWGGNWYFDL 1 17 12 0 α1 λ 2-8 2/3 SSYAGSRMV 9 9 0 X X X X X X

2-227 3-15 4-23 1 0 QGSFGGKFHH 3 10 24 0 α1 κ 2-28 5 MQALQTPIT 9 7 0 / / / / / /

2-231k 1-18 4-11/-4/3-16 4 2 GTALTTDAYFDY 0 12 14 0 α1 κ/λ 4-1 4 QQYYSSPLT 9 3 0 / / / / / X

2-231λ 2-8 2/3  SSHAGDYNLLL 11 18 0 X X X X X X

2-236 1-2 7-27/3-9/1-26 4 2 DPVGTLDSF 0 9 32 0 α1 λ 1-36 2/3 ATWDDSLNGPI 11 12 0 / / / / / X

2-237 3-9 3-10/-16 6 2 DMGSSGGYCMDV 0 12 10 0 α1 λ 1-44 3 ASWDDSLNGWV 11 17 0 / / X / / X

2-239 4-39 3-3 4 3 ERDFWTGYWPDQ 1 12 17 1 α1 κ 1-17 1 LQHSTHPWT 9 13 0 X X X X X X

2-240 4-34 3-3 6 1 AFCSGLNCFSTGGPAYYYSMDV 0 21 23 2 α1 λ 2-14 1 TSHSSI 6 14 0 / X / / / /

2-241 5-51 3-16 5 1 FGGPSLTHNWFDT 1 13 26 0 α1 λ 2-8 1 SSYAGSNNYV 10 8 0 / / / / / /

2-243 3-64 1-20/-1 4 2 TSAYSGNDYRFEN 1 13 28 0 α1 κ 1-39 5 QQSYSTPPT 9 20 0 / / / / / /

2-244 3-74 3-10 4 3 GDYGSGSYILEWSYFDY 0 17 24 0 α1 λ 2-14 2/3 SSYTSNTIPNVV 12 21 0 / / / / / /

2-247 1-8 5-5/-12/2-8 5 2 GHRKKPPTAWIQEMGWFDP 4 19 11 0 α1 κ 3-11 5 QQRSDWPIT 9 5 0 / / / / / /

2-249 3-23 3-16 6 4 GDGDRLYYDYYCMDV 1 15 17 0 α1 λ 1-44 3 ASWDDSPNGPQWV 13 12 0 ND ND ND ND ND ND

2-252 3-30 1-7/-20 3 2 ALKKVTGSHLDVFDL 3 15 24 0 α1 λ 2-14 2/3 SSYSSTNTRVV 11 23 0 / / / / / /

2-253 1-18 3-16 4 3 EFCDTTRCFGGDY 1 13 34 0 α1 λ 1-51 3 GTWHTTLTAGV 11 18 0 ND ND ND ND ND ND

2-255 3-23 3-16 4 3 DKSGDPSARFES 2 12 32 0 α1 λ 2-11 1 CSYAGSYRHV 10 12 0 / / / / / /

2-257 3-48 3-3/-10 4 2  TPREHGFYFEY 2 11 29 0 α2 κ 3-11 4 QQRTNWPLT 9 17 0 / / / / / /

2-263 3-23 2-21 3 2 WGRYCVGGGCRGTMIDAFDV 2 20 21 0 α1 κ 3-20 2 QHYGDSLYT 9 18 0 / / / / / /

2-264 3-7 3-3 6 3 DADFWSPYKRNFNYYMDV 2 18 24 0 α1 λ 1-44 1 GTWDDSLNGNV 11 15 0 / / / / / /

2-268 4-59 3-3 4 3 HPPDSADYIFRVVNYYFDY 2 19 18 1 α1 λ 2-14 1 TSYTSSSTYV 10 13 0 ND ND ND ND ND ND

2-279 3-21 6-19 3 2 DHSSDCLFTCASAFDI 1 16 10 0 α1 κ 3-15 4 QQYYDWPPLT 10 7 0 / / / / / /

2-281 1-18 3-9 4 6 ESLEDYDILPGYYRDYSYDF 1 20 32 0 α1 λ 1-51 2/3 GTWDNSLGAV 10 18 0 ND ND ND ND ND ND

2-284 4-39 3-10/-16 3 2 SPFMNRGLDVFDV 1 13 40 0 α1 κ 1-39 1 QQSDSFPWT 9 27 0 ND ND ND ND ND ND

2-288 4-39 6-19/-6 6 1 LGTYGYSNLWYGPLYHYAMDV 1 21 14 1 α1 λ 1-40 1 QSYDSSLSGYV 11 7 0 ND ND ND ND ND ND

2-294 3-53/-66 6-6/-25/-13 6 1 VHIAAPGIYLYYYMDV 1 16 49 0 α1 κ 3-11 3 QQRDNGPPL 9 33 0 X X X X X X

Heavy chain Light chain Polyreactivity

Heavy chain Light chain Polyreactivity



2-296 3-23 6-19-/3-16 4 2 NLRDGVAAYEY 1 11 13 0 α2 κ 1-33 5 QQDDDVSVT 9 17 0 / / / / / /

hd3 - IgA memory antibodies

mAb name VH DH JH (-) CDR3 (aa) (+) Length VHmut PNGS αα1/αα2 κκ/λλ Vκκ//λλ Jκκ//λλ CDR3 Length Vκκ/λλmut PNGS KLH dsDNA Insulin LPSPoly HEp-2

3-102 3-7 3-3/-10 4 2 LFFRDFPEGF 1 10 16 0 α2 κ 2-30 2 MQGTQWPYT 9 9 0 / / / / / /

3-103 3-74 3-10 4 1 DLVSGSGSLGY 0 11 20 0 α2 λ 2-14 2/3 SSYTSSYLVA 10 9 0 / / / / / /

3-104 3-9 6-13 6 2 DRGSWHTSYYHFGMDV 3 16 8 0 α1 λ 2-14 7 SSFTGNSNLGAV 12 12 0 / / / / / /

3-105 3-11 6-19 4 1 QSSGWFYFDS 0 10 14 0 α1 κ 3-20 4 QQYGSLLLT 9 6 0 / / / / / /

3-108 5-51 3-22 6 1 HGLSGCTSSGSCYLSFLYYGMDV 1 23 26 1 α2 κ 3-20 2 QQYGTSPYT 9 12 0 ND ND ND ND ND ND

3-110 3-30 5-12/6-19 5 2 EVNPPRGWLDP 1 11 12 0 α2 κ 2-28/2D-28 1 MQALQVWT 8 ND 0 ND ND ND ND ND ND

3-112 4-39 3-3/-9 6 2 GDTYYGLDV 0 9 51 1 α1 κ 1-9 5 LQVHTFPLT 9 34 0 / / / / / /

3-115 5-51 2-21 5 2 TAAWGGDYQNWFDS 0 14 19 0 α1 λ 1-44 2/3 AAWDVSLNGVA 11 17 0 / / / / / /

3-116 4-59 2-2 6 3 GGEIYCSRTSCPDYYYYGMDV 1 21 19 1 α1 κ 3-20 1 QQYGSSPWT 9 13 0 ND ND ND ND ND ND

3-121 5-51 2-15 3 1  SQALDL 0 6 21 0 α1 κ 1-5 2 QQYNTYST 8 17 0 / / / / / /

3-123 3-30 6-19 4 2 EGGSSGVAGYYDY 0 13 20 0 α2 κ 1-5 4 QQYSYFSGT 9 10 0 / / / / / /

3-127 3-7 3-3/1-7 4 1 APSVSAWRHFDF 2 12 21 0 α2 κ 2-28/2D-28 4 MQSLQIPVT 9 9 0 ND ND ND ND ND ND

3-129 4-39 3-10/-16 4 2 GEFPSSSDY 0 9 11 1 α1 λ 1-47 3 AAWDDSLSGV 10 6 0 / / / / / X

3-130 4-4 2-2/-15 4 2 GYDNARYQARGFDF 2 14 29 1 α2 κ 1D-33/1-33 2 QQYGHLPYT 9 18 0 / / / / / /

3-131 3-73 1-26/6-25 5 3 QVGLTDCYGSGCDNWFDP 0 18 19 0 α2 κ 3-15 1 QQYHSWWT 8 12 0 / / / / / /

3-132 3-33 3-10 3 2 DRAFGLPHPHPFDI 3 14 21 0 α2 κ 1-5 1 QQYATESFRT 10 9 0 / / / / / /

3-133 3-48 2-21/-8 6 2 AYVRGIGTDSYYYHGMDV 2 18 15 0 α2 κ 1D-33/1-33 2 QQYDYLPYT 9 9 0 / / / / / /

3-136 4-39 2-15/5-5/-18 3 2 WMVGRGADAFDI 1 12 40 1 α2 λ 1-47 2/3 ATWDDSLSSVV 11 17 0 / / / / / /

3-141 3-72 1-26 4 1 GGWYSGNQVYFDY 0 13 8 0 α2 κ 1-9 1 LQLNSYPLT 9 9 0 / / / / / /

3-143 3-48 2-15 4 2 DACSGGGCYLGFDY 0 14 4 0 α1 κ 1-27 2 LQAYTTPLNT 10 ND 0 ND ND ND ND ND ND

3-144 3-11 3-10 4 3 GRDYYGSEGYDY 1 12 15 0 α1 κ 2-30 2 MQTTHWPHT 9 13 0 / / / / / /

3-145 1-2 3-16 4 2 VPVNYDYIWGSYRYYFDK 2 18 23 0 α1 λ 2-14 1 SSYTSSTTQV 10 15 0 X X X / X X

3-147 3-7 7-27 5 2 DYNWGWDG 0 8 11 0 α2 λ 2-8 2/3 SSYAHNSY 8 13 0 ND ND ND ND ND ND

3-148 3-7 5-24 5 3 DFREWLQFANWFDP 1 14 24 0 α1 κ 3-11 1 QQRSNFWT 8 15 0 / / / / / /

3-149 3-74 1-7/5-12/5-5 4 2 ALLDQRGRDH 3 10 30 0 α2 λ 2-14 2/3 SSYSTGNILVL 11 29 0 / / / / / /

3-150 3-21 3-16 3 2 QPVSGAGDAFDL 0 12 50 0 α2 κ 1-9 4 QQVNDYPFT 9 36 0 / / / / / X

3-155 3-23 3-22 4 3 GLYIHDGYGYYYPGHYFDD 2 19 24 0 α1 λ 1-40 3 QSYDSNLIGSV 11 19 0 / X / / / X

3-156 5-51 3-22 4 3 VRDSSAFAEFDY 1 12 22 0 α1 λ 2-11 1 CSYAGGYTYV 10 19 0 / / / / / X

3-158 3-7 5-12/3-9 4 5 DSDDIDGVNFDY 0 12 31 0 α1 κ 3D-15 4 QQYHKWPPVT 10 12 0 ND ND ND ND ND ND

3-161 3-74 3-3 4 2 DVLEGVNY 0 8 18 0 α2 κ 3-15 3 QKYNNWPFT 9 8 0 / / / / / /

3-163 3-30 3-16 4 3  DPSGSADNTGYYLFDQ 0 16 35 0 α1 λ 1-44 3 VSWDDGLSAWV 11 20 0 / / / / / /

3-165 3-74 6-19/1-1/6-13 4 2 ESLPTGTRYFEY 1 12 40 0 α1 κ 3-15 3 HQYNSWPVT 9 15 0 X X X X X X

3-166 3-23 3-3 4 2  PYYDFSPDQ 0 9 11 0 α1 κ 2-30 4 MQGTHWPLT 9 5 0 / / / / / /

3-168 3-9 2-15/5-12 3 4 DIEWRTVVGSDAFDV 1 15 18 0 α1 λ 2-23 2/3 CSYAGRST 8 15 0 ND ND ND ND ND ND

3-169 3-15 3-3/3-9 3 4 GYYDNWHHGDDAFDI 2 15 19 0 α2 λ 2-14 2/3 SSYTGRNT 8 13 0 / / / / / /

3-171 4-38 2-21 4 3 DVRLYCGGDCYASDN 1 15 17 1 α2 κ 1-39/1D-39 1 QQSNSSPRT 9 11 1 / / / / / X

3-174 4-38 6-6/5-24/1-14 4 4 ETGAETEYFDY 0 11 8 1 α1 λ 2-11 2/3 CSYAGRYTYVL 11 5 0 / / / / / /

3-180 3-48 6-19 4 3 EGAAVAGKGDYCFDY 1 15 10 0 α2 λ 2-14 1 CSYTSRNPGYV 11 3 0 / / / / / /

3-183 4-4 3-16 5 1 GLPGGNHNMLTNYRNWFDP 2 19 15 2 α1 λ 1-44 3 STWDDSLNGPV 11 9 0 / / / / / X

3-184 1-2 2-21 4 4 DSPLSESDLDY 0 11 19 1 α2 κ 3-20 1 QQYHRSPRT 9 17 1 / / / / / /

3-186 3-30 6-13 4 2 TLDSAAGTMFDY 0 12 17 0 α1 λ 1-51 2/3 GTWDSSLGAVL 11 11 0 / / / / / /

3-187 3-74 3-22 2 2 MYYYDRSGYYGYFDL 1 15 15 0 α1 κ 1-5 2 QEYKTDYHT 9 19 0 / / / / / /

3-192 3-23 2-15 5 2 GSKGSCSGTRCYDLDL 2 16 24 0 α1 κ 3-20 5 QQYGTLIT 8 13 0 / / / / / /

3-195 3-49 3-16/2-8 4 2 GGRDLGYGSYVYYFDY 1 16 15 0 α2 κ 3-15 4 QQYNNWPPLT 10 8 0 / / / / / /

3-208 4-39 3-10 6 1 TGGSGLSYYSGMDV 0 14 23 1 α1 λ 1-47 3 GAWDESLSAWL 11 16 0 X / / / / X

3-210 4-59 6-19 4 2 DSPDSSGYYYHSN 1 13 14 1 α2 κ 1-16 3 QQYDTYPFT 9 11 0 / / / / / /

3-212 3-48 3-3/3-22 4 1 VKWFHIIDY 1 9 19 0 α2 λ 2-14 2/3 SSYTVSSTLV 10 13 0 X / / / / X

3-215 4-4 6-19/5-5/6-13 1 1 DAPTIATPGTHGYFQH 2 16 27 1 α1 κ 1-5 5 QQYNSYPIT 9 8 0 X X X X X X

3-216 4-31 3-3/-16 4 2 DLSAAYFDS 0 9 19 1 α1 λ 1-47 3 AAWDDSLSAVV 11 15 0 ND ND ND ND ND ND

3-218 3-23 3-22 4 3 TAPYYYDSYDYSILDF 0 16 22 0 α1 λ 1-44 7 AAWDDSLNGAV 11 11 0 / / / / / /

3-219 4-59 6-19 4 1 SPFNSSGWSWNYYFDH 0 16 24 0 α1 κ 1-5 1 QHYNSYPWT 9 5 0 ND ND ND ND ND ND

3-222 3-49 5-12/-5/-18 4 1 GSGRYKYGHAPLDF 3 14 7 0 α1 λ 1-36 3 AAWDDSLNGPV 11 7 0 / / / / / /

3-223 4-61 6-19 1 1  VGYKSGWYGNVFDHFQQ 2 17 13 1 α1 λ 2-23 2/3 CSYAGRVI 8 13 0 / / / / / /

3-224 3-53 5-5/-18/3-10 6 3 RSVPSIGPTPMDDYYYYAMDV 1 21 20 0 α1 κ 1-5 1 QQYNTYSTWT 10 17 0 X X X X X X

3-228 3-23 6-19/3-3 6 2 DGSGWQSLTHFYYHGIDV 2 18 33 1 α2 κ 3-15 4 QEYNNWPRLT 10 14 0 X X / X X X

3-229 3-15 3-3/-10/5-12 3 4 DHSHYDAGGYWQDSGAFDI 2 19 36 0 α1 κ 1-5 1 QQYEGT 6 21 0 / / / / / X

3-233 3-48 3-9/6-19 5 2 DSSSAWYFDL 0 10 17 0 α1 λ 1-40 3 QSYDSRLSGRL 11 15 0 / / / / / /

3-236 4-59 2-8 4 1 LNLGYCTSISCTALKLDY 1 18 14 1 α1 λ 2-23 2/3 CSHAGGITMI 10 13 0 X X X X X X

3-239 4-59 3-16/-22 4 2 DSWGGAGGHDY 1 11 22 1 α1 λ 1-44 2/3 AAWDDSLSGHVV 12 17 0 / X X / X X

3-240 4-34 6-6 4 2 DHSSFRFDY 2 9 9 1 α1 λ 2-14 2/3 SSYTSSNTVV 10 2 0 ND ND ND ND ND ND

3-244 3-30 2-21/4-17 6 1 VRQATYYYGLDV 1 12 19 0 α1 κ 1-39/1D-39 2 QQSYRFPYT 9 20 0 ND ND ND ND ND ND

3-245 3-15 1-26 4 3 DPGGRYEDH 2 9 14 0 α2 λ 1-44 2/3 AAWDGTLSGVV 11 17 0 / / / / / /

3-248 5-51 2-21 6 2 QAAVCDFGAETYSKTLSYYCGMDV 1 24 10 0 α1 κ 3-20 1 QQYGSSPWT 9 2 0 / / / / / /

3-251 3-23 2-21 3 4 DLRPHTYCGGDCPPDAFDM 2 19 17 0 α1 κ 1-39/1D-39 3 QHSYHTPLT 9 12 0 / / / / / /

3-253 3-33 2-15 1 2 RKDIVVAVGATETFHQ 3 16 13 0 α2 κ 3-15 1 QQYDNWPPWT 10 9 0 / / / / / /

3-256 1-58 2-15 4 2 LERYCSGASCADF 1 13 27 0 α1 λ 1-40 3 QSYDTRLNAGV 11 17 0 / / / / / /

3-257 4-34 3-10 4 2  GGVLGGSADFDY 0 12 13 1 α2 κ 1-39/1D-39 1 QQGYSSPRT 9 9 0 / / / / / /

3-259 4-59 3-10 4 1 VRGGFDS 1 7 18 1 α1 κ 3-20 1 QQSNKSPWT 9 17 1 X X / X X /

3-260 3-23 3-9 6 6 VKSSFGVRNFDWYLEGEGDDYFYGMDV 2 27 28 0 α1 κ 1-5 1 QQYDTYWT 8 7 0 X X X X X X

3-264 1-46 3-22 6 2 SDSSAYYYYYGMDV 0 14 11 1 α1 λ 1-40 2/3 QSYDSSLSASV 11 14 0 / / / / / /

3-265 4-39 5-12/3-3/2-8 4 3 RNDERHGPIGPHFDY 4 15 21 1 α1 λ 1-47 2/3 AIWDDSLSGPV 11 17 0 ND ND ND ND ND ND

3-266 4-4 2-15/-8/-2 4 1 GFHMSMRIYLDY 2 12 22 1 α2 λ 2-14 1 NSYTGSNIFV 10 12 0 / / / / / X

3-267 3-74 2-21/1-26 4 2 NLFWDSADY 0 9 28 0 α2 λ 2-14 3 SSHSSISTVV 10 25 0 / / / / / /

3-268 4-31 7-27 2 1 GTDAYKLGNL 1 10 34 2 α2 κ 4-1 2 LQTYSHPYT 9 30 0 ND ND ND ND ND ND

3-270 3-48 5-5/-18 6 1 GNGYAAYYFGMDV 0 13 0 0 α1 κ 3-20 2 QQYGSSPPYT 10 0 0 / / / / / /

3-271 3-15 2-15 2 1 GSLRYFDL 1 8 14 0 α1 κ 3-11 2 QQRYDGYT 8 13 0 / / / / / /

3-281 3-15 3-10/-16 3 1 VRSATLRVSDI 2 11 15 0 α2 κ 4-1 1 QHYYSAPWT 9 13 0 ND ND ND ND ND ND

3-288 4-59 3-3/5-5 4 1 GVNYFDY 0 7 8 1 α1 λ 1-40 2/3 QSYDSSLSGSV 11 1 0 / / / / / /

3-289 3-73 1-26/2-15/-21 3 3 WGEGDAFDI 0 9 19 0 α2 κ 1D-33/1-33 5 QQCHNLP 7 ND 0 ND ND ND ND ND ND

3-291 4-61 6-13 4 3 EQHDLLDS 1 8 30 1 α1 κ 1-5 1 QQYKTFPWT 9 19 0 / / / / / /

3-292 3-33 3-16 4 2  EIFSFGGLIARYFDN 1 15 15 0 α1 κ 1-39/1D-39 2 QQSYGTPYT 9 11 0 X X X X X X

3-294 1-8 5-12 6 1 RGYRTAYYSFALDV 2 14 16 0 α1 λ 1-44 2/3 AAWDDSLNGVV 11 18 0 X X X X X X

3-295 1-18 5-24 5 1 DGPGTGSLHRNAGAF 2 15 47 0 α2 κ 1-39/1D-39 5 QRSGFGPGT 9 39 0 ND ND ND ND ND ND

3-296 3-15 3-16 4 2 TPDPVDMITFGGVIA 0 15 17 0 α1 λ 1-47 3 ALWDDSTHAWV 11 14 0 X X X X X /

hd4 - IgA memory antibodies

mAb name VH DH JH (-) CDR3 (aa) (+) Length VHmut PNGS αα1/αα2 κκ/λλ Vκκ//λλ Jκκ//λλ CDR3 Length Vκκ/λλmut PNGS KLH dsDNA Insulin LPSPoly HEp-2

4-101 3-23 3-16 4 1 YIWGGYRYFDY 1 11 17 0 α2 κ 3-20 2 QQFGTSPFT 9 8 0 / / / / / /

4-102 3-48 3-3/5-5 4 1 SASLE 0 5 33 0 α2 κ 1-5 4 HQFNDYPIT 9 23 0 ND ND ND ND ND ND

4-104 1-69 4-17 6 2 TYGDLGTFYYYYYAMDV 0 17 13 0 α2 κ 3-20 3 QHYGSSPPFA 10 22 0 X X X X X X

4-105 3-7 2-15 3 2 VIVVVPGSSDTFDV 0 14 23 0 α2 κ 1D-33 2 QHLGH 5 11 0 ND ND ND ND ND ND

4-106 3-30 3-22 5 2 EIGSSGFAGYFDP 0 13 34 0 α2 κ 1-16 2 QQYKTYPVT 9 26 0 / / / / / /

4-107 3-9 3-16/-10 6 2 DINPGGADV 0 9 14 1 α1 κ 2-30 2 MQSAHWPYT 9 9 0 / / / / / /

4-108 3-53 5-24 4 2 DRGDGYNYGMVY 1 12 7 0 α2 λ 1-47 3 SAWDDSLSGPV 11 11 0 ND ND ND ND ND ND

4-109 4-34 3-3/2-15 2 1 HGGWYFDL 1 8 17 1 α1 λ 1-51 1 ATWDRSLSGYV 11 12 0 ND ND ND ND ND ND

4-111 4-39 1-26/2-15/3-9 4 2 HCDRARATPTAFDS 3 14 37 1 α1 κ 3-11 4 QQRKIWPPLT 10 10 0 / / / / / X

4-112 3-48 3-3/-9 6 2  ALTGSHVYEYYGVDV 1 15 18 0 α2 λ 1-51 2 GAWDSSLGAVV 11 12 0 / / / / / /

4-114 1-18 3-3 6 2 GYDVWSGRPLNYYYGLDV 1 18 30 0 α2 κ 1-5 2 QHYSGDSGT 9 24 0 / / / / / /

4-116 3-74 2-21 4 1 GGLTAVKRQNAIDH 3 14 29 0 α1 κ 1-5 4 QQYNAFPLT 9 15 0 / / / / / /

4-117 3-23 4-17 3 3 DPNGDYVGAFDF 0 12 22 0 α1 κ 3-20 2 QQYGGSPYT 9 15 0 / / / / / /

4-118 3-53 5-12/6-25/-19 5 2 GISGGFSDHFDP 1 12 41 0 α1 λ 3-21 3 QVWDSYSDHHWV 12 17 0 / / / / / /

4-123 3-72 4-17 4 2  AGGDYEWGY 0 9 19 0 α2 κ 1-16 4 LQFSTYPFT 9 19 0 X X X X X X

4-124 3-15 7-27 4 0 GALGL 0 5 21 0 α1 κ 2-30 3 MQGTLWPFT 9 8 0 / / / / / /

4-125 3-33 4-17/2-8/5-5 5 2 DKGLRYCDP 2 9 23 0 α2 κ 3-11 4 QQRSDWPLT 9 1 0 ND ND ND ND ND ND

4-126 3-49 5-12 6 1 GFTGYGAFAMDV 0 12 30 0 α1 κ 2-28 4 MGALQPPLT 9 9 0 / / / / / X

4-129 3-7 3-10 6 2 IITIVRGDKNHHGMDV 4 16 14 0 α2 κ 3-20 1 QQYSGSPWT 9 15 0 / / / / / /

4-132 3-74 6-6 4 2  DSSGRWGES 1 9 15 0 α2 κ 2-30 2 MQGTHWPPYT 10 6 0 / / / / / X

4-135 1-58 1-26/2-2 5 1 GISGPYQHRHSDS 3 13 47 0 α1 κ 3-20 1 QHYGASPWT 9 23 0 X X X X X X

4-137 1-2 1-7/-20 4 3 DPHELTTLDH 2 10 26 0 α1 κ 1-27 4 QKHSDVPWT 9 23 0 / / / / / /

4-139 3-11 6-6 6 1 KKSLPARRGYYFGMDV 4 16 25 0 α2 κ 2-28 4 MQALQTPLT 9 14 1 X X X X X X

4-140 3-7 5-12/3-22 4 0 SSGYLGGY 0 8 18 0 α1 κ 4-1 4 QQYYSAPLT 9 6 0 / / / / / /

4-143 3-33 3-3 6 3 ELTLFGVDIPGGYGLDV 0 17 5 0 α1 λ 1-44 3 AAWDDSLNWV 10 6 0 X X X / / X

4-147 1-2 1-7 4 2 ENWYYDY 0 7 18 0 α1 κ 4-1 1 QQYYNNPRT 9 8 0 / / / X / X

4-148 3-30 5-24/1-1 5 2 DAQAYGGTNWFES 0 13 13 0 α2 κ 3-15 1 QQYNTWWT 8 2 0 / / / / / /

4-151 3-15 3-3 5 3 APRDDFWSGYSLTWFDS 1 17 42 0 α1 κ 3-11 1 QQRGNFWT 8 28 0 X X X / X X

4-152 3-23 1-14 6 1 RSGPPKSPMDV 2 11 32 0 α1 κ 2-28 2 MQGLQIPYT 9 14 0 ND ND ND ND ND ND

4-154 3-30 5-5/-18 2 2 DNGYRYWYFDL 1 11 3 0 α1 κ 1-27 1 QKYNGAPPWT 10 4 0 / / / / / X

4-157 3-23 6-19 4 3  DPDTSGWFRWDY 1 12 12 0 α2 κ 1-5 5 QQYHSYST 8 2 0 / / / / / /

4-161 3-30 3-10 6 2 DRSGGSSNYYYGFDV 1 15 18 0 α1 κ 1-39 2 HQSYTTPQT 9 10 0 / / / / / /

4-162 3-30 2-15/3-22 5 2 EKGGSGHAGWFDP 2 13 35 0 α2 κ 1D-16 2 QQYDSYPLT 9 11 0 / / / / / /

4-163 3-23 3-10 1 4 DPDWVPWFGPEKYLQE 1 16 11 0 α2 κ 4-1 1 QQYYTTPRT 9 6 1 / / X / / /

Heavy chain Light chain Polyreactivity

Heavy chain Light chain Polyreactivity



4-165 3-23 6-19/-25/-13 4 2 VWYSTDQDY 0 9 25 0 α2 λ 1-44 3 AAWDDSLNVWV 11 4 0 / / / / / /

4-166* 3-72 5-12 3 1 GYSGVSVYAFDL 0 12 24 0 α1 κ 1-17 1 LQHNSYPWT 9 0 0 X X X X X X

4-169 3-72 2-21 4 0  ANSGN 0 5 8 0 α2 κ 1-17 4 LQHNGYPAH 9 5 0 ND ND ND ND ND ND

4-170 4-39 2-2 4 1 IPLCSVTSCYIGNFDY 0 16 5 1 α1 κ 1-5 1 QQYNSYSRT 9 0 0 X X X X X X

4-174 3-23 5-24 4 2 SRDVSYRGYFDY 2 12 11 0 α2 κ 3-15 4 QHYDKWPPL 9 11 0 X X X X X X

4-175 3-23 3-10 6 2 AQGSGPYTLEGYFYGLDV 0 18 31 0 α2 κ 1-39 2 QESYSVPYT 9 11 0 ND ND ND ND ND ND

4-176 4-39 6-6/-25/2-8 3 2 LKIAFDAFDV 1 10 19 1 α1 λ 2-8 2/3 SSYADNKRV 9 11 0 / / / / / /

4-178 3-23 3-9/5-5/-18 3 3 DRVNHNKLFDGLDV 3 14 30 0 α1 κ 1D-33 4 QQSGSLPPLT 10 27 0 / / / / / /

4-180 1-2 6-6/2-8/-2 4 3 DPVVIVSDHFDY 1 12 26 0 α2 κ 2-28 3 MQSLRPPFT 9 18 0 / / / / / /

4-181 5-51 6-19/-13 5 1 SQGYCLAGSCHWFDL 1 15 30 0 α2 κ 1-9 3 QHLSSYPT 8 22 0 ND ND ND ND ND ND

4-183 3-7 3-9 4 2 LPAIDWPLGGFDC 0 13 17 0 α2 κ 3-11 1 QHRLDWPWT 9 14 0 / / / / / /

4-184 3-7 7-27 5 1 ALGFLDP 0 7 12 0 α1 κ 3-15 2 QQYNNWPYT 9 6 0 / / / / / /

4-187 5-51 3-10 3 3 QDGSGSHDAFDI 1 12 29 0 α2 κ 3-15 2 QQYNNWPLYT 10 18 1 / / / / / /

4-188 4-4 2-8/4-23 4 1  NGKFSLEH 2 8 25 1 α1 κ 3-20 2 QRFGPEGYT 9 5 0 / X X / X /

4-192 4-39 6-19 4 1 HAHHGWVDY 3 9 29 1 α2 λ 1-51 2/3 ATWDSNLSAHL 11 18 1 ND ND ND ND ND ND

4-193 3-33 3-22 4 3 DIYDSSGYRYFDY 1 13 13 0 α2 κ 3-20 1 QQYGSSPRWT 10 4 0 / / / / / /

4-196 3-30 3-10 4 1 DLYGSGSYHTGMVY 1 14 10 0 α2 λ 2-14 3 STYTTSSTWV 10 7 0 / / / / / /

4-203 3-9 3-3 6 2 DRGNGFGSSLFGYHFSNLDA 2 20 32 0 α2 κ 1D-33 4 QQYKRVPLT 9 29 0 X X X X X /

4-204 3-21 3-9 5 1  YFEA 0 4 9 0 α1 κ 3-20 2 QQYGSSPYT 9 7 0 / / / / / /

4-205 3-48 7-27 3 2 DLHWAFDI 1 8 17 0 α1 λ 2-14 3 SSFASI 6 7 0 / / / / / /

4-206 3-7 6-13 4 1 SRIVAAGIRYFDY 2 13 13 0 α2 κ 4-1 3 QQYYTSHH 8 7 0 ND ND ND ND ND ND

4-208 3-7 2-21/6-6/5-12 4 2 VWGSYDLIEY 0 10 14 0 α2 κ 3-11 4 QHSST 5 12 0 ND ND ND ND ND ND

4-210 3-23 1-26 4 1 GLNPYSGGYSHRVLDY 2 16 14 0 α2 κ 3-15 4 QQYINWPLT 9 4 0 / / / / / /

4-211 3-74 1-1 4 2 DPTGTTSFRPDY 1 12 3 0 α1 κ 4-1 2 QQYYSTPPT 9 5 0 / / / / / /

4-212 5-51 2-21/4-17 4 5 LLRNSDFDDDFDY 1 13 16 0 α2 κ 2-30 1 MQGTHWPKT 9 4 0 / / / / / /

4-215 3-23 4-11/-4/2-21 4 4 GAYDYHESIGLAPFDD 1 16 25 0 α1 κ 3-11 5 QQRDSWPVT 9 11 0 / / / / / /

4-216 3-7 1-7/1-20 5 1 IGRNNWNPEA 1 10 15 0 α2 κ 1-5 1 QQHNDYLWT 9 7 0 / / / / / /

4-217 3-23 3-3/5-12 4 2 VAGDNNKCLDY 1 11 18 0 α2 κ 3-15 2 QQCNNWPYT 9 5 0 / / / / / /

4-219* 3-72 5-12 3 1 GYSGVSIYAFDI 0 12 13 0 α1 κ 3-20 4 QQYGRSPRT 9 7 0 / / / / / /

4-221 3-30 3-22 4 3 DASGYYIDYYFDY 0 13 18 0 α2 κ 4-1 3 QQHSNSPPS 9 18 0 / / / / / /

4-225 3-21 5-24/1-1 6 2  GLYNRAESFYYFGMDV 1 16 23 0 α2 κ 1-5 1 QQYNNYPLT 9 22 0 ND ND ND ND ND ND

4-228 3-9 6-13 4 2 GGSNSWQRWSALPTELDH 2 18 15 0 α1 κ 3-11 4 QQRSATLT 8 3 0 / / / / / /

4-229 3-7 3-16 2 2 RGKDLSPHSFFDL 3 13 23 0 α2 κ 3-20 4 QQYGGSPLT 9 8 0 / / / / / /

4-233 3-48 7-27/3-16 4 2 ERPGGPDY 1 8 20 0 α2 κ 1-9 4 QHLSTFPPRLT 11 13 0 / / / / / /

4-234 4-4 7-27 4 1 VSTVTGEPYYFPY 0 13 31 1 α1 κ 4-1 4 QQYIITPLT 9 13 0 ND ND ND ND ND ND

4-235 3-11 1-14 3 1 GNRSPGASDI 1 10 15 1 α1 κ 1-5 4 QQYNSYPLT 9 9 0 / / / / / X

4-242 3-23 - 4 2 EKYFDF 1 6 26 0 α2 λ 1-51 3 GAWDSSLRGRV 11 11 0 / / / / / /

4-243 3-7 6-6/3-16 6 2 VRVGDYYGMDV 1 11 19 0 α1 κ 1-5 4 QQYNSG 6 6 0 ND ND ND ND ND ND

4-245 3-9 6-19 4 2 GFPRLASEWLVPAFFDF 1 17 33 0 α1 κ 3-20 3 QQYGSS 6 9 0 ND ND ND ND ND ND

4-247 3-23 5-12/-5/1-14 4 2 TNQGWMEGGRYYFDY 1 15 20 0 α2 κ 1-17 1 LQHNSYPPT 9 15 0 / / / / / /

4-252 4-39 3-16 5 3 QHSEDVWGNYRPWFDP 2 16 34 1 α1 λ 2-8 2/3 SSYPGRNTVVV 11 14 0 / / / / / X

4-253 1-18 6-13 4 4 EKGDRGSWQPELDY 2 14 22 0 α1 κ 1D-33 2 QQYDSLPYT 9 14 0 / / / / / /

4-255 1-18 4-17/-23 4 1 AGAAVTTHFDS 1 11 16 0 α1 κ 3-20 1 QQYGSSLWT 9 6 0 / / / / / /

4-257 4-59 6-25/-19 4 2 GERLGCDY 1 8 20 1 α2 κ 2-30 1 MQGTHWPWT 9 13 0 / / / / / /

4-258 3-11 6-6 4 1 LSGSSVEN 0 8 19 0 α2 κ 2-30 4 MQGTHWPGLT 10 5 0 / / / / / /

4-260 3-7 3-10 3 2 DRGQQTFDL 1 9 24 0 α2 λ 2-8 1 GSYGGSRI 8 11 0 / / / / / /

4-262 3-72 2-21 4 3 TAYCGGGGMCTEDYSEY 0 17 41 0 α1 κ 1-5 4 QQTQSYPVT 9 22 0 / / / / / /

4-263 3-30 3-22 3 3 ERYYDRGGPSIGAAFDI 2 17 22 0 α1 λ 2-14 1 CSYKSGSSYV 10 15 0 X X X X X X

4-265 3-15 2-8 6 2 EGYCTNSGCSLVSGNSYYGMDV 0 22 18 0 α1 κ 3-20 1 QQYGTSPTWT 10 12 0 ND ND ND ND ND ND

4-266 3-74 3-9 6 2 DWRYGLDV 1 8 17 0 α1 λ 2-14 3 SSYTTNSNWV 10 12 0 / / / / / /

4-268 3-30 3-9 4 4 DLLQDDQWLVGYFDS 0 15 40 0 α1 κ 3-11 2 QQRSNWPLYT 10 18 0 / / / / / /

4-269 3-23 2-21 6 4 DLYSDCGADCYPYKVDV 1 17 22 0 α1 κ 1-17 4 LQHHDFPLT 9 5 0 / / / / / /

4-273 3-74 5-24 4 3 DGEGILPWDY 0 10 19 0 α1 κ 3-15 1 QQHNVGPWT 9 9 0 / / / / / /

4-276 3-7 4-17 4 3 GPNYGDRVDFLDK 2 13 15 0 α2 κ 2-28 2 MQPVRTPYT 9 16 0 ND ND ND ND ND ND

4-277 4-31 5-5/-18/2-2 3 3 EVNAPVTSDAFDI 0 13 25 0 α1 κ 3-15 4 QHYNKRPLT 9 7 0 / / / / / /

4-279 3-49 5-12/3-3/1-20 6 2 ERFPYGMDV 1 9 19 0 α2 κ 4-1 1 QQYYGLIRT 9 14 0 / / / / / /

4-281 3-30 3-16/1-1 6 2 DRQFQLQVRYYGLDV 2 15 24 0 α1 λ 2-23 1 SSYVSLNTPYV 11 30 0 / / / / / X

4-282 3-9 2-21 2 2 ASESYCSGDCPRFWYFAL 1 17 22 0 α1 κ 4-1 1 QQYFTIPLA 11 10 0 / / / / / /

4-283 3-48 2-21 4 2 GWDGRSHGDY 2 10 10 0 α2 κ 2-30 1 MDGSRWT 7 8 0 / / / / / /

4-284 1-3 3-16/-22 3 2 GAAGRVVSDGGGSYDI 1 16 22 0 α2 κ 4-1 1 QQYYSPPWT 9 14 0 ND ND ND ND ND ND

4-286 3-21 4-17 4 2 GTNGDYDY 0 8 3 0 α2 κ 1-17 1 LQNNSYPRT 9 4 1 / / / / / /

4-289 3-30 5-12 3 2 SSAGYDYAFDI 0 11 3 0 α2 κ 2-28 1 MQALQTPRT 9 5 0 / / / / / /

4-293 3-30 3-22 4 3 DPSWFYYETSSAYFDY 0 16 12 0 α1 λ 1-51 3 GTWDSSLSVGV 11 10 0 / / / / / /

4-294* 3-72 5-12 3 1  GYSGLSVYAFDL 0 12 19 0 α2 κ 3-20 4 QQYATSPRT 9 21 0 ND ND ND ND ND ND

4-295 3-23 1-1 5 2 AGTSLDQIFTD 0 11 32 0 α2 κ 3-11 5 QQRYSWPPLT 10 11 0 ND ND ND ND ND ND

hd2 - IgG memory antibodies

mAb name VH DH JH (-) CDR3 (aa) (+) Length VHmut PNGS γγ1-γγ4 κκ/λλ Vκκ//λλ Jκκ//λλ CDR3 Length Vκκ/λλmut PNGS KLH dsDNA Insulin LPSPoly HEp-2

2-106 1-46 1-1/5-24 4 3 DGQLEPADY 0 9 24 1 γ3 κ 3-11 3 QHRYDWLFT 9 13 0 / / / / / /

2-107 4-39 5-24 4 2 WERGTIRDY 2 9 22 1 γ2 λ 2-11 1 CSYAGTYAFV 10 12 0 / / / / / X

2-108 3-9 6-19 3 2 ERSSVAGAPRSFDI 2 14 16 1 γ1 λ 2-11 1 CSYAGGFNLV 10 12 0 / / / / / /

2-109 1-46 3-3 3 5 ELSTYYDSWSGSDGRPTTPDALDI 1 24 14 0 γ1 κ 3-15 2 QQYNDWPLYT 10 12 0 X X X X X X

2-110 4-59 1-14/1-26/1-20 5 1 YIISTPFDP 0 9 18 1 γ1 λ 1-44 3 AAWDDSLKWV 10 16 0 / / / / / /

2-117 3-11 5-12 5 2 DSGPTGYVDS 0 10 32 0 γ2 λ 1-40 1 QSYDSSLSGSV 11 11 0 / / / / / /

2-118 3-23 4-23/4-17 5 0 VGWTTVPRA 1 9 22 0 γ2 κ 1-5 1 QQYNSYPWT 9 14 0 X X X / X /

2-119 4-39 5-24 4 2 LHRVAHGLPLGDRDY 4 15 16 0 γ2 κ 1-33 5 QQYHNLVIT 9 4 0 ND ND ND ND ND ND

2-120 3-11 5-5/5-18 5 1 GRGRSYSYGTLDL 2 13 29 0 γ1 κ 1-9 3 QQLNGYASFS 10 12 0 X / / / / /

2-124 3-33 5-12 4 2 KGFSGKELIDY 2 11 25 0 γ2 λ 1-47 3 AAWDDSLSGPGGV 13 11 0 X X X X X X

2-125 4-39 1-26/3-10/2-8 5 1 HVPYVGWHSWFDP 2 13 9 1 γ1 λ 2-23 1 CSYAGSSPSYV 11 10 0 X X X X X X

2-127 3-64D 2-2/1-26/1-7 4 1 NSSGGFNGIEY 0 11 20 1 γ1 λ 1-51 3 GTWDSSLSVWV 11 7 0 X X X / X /

2-131 1-8 3-3 5 1 KIGPHFFDP 2 9 33 0 γ2 κ 1-9 4 QQLYEYPLS 9 28 0 ND ND ND ND ND ND

2-135 4-38/-2 1-1 4 2 DNWTPDY 0 7 24 1 γ2 λ 2-8 1 SSYAGTNNMYV 11 15 0 / / / / / /

2-136 3-48 6-6 6 1 TGRKSSSANQNYYYYYGMDV 2 20 1 0 γ3 κ 2-28 5 MQALQTPRT 9 0 0 / / / / / X

2-137 1-2 4-4/4-11/4-23 3 1 TGNAFDI 0 7 22 0 γ1 κ 3-20 2 QHYGSWYT 8 8 0 / / / / / /

2-146 1-46 3-16/7-27 3 2 TLGNRDAFDL 1 10 26 0 γ1 κ 1-5 2 QQYNSYSGYT 10 8 0 X X X / X X

2-147 4-59 2-2 4 1 APLQCRGGNCYAGGFDF 1 17 31 1 γ1 κ 1-39 3 QQIYSTPFT 9 19 0 X X X / X X

2-149 3-43 1-26/1-7 6 3 DSKWELLRGGMDV 2 13 24 0 γ2 κ 4-1 1 QQYVTTPWT 9 20 0 / / / / / X

2-154 3-23 5-12 4 2 KKGSGYRGYDPCFDS 3 15 19 0 γ2 λ 2-14 2/3 SSYSSTSTLDV 11 20 0 / / / / / /

2-162 3-74 3-3 4 3 ARHDFWSGDFDY 2 12 18 0 γ1 κ 2-30 2 MQGTHWPPMYT 11 4 0 X X X X X X

2-166 4-39 6-6 3 2 SGRRSSRLDRGHYYYYMDA 5 19 27 0 γ1 λ 2-11 1 CSYAGGYTLAV 11 23 0 ND ND ND ND ND ND

2-168 3-30/-3 1-1/1-20 6 3 ERRGHDAFDI 3 10 5 0 γ1 κ 3-20 1 QQHGRT 6 2 0 X X X / X X

2-169 4-39 6-25 5 2 QSPGEYGGYPTWFDP 0 15 21 1 γ1 λ 2-14 2/3 SSYTSSSTVI 10 9 0 / / / / / X

2-179 1-8 3-22/3-9 6 2 GREGLTATGYYYYMDL 1 16 15 0 γ1 κ 3-20 2 HQYGSSLYT 9 6 0 / / / / / X

2-180 3-66 3-16 4 3 EGGGIRAEYYFDY 1 13 17 0 γ1 κ 3-11 4 QQRGNWPI 8 9 0 / / / / / /

2-182 1-69 3-22 3 4 ELSDYTDTSGYYWGGNDAFAI 0 21 28 0 γ1 κ 4-1 3 QQYYINPPT 9 21 0 / / / / / /

2-186 3-66 5-5/5-18 1 1 VSTPTAFTAEYFQN 0 14 20 0 γ1 κ 1-5 4 QQYNSYPLT 9 3 0 / / / / / X

2-190 3-64D 4-23 4 2 ESYGGNHAFDY 1 11 32 0 γ1 κ 3-20 2 QQFSSSHMYT 10 11 0 X X X / X X

2-192 1-69 3-10 6 2 SGGATATMFTSAVDRQGLLNYYMDV 1 25 22 0 γ1 κ 3-20 1 QQYDSSPWG 9 9 0 X X X X X X

2-193 3-30 1-26 6 3 DLEFRGNYYYYGMDV 1 15 2 0 γ1 λ 1-40 3 QSYDSSLSGWV 11 6 0 / / / / / X

hd4 - IgG memory antibodies

mAb name VH DH JH (-) CDR3 (aa) (+) Length VHmut PNGS γγ1-γγ4 κκ/λλ Vκκ//λλ Jκκ//λλ CDR3 Length Vκκ/λλmut PNGS KLH dsDNA Insulin LPSPoly HEp-2

4-103 3-53 4-17 3 2 SYGDYPRAFDL 1 11 16 0 γ2 λ 2-8 3 SSYGGSDNWV 10 16 0 / / / / / /

4-104 4-39 3-10 6 3 HGEQETGVFGMDV 1 13 31 1 γ1 λ 1-47 2/3 ASWDDILRGV 10 13 0 X X X / X X

4-105 3-30/-3 2-21 4 2 GGAELWSRLYFDY 1 13 17 0 γ2 λ 3-21 3 QVWDSSSDWF 10 10 0 / / / / / /

4-107 1-8 6-19 4 2 FHRDSMISVALGNFDF 2 16 14 0 γ2 λ 1-44 2/3 AAWDDSLKALV 11 12 0 / / / / / /

4-109 3-30-3 2-2 6 2 VVDTRCWACGMDV 1 13 20 0 γ2 λ 2-14 2/3 TSYTSASTVV 10 13 0 / / / / / ND

4-113 1-69 6-19 5 1 RAVAGTTWFDT 1 11 29 0 γ2 κ 1-27 3 QKYNSAPFT 9 11 0 X X X X X X

4-114 3-30 3-10 4 2 DSNRFGSGSLDS 1 12 16 0 γ1 κ 2-28 2  MQTLETPT 8 11 0 X X X X X X

4-115 3-33 5-24 6 3 DGGRESQGNFYYGMDV 1 16 13 0 γ3 κ 1-39 2 QQGYSNPPT 9 8 0 / / / / / /

4-116 3-11 1-14/5-12/2-15 6 1 ISEWRHYYYYALGV 2 14 30 0 γ1 κ 3-20 3 QQYGTSPRVSIT 12 6 0 / / / / / /

4-117 3-21 1-26 4 2 DVVGAYSDGY 0 10 23 0 γ1 λ 1-44 3 AVWDDNLNGPV 11 14 0 ND ND ND ND ND ND

4-120 4-38/-2 3-3 4 1 AGYNGFWSGYSPRSEKFNY 2 19 14 1 γ3 κ 1-33 3 QQYDNHVT 8 4 0 / / / / / X

4-122 3-33 6-13 4 2 EYSSRILGGLDF 1 12 13 0 γ2 λ 2-8 2/3 SSYAGSNNLV 10 5 0 / / / / / /

4-123 3-48 6-19 4 2 DLSSGWCLDY 0 10 19 0 γ2 κ 1-39 2 QQHCSPPRT 9 23 0 / / / / / X

4-127 3-15 3-10/3-9 4 2 TIIRIFWSGESYKTRLDH 4 18 13 0 γ3 κ 3-20 4 QQDGTSPVT 9 3 0 X X X X X X

4-131 3-53 3-22 4 2 EVSLYYYDH 1 9 18 1 γ1 λ 3-21 3 QVWDSSSDHWV 11 6 0 / / / / / /

4-132 3-48 1-26 6 1 SPPRLFYYYAMDV 1 13 22 0 γ2 κ 1-39 3 QQTYSTPFT 9 14 0 / / / / / /

4-133 3-74 5-12/3-10/2-8 3 2 VQLGSTYDAFDI 0 12 12 0 γ3 κ 1-NL1 3 QQYYTTPPA 9 5 0 X X X X X X

4-134 4-59 5-5/5-18 4 1 GGLRTGLKPLPPTQLGYFDN 2 20 15 1 γ1 κ 3-15 2 QQYNNWPRGYT 11 3 0 / / / / / /

4-136 3-48 3-16 5 1 NGGVWFDF 0 8 8 0 γ1 λ 2-11 3 CSYAGSYTWV 10 9 0 / / / / / /

4-137 3-9 1-26 6 3 DRESGNFYYYGMDV 1 14 9 0 γ1 κ 1-5 1 QHYNTYSAT 9 4 0 / / / / / /

4-138 4-34 3-22 6 1 RRRRMTTVTTTYYYGLDV 4 18 33 1 γ1 λ 1-44 1 ATWDDSLTGPNYV 13 16 1 ND ND ND ND ND ND

4-139 4-31 5 1 AFPRGWFDP 1 9 15 1 γ1 κ 3-15 1 QQYNKWPWT 9 10 0 / / / / / X

4-140 3-30/-3 3-22 4 4 DPLPFDYYDSSGRGGPFDY 1 19 6 0 γ1 κ 3-20 2 QRYGSSPYT 9 2 0 / / / / / /

Heavy chain Light chain Polyreactivity

Heavy chain Light chain Polyreactivity



4-141 3-11 3-10 6 2 GTMVRGVDYYYGMDV 1 15 12 0 γ2 κ 3-15 2 QQYNNWLYT 9 7 0 / / / / / X

4-145 3-7 3-16 4 0 WGALGSL 0 7 18 1 γ2 κ 2-30 2 MQRTHWPHT 9 14 0 ND ND ND ND ND ND

4-147 3-30 6-19/4-11/4-4 5 2 DAVAPATVGVLYNWFDP 0 17 18 0 γ2 κ 3-15 4 QQHNDWPLT 9 9 0 / / / / / /

4-152 3-15 3-10 5 1 DRGVQWRPLFAT 2 12 30 0 γ2 κ 1D-39 / 1-39 2 QQSYSTPPYT 10 24 0 ND ND ND ND ND ND

4-155 3-11 3-3 6 2 GSPYDFWSGYYPHGMDV 1 17 8 0 γ1 λ 2-8 2/3 SSFAGSIGV 9 6 0 / / / / / /

4-156 3-23 1-26 4 2 LGGGDSWRELTH 2 12 26 0 γ1 κ 4-1 5 QQYYSAP 7 10 0 ND ND ND ND ND ND

4-162 3-23 3-3/3-16/3-9 5 1 GGHLKNWLDP 2 10 23 0 γ2 λ 2-14 1 SSYTTKTSRYV 11 14 0 / / / / / /

4-166 3-30 3-10 4 2 TLRRGQFGEFQTPFDY 2 16 6 0 γ2 κ 1D-39 / 1-39 4 QQSYRTHS 8 3 0 / / / / / X

4-172 3-23 3-16 6 2 GYGSGTNILGDYQYYYYGMDV 0 21 9 0 γ1 κ 1D-8 1 QQYHSFPWT 9 15 0 X X X / X /

4-175 4-34 6-19/6-25/6-13 5 1 LRGGYSSGWRHSWFDP 3 16 24 2 γ1 λ 1-40 2/3 QSYDSSLSGVL 11 14 0 / / X / / /

4-176 4-61 3-3 2 1 NNVGSGYQSGYFDL 0 14 29 1 γ1 λ 3-21 1 QVWESTNDHYV 11 21 0 / / / / / /

4-178 3-30-3 3-3 5 2 QTATYYDFWSGPSIGALDT 0 19 28 0 γ3 κ 3-20 2 QQYGSSPYT 9 7 0 ND ND ND ND ND ND

4-182 3-48 3-3/3-16/3-9 3 2 ESLRGFDI 1 8 5 0 γ2 κ 1-5 1 QQYNNYPTWT 10 3 0 / / / / / /

4-188 5-51 1-26 3 1 PRTVGARYAAFDV 2 13 23 0 γ1 κ 3-11 3 QQGRNWPLT 9 12 0 / / / / / X

4-191 3-48 6-6 6 2 GGTWDRVYGMDV 1 12 14 0 γ2 λ 1-44 2/3 AVWDDSLTGRVV 12 13 0 / / / / / /

4-192 3-30/-3 3-22 4 2 PNYNYYDSLTPFDS 0 14 16 0 γ1 κ 1-5 1 QQYDRYWT 8 12 0 ND ND ND ND ND ND

4-195 3-30/-3 7-27/3-9 6 2 GGSDWGLNSYHGMDV 1 15 32 0 γ3 κ 1D-39 / 1-39 1 QQSYGTLWT 9 25 0 X X X X X X

(-) and (+) indicate the numbers of negatively and positively charged amminoacids in the IgH complementary determining region (CDR3), respectively. VHmut and Vκ/λmut indicate the total number of mutations in the VH and VL Ig genes. PNGS, number of putative N-glycosylation sites (N(X)S/T).

Poly., polyreactivity. X, reactive; /, non reactive.



Supporting Information Table 2. Gene features and reactivity of germline-reverted IgA+ memory B-cell antibodies. 

mAb name VH DH JH VH-mut CDR3 (aa) Reverted CDR3 (aa) Length κκ/λλ Vκκ//λλ Jκκ//λλ VL-mut CDR3 (aa) Reverted CDR3 (aa)Length Poly Hep-2 ELISA HEp-2 IFA Poly Hep-2 ELISA HEp-2 IFA

1-170λ 3-23 3-3 6 19 WALLEWFVDGMDV WALLEWFVDGMDV 13 λ 1-47 3 7 QSYDDSLSGWV QSYDDSLSGWV 11 X X X / / /

1-239 3-74 1-26 5 22 GGTPGA GGTPGA 6 k 3-15 2 7 QQYNDWPYT QQYNNWPYT 9 X X X / / /

2-215 1-2 2-15 4 18 THGGYCSGGTCYGWTPFDY THGGYCSGGTCYGWTPFDY 19 k 1-17 5 10 LQHNSYPLT LQHNSYPLT 7 X X X / X /

2-225 3-66 6-6/-19/-25 2 12 NKNIAGNAWGGNWYFDL NKNIAGNAWGGNWYFDL 17 λ 2-8 2/3 9 SSYAGSRMV SSYAGSRMV 9 X X X / / /

2-239 4-39 3-3 4 17 ERDFWTGYWPDQ ERDFWSGYWPDQ 12 k 1-17 1 13 LQHSTHPWT LQHNSYPWT 9 X X X / / /

3-165 3-74 6-19/1-1/6-13 4 40 ESLPTGTRYFEY ESLPTGTRYFDY 12 k 3-15 3 15 HQYNSWPVT QQYNNWPVT 9 X X X / / /

3-292 3-33 3-16 4 15  EIFSFGGLIARYFDN  EIFSFGGVIARYFDY 15 k 1-39/1D-39 2 11 QQSYGTPYT QQSYSTPYT 9 X X X / X /

4-170 4-39 2-2 4 5 IPLCSVTSCYIGNFDY IPLCSVTSCYIGNFDY 16 k 1-5 1 0 QQYNSYSRT QQSYSTPYT 9 X X X X X X

4-263 3-30 3-22 3 22 ERYYDRGGPSIGAAFDI ERYYDRGGPSIGAAFDI 17 λ 2-14 1 15 CSYKSGSSYV SSYTSSSTYV 10 X X X / / /

(-) and (+) indicate the numbers of negatively and positively charged amminoacids in the IgH complementary determining region (CDR3), respectively. VHmut and Vκ/λmut indicate the total number of mutations in the VH and VL Ig genes. Poly., polyreactivity. X, reactive; /, non reactive.
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