
IG
SR-1 VH D JH IgH-CDR3 (aa) VH-Mut Vκ Jκ Igκ-CDR3 (aa) Vκ-Mut LPS dsDNA Insulin
C-029 3-74 5-5/ 5-18 2 ARGYGYEYWYFDL 6 1-27 4 QKYDSAPFT 2
C-041 1-18 6-19 6 ARRAGWPDYYGMDV 5 1-5 4 QQFNTYS 3
C-051 4-59 2-8 6 ARHVPHIYCSNGVCSPAFGMDV 11 1-39 nd nd nd
C-055 5-51 2-21/ 6-6 4 ARPMVAASAPGY 4 3-20 1 LQYGSSPPWT nd
C-086 3-64 3-3 3 ARERGTYYDSWSGYGEDTFDI 9 3-20 2 QQYGNSPAMYT 4
C-116 4-59 1-7/ 3-10/ 3-9 4/ 5/ 6 GRLRVDDWMFPYF nd 1-5 1 HRYNSHRT nd
C-118 1-46 3-10 5 ARAGSYNWFDP 9 1-39 1 QQTNYIPWT 4 R R R
C-132 1-18 6-19 6 ARPLEASGWYPPPGMDV 10 3-15 2 QQYDNWPSYT 4 R R R
C-140 3-23 3-10/ 6-13 4 AENGGSTSLAGIVY 9 2-28 4 MQALRTPPT 2
C-152 4-34 3-3/ 3-9 4/ 5/ 6 AASRGYYAWQV 6 1-39 1 QQSYSTPRT 0 NR NR NR
C-175 4-34 1-26/ 6-19/ 3-3 4 ARGLRTAFSRSGSFYGRGNNLFDS 3 3-15 4 QQYNNWPPLT 3 NR R R
C-188 3-33 1-1 2 ARAQLAVGLWFFDL 9 2-40 4 MQHIQFPF nd
C-206 1-69 3-3 6 ARVANKFFGVAQNYYYFYHMDV 5 2-28 5 MQALQTPLT 2
C-207 3-15 3-16 4 TTRLRYVDRTPDY 7 1-27 3 QKYDSVPFT 5
C-214 3-15 3-16 4 TTLLRPSDY 6 3-11 2 QQRSNLYG 4 NR NR R
C-216 4-34 3-22 4 ARGLGDTSGYYPDIFDS 5 3-11 4 QERNNWRVT 0
C-226 4-38-2 4-11/ 4-4 5 ARVGYSNYVGGWFDP 8 1-39 4 QQTSSIPLT 8 NR NR NR
C-228 4-34 3-22 5 ARGRVVRWLLRQWFDP 3 3-15 1 QQYYSSPPT 4 NR R R
C-229 3-7 3-10/ 3-16 4/ 5 TSGSGAGSTFAF 11 1-8 1 QQYYNYPWT 5
C-230 3-33 3-3/ 3-9 6 ARELTPVVGYLAWGPKNTRTLYGMDV 9 3-11 4 QQRRSWPLT 5 NR NR NR
C-237 4-39 1-7 5 ARHSNPYNWNYPNWFDP nd 1-39 1 QQSYSTPPA 2 NR NR NR
C-241 1-3 1-20/ 1-1 4 ARDPWNGKGEFDY 9 1-5 2 QQYESYPCT 4
C-244 4-31 3-3/ 2-15/ 2-21 4 ARAIGGNHFDS nd 3-15 4 QQYNNWPPRLT 3
C-248 3-30 2-15 6 ARSDYCSGEAARSPLYYAMDV 12 1D-33 4 QQYENLPLT 4
C-249 5-51 3-22 6 ARSLYYYDSSGYYRGLDV 6 3-11 3 QQRSNWPPLFT 1
C-252 3-33 6-19 5 ARDAVYTSGWFRNWFDP 4 1-12 4 QQTHIFPLT 2 R R R
C-253 4-38-2 5-5/ 5-18 3 VGSGYTYGDHYFDM 6 2D-40 4 MQRLQFPSRT 2
C-254 1-3 3-9 4/ 5 nd nd 1-5 1 LHYNSYSGT 3
C-259 4-59 3-16/ 5-12/ 3-3 5 AREGHMRLPYDSWGGWFDP 10 1-5 2 QQYNSFSPYT 7 R R R
C-260 4-59 2-2 6 ARVDCSSSSCYWAPLGMNV 2 1-39 4 QQSYSTPLTFGG 2
C-263 3-48 1-7/ 1-20 6 RRATLSLNQYNGMDV nd 2-28 1 MQALHTPPWT 0
C-265 3-23 1-26 3 AKDWAASGSYFDAFDN 5 3-NL4 4 QQRSSSL nd
C-266 3-74 2-2 4 VRESSSDEYNTRTFDS 9 4-1 2 QQYYTYPRT 5
C-267 3-15 5-24 6 STADDSRWLSVY 14 4-1 2 HQYYNIPPFMYA 7 NR NR NR
C-268 1-69 3-16 4 ANIDGRVPGFGLFDN 15 3-15 1 QQYNNWPT 3
C-272 4-34 6-19 5 AKHPPTYSSGRRRNNWVDL 9 1-12 nd nd nd
C-276 4-59 3-22 4 ARGEYYYDGNGDTMRYYLDY nd 1-39 1 EQSYTTPWT 10
C-281 4-59 1-26/ 3-3 4 ARHLWEFGPFDY 10 1-12 4 QQADGFPLT 4
C-283 4-59 6-19/ 6-6/ 6-25 5 AVGYSRNWIDS 10 3-15 2 QQYYNWLVYT 1 NR NR NR
C-287 3-73 2-2/ 3-3 6 TRSRGYGMDV 10 1-39 5 QQSLTTPIT 7
C-291 3-15 3-22 4/ 5 TTWPGISMRVVGHR nd 1-5 1 QQYNSYWT 1
C-302 3-43D 6-19 4 GKDVGTSIAVAGTIDF 12 3-11 1 QQHSNWPRT 2
C-303 1-46 2-15 4 AREEVGFCSGGSCYEDY 9 3-20 4 QQYGISPGLS 3 R R R
C-307 3-15 6-19/ 6-6/ 6-25 6 STRNIATREYYYYYYGMDV 2 1-39 2 QQSYSTPHT 3 R R R
C-311 4-4 2-15/ 3-16 6 AREKRGILQGYYYSNGMDV nd 3-20 2 QQYGSSPPYT 2
C-315 3-53 4-17/ 4-23 3 AKNDYGVKGWAFDM 10 2-28 3 MQGLQTFT 5
C-317 4-59 2-8 5 ARHVSARVWFDH 5 3-20 5 QHYGNSPPIT 6 R R R
C-326 4-39 6-19 4 ATSVPGTVH nd 2-28 3 MHALQPFT nd
C-328 3-20 2-2/ 2-15 4 ARVLEDSNCNDY 6 4-1 2 QQYYSSPYT 2
C-330 3-15 3-16 4 TTGDGAGEFARSFDH nd 4-1 1 QQYYTTPRT 4
C-411 3-30 5-12 6 AKDDTRWFSSGWVGGVYHHGMDV 6 1-5 1 QQYNSYSWT 6 R R R
C-417 3-7 3-10/ 3-16 6 ARVWEEPSTYSMFYHYYGLDV 5 1-9 1 QQLNTYPRT 2
C-422 1-46 2-21 2 ARGFCGGDCYSVDWYFDS 8 3-20 4 QQYGGSLLT 3 NR NR NR
C-427 3-48 2-21 3 VVGATGGIAY 6 1D-33 4 QQYDNLPPIT 2
C-428 3-33 3-3/ 3-9 4 ARGPFAEGHYLDY 9 4-1 4 QQYYSFPLT 6
C-430 1-18 3-10 4 ARESWFGDDRKLDH 7 1-5 4 QHYNSYFLT 3
C-432 3-53 3-10 3 ARDQGSLDF 3 3-15 4 QQYNNWPPKLT 1
C-433 4-61 6-19 4 ARDLGGGNSGWNQSYFDY nd 3-20 4 QQYGSSPLT 1
C-435 3-30 2-15 6 ARDWLGYCSGDTCYSNGMDV 9 1-39 2 QQSFTTPHT 5
C-436 4-61 7-27 4 ARKKVLLGVGTFDY nd 2D-30 3 MQDTHWPI 4
C-438 4-31 3-16/ 5-5 6 ARGWGYSYDSGSYGLDV nd 3-20 2 QQYGSSPPYT 3
C-439 3-11 3-3 2 ARETTYYDFGTYWHFDV 10 1-16 4 QQYNSYPPFS 1
C-441 4-38-2 3-3 4 ARGGGYDFWSGYYSHYYFDF 3 1-39 5 QQSYGTPPIT 2
C-443 4-59 2-2/ 3-10 6 ASLPRSSSAWNYHGIDV nd 1-17 2 LQHNSYPYT 4
C-447 3-7 6-19/ 6-13 5 ARDARRSPWYWFDP 7 2D-29 1/ 4 MQSIQSFLFEA nd
C-455 3-30 3-16 6 ARDKEGEEDFYYGMDV 4 4-1 4 QQYYSIPLH nd NR NR NR
C-458 1-69 6-6 6 ArGVWAYHYYGMDV 5 1-9 4 QGGRSARTKV nd
C-463 3-7 3-22 4/ 5 GREGFKDHYDSMGYYITQ 4 3-11 1 QQRSRWPPVT nd
C-472 3-30 3-22 4 AKDRGPYYFDSTSYHPSDY 7 1-9 3 QQLNIYPGPT 4
C-473 3-30 3-3/ 3-22 4/ 5 AVWGGGYSIGFGF 11 2-30 1 PRDQGEIK 4
C-481 3-30-3 4-17 4 ARGAIGDYASWSRDYFDY 11 3-20 1 QHVISPMT nd
C-486 4-34 6-13 1 ARRHSTSWYNLGMYFQE nd 4-1 1 QQYFNPPWT 8
C-489 1-18 3-22 6 ARDSFYDRSGYYNAYYGMDV nd 2-24 1 MQATQFPRT 1
C-490 3-33 6-19/ 6-6/ 6-25 4/ 5 TRDSQYSRSQTPFRY 4 4-1 2 QQYYGPPYT 2
C-492 3-30 2-21/ 3-10/ 3-16 4 AKDLFYGQGGEVFDY 9 3-11 4 QQRYIWPPLT 4
SR-1 VH D JH IgH-CDR3 (aa) VH-Mut Vλ Jλ Igλ-CDR3 (aa) Vλ-Mut LPS dsDNA Insulin
C-005 1-3 3-10 6 ARDGGAMVRGPLYYHYGMDI 4 1-36 3 AAWDDSLNGWV 1
C-007 1-69 2-2 6 ARDRYCSGTTCQNYHYNYMDV 2 3-21 2/ 3 QVWDTSSDHPV 2
C-040 1-46 1-26 3 ARERGSGSYYGRAPGI 9 1-51 3 GTWDNSLSAPWV 5
C-068 3-33 1-20/ 1-1 6 AGQGGSGTATFYYFHGIDV 9 1-51 2/ 3 GTWDSSRSAVV nd
C-071 3-33 1-7/ 3-16/ 3-3 6 ARELLRDGMDV 8 1-51 2/ 3 GTSDNSRRSVI nd
C-090 4-b 2-8 5 ARVNGIWGNNWFDP 6 1-47 2/ 3 ATWDGSLSGVV 4 R R R
C-119 3-30 nd 6 ANYYYYYGMDV 1 2-11 1 CSYAGSFYV 0 R R R
C-209 4-39 3-10 6 VRHNEWRTGAGTFYHYYAMDV nd 2-14 2/ 3 TSYTTDSTLI 7
C-227 1-69 3-9/ 3-10 4 ARNKPPTFDTIGSYHFDY 6 2-23 3 CSYAGSNTWV 2 NR NR NR
C-231 3-48 3-3 6 ARDNPPVGYDFWVMDV 5 1-44 3 ASWDDSLNGV 2
C-235 3-33 3-3 6 ARDRLALRFLEWFRVFMDV 2 6-57 2/ 3 QSYDSSYHHVV nd
C-246 4-59 5-24 6 ARHLPPERNYYFYGMDV 9 7-43 2/ 3 LLYYGGAQLV 2
C-251 5-51 2-2 4 ARRIFFCSSTRCYFYYFDY 1 2-5 2/ 3 LLIYNHCHLTVV nd
C-270 3-23 3-3/ 2-21 6 AKDLNVNVVIPAAIVNVYYYHGMDV 5 1-44 3 AAWDDSLNGSWM 2
C-277 3-64 1-7 4 VRGAYRGNYPEY 11 1-47 3 AAWDDSLSGWV 2
C-288 3-48 3-3/ 3-10 6 ASVGLPGSLIYYHGMDV 8 1-40 1 QSYDSSLSGCV 2
C-289 3-30 2-8/ 5-24 5 ARDKMASTANNWFEP 14 2-14 1 SSYTVSNTYV 3 NR NR NR
C-292 1-69 3-3 4 ARVENALRTTLDY 6 2-14 2/ 3 SSYTSRSTLEVL 3
C-294 3-73 3-16 6 TRQGGDSLSSLYYYGMDV 3 1-44 1 AAWDDSLSAYV 3
C-310 1-46 3-22 4 ARGEVDGTGHYDITDYYYPLYFEY 7 2-8 1 NSYAGRNNYV 3 R R R
C-318 1-2 3-10/ 2-8 6 ARARITPAGVNNGMDV nd 3-1 2/ 3 QAWDSGTVV 4
C-319 3-7 3-10/ 5-12/ 3-3 4 ARDVFGTIRSAHRY 8 1-44 3 AAWDDSLNGWV 2
C-320 4-34 3-16 6 ARGPRYTSSRQFYFYNYAMDV 7 2-23 3 CSYAGGSTFL 4
C-329 1-2 4-4/ 4-11 6 ARAWGLQDYGMDV nd 2-14 2/ 3 SSYTSSSTLV 2
C-406 1-3 3-3/ 3-10/ 3-16 6 AKGAKIGSNYYGVDV 17 2-23 3 LSYAGSGKWV 3
C-413 5-51 4-23 4 VRVPPDYGGNSGIDY 7 2-14 1 SSFSSGSTLYV 4 R R R
C-419 3-15 3-9 6 TTVGTYSDILTGHRYYYYNMDV 11 1-51 1 GTWDSTLNFYV 6 R R R
C-431 4-34 3-3 6 ARGRYYRFWSDLQSEADYFGLDV 5 1-47 3 AAWDDSLSGFQV 2
C-437 3-23 1-26 4 AKERVFSGSFYSFDY 7 2-11 2/ 3 CSFAVTYNLV 2 NR NR R
C-444 3-23 3-10/ 5-12 4/ 5 IKDRGMMPTRADF 14 6-57 3 QSYDNNFNWV 8
C-445 3-15 6-19 4 TTDGLAVAVFDY 8 3-25 2/ 3 QSADSSGTYVL 4
C-462 5-51 6-6/ 2-21/ 6-25 5 ARRIAAQGGDWLDP 7 1-44 2/ 3 AGWDDSLNGPV nd
C-477 4-39 3-10 4 ARPHSGMTRTGEVFAY nd 2-23 3 CAHAGSSTWV 7
C-479 3-7 3-9/ 6-19 4 ASLEGWSYFDY 9 1-40 3 QSYDRSLSASNWV nd
C-482 5-51 4-11/ 4-4 4 ARQYDYFNPHFDL 12 1-47 3 AAWDGTLRSGV 4
C-484 3-73 3-3 6 SRSVTTIFGVVTRSHNGMDI 5 3-1 2/ 3 QAWDYSTAV 4
C-485 4-59 3-22 6 AREGGGYYGYYGMDV nd 9-49 2/ 3 GADHGSGSNFFVV 4
C-487 3-33 3-10 6 ARGYSVSMVRGVIHSDNYGLDF 6 1-40 3 QSYDSSLSGWL nd
C-491 1-46 1-26 2 ARDLRVGATNWYFDL 4 2-23 3 CSCAGYNTWV nd
C-494 3-23 3-16/ 1-7 4/ 5 AKRDWRKNQL nd 4-69 2/ 3 QIWDTGTAI 11
C-495 3-23 3-3 4 AKDRRGTIFGGAISEWYFDY 6 2-11 2/ 3 CSYAGSLTLL 2

aa: amino acids; V-Mut: no. of mutations within V region; nd: not determined; R: reactive in ELISA; NR: not reactive in ELISA; clonally related antibodies are indicate in the same color

Table S1: Ig gene analysis and antibody reactivity of HCV E2 peptide (aa483-499)-binding memory B cells from patient SR-1.
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IG
SR-2 VH D JH IgH-CDR3 (aa) VH-Mut Vκ Jκ Igκ-CDR3 (aa) Vκ-Mut LPS dsDNA Insulin
J-021 3-30 3-3 4 AKDRGGGGGAIFGVVFPMTIDY 5 1-39 4 QQSYSVPLT 4 R R R
J-026 3-73 6-19 4 TRLQWDTSGWYRAGDY 5 4-1 4 HQYYITPLT 1 R R R
J-027 3-33 3-22 3 ARIHNYYDSIGYSSDAFDI 3 1-39 1 QQSSNFPRT 3 R R R
J-029 3-48 1-14 6 ARRANVNRYMVIPPVITGSMDV 13 3-20 2 QRSGGSPGT 7
J-030 4-4 6-19 5 GCGSGHRLVHS nd 1D-33 5 QQYYNLPLT 5
J-036 3-23 5-5/ 5-18 6 AKGNTAMWYYYALDV 7 2-28 4 MQSLQTPLT 3
J-037 1-18 6-19 6 ARDGLADYYYGLDV nd 2-28 4 MAAQQTLT 2
J-040 1-46 3-9 4 ARARHPKRDSDWLLSPSSMGY 13 4-1 2 QQYHSTPYT 6
J-050 1-2 3-10/ 3-16 6 ARENLTVTFHGMDV 16 1-39 1 QQNYSPPWT 7
J-059 3-30 3-10 3 AKEGDSRGLGPFDI 6 3-15 1 QQYNNWPLWT 3
J-062 4-31 3-10 3 VRDASRIPVVRGNKADTFDI 11 1-9 2 QQLSNYPYT 7
J-082 3-11 5-12 3 ASRTGYSYGDAFDI 17 1-9 3 QYLNTSPFT 4 R R R
J-089 4-30-4 3-10 5 ARLLFRGVNNWFDP nd 1D-33 4 QQYLNLPLT 3
J-094 3-23 5-5/ 5-18 4 AKDRYGQLFATFEF 8 1-12 2 QQAQSFPYT nd
J-101 3-15 3-22 6 TTHYYESGGHYWGWMDV 7 2D-29 2 MQSSQLMYT 4
J-110 4-61 2-2/ 2-15 5 ARGYCSGSNCYEGDKWFDP nd 1-39 3 QQSYGTPFT 12
J-122 1-58 1-26 4 ATDGGVGATFDY 2 1-39 1 QQRYSTPWT 4
J-123 3-21 7-27 4 AREISNWGNFDL 7 2D-29 2 SQSTHVPT nd
J-124 3-21  6-13/ 6-19/ 6-25 4 ARVLGIAVGGPIDY 9 3-15 1 QQSNNTSSA nd
J-127 1-69 3-22 3 ARDQRRRIHFDSSGDGAFDF 13 3-20 1 QQYGNSPRT 2 NR NR NR
J-133 3-30-3 3-3 4 ARGGRSGYYSQY 5 4-1 3 QQYYSTPFT 2
J-135 4-61 5-24 4 ARFCRDGYAAEYYFDY 7 3-20 4 QQYASSLT 4
J-138 1-69 6-19/ 6-25 4/ 5 GYRYSSGYAFDK 6 3-20 1 QQYGSPWT 1 R R R
J-139 1-46 1-7/ 1-20/ 3-9 4/ 5 ARTSMGSQNQDWILNHDAFDL 16 4-1 2 QQYFRTPYT 6
J-142 3-30 3-22 3 AKDLNYYDSSGYYFGGAFDI 3 1-8 1 QQYYTFPWT 2
J-145 3-11 3-3 4 ARGPWEWSPFEY 7 3-20 2 QQSASSPKT 4 R R R
J-146 3-48 3-22 6 ARGSFPNKYLVVPDVITGSMDV 11 3-20 2 QQYGSSPGT 4 NR NR NR
J-148 1-69 3-9 4 ATGDDLLTGYYSPFDD 10 1-5 1 QQYKSYWS 5
J-150 4-34  3-16/ 6-19 4 ARGSGHSYNYHRARWVFDY nd 2-28 3 MQSLHTPFT 4 NR NR NR
J-151 3-15 2-21 3 TTSVWACGGDCNDVFDI 5 1-5 4 QQYNTYPLT 4 R R R
J-153 3-53 3-16 6 ARDLGYGMDV 3 3-11 1 QQRTNWLGT 0
J-157 4-34  2-21/ 3-3 4 ARGLELWLVSVYGY 8 3-15 1 QQYHFWPRT 9
J-165 4-61 3-22 3 ARKATFYSDFSGFSVFDI nd 1-9 4 QQLNRYPPT 3
J-166 3-30  1-7/ 6-6 4 VSVGTKLVAY 5 1-9 2 QQLNGYPYT 3
J-168 3-11  4-17/ 4-23/ 5-12 2 ARGRYGAYFYFDL 13 3-20 3 QQYGSSPFT 6 NR NR NR
J-171 1-69 5-24 6 ARIVRDGYPGEVFYYYAMDV 4 3-20 2 QQYGSSPQYT 1
J-183 3-15 3-3/ 5-5 4/ 6 VRQGGGYYEFRL 20 3-20 4 QQYDNSPLT 6
J-193 3-9 3-16 5 VKAPRAVWGGFDP 5 1-39 4 QQSYRTPRT 5
J-202 4-61 2-15 6 GRGSCNGGSCYPNFNYDVDV nd 1-39 2 QQGYSSRPTT 2
J-205 3-73 6-19 4/ 5 TRLEWNTNGWYRAGDF 7 4-1 4 HHYYIVPLT 2
J-216 3-9 3-9 5 AKDQNDDILTGDNWFDP 3 1-5 1 QQYNSWT 2
J-222 3-30  3-10/ 6-19 6 AKDFGKGGYAYHYYMDV nd 3-15 1 QQYNKRPPA 9
J-236 4-59 2-21/ 3-16 4 GTNTAIGDCDHYYFDY nd 3-11 3 HHRTNWPLLFT 2
J-238 4-31 3-3/ 3-9 4 AKNEGSGFVPLQY 10 3-15 1 QHYNSWPPWT 3
J-252 3-48 5-12 4 ARDQWASVDMEYYHEY 9 1-39 2 QQTYSIPYT 7
J-253 1-69 3-22 4 ARVGYYYDSNGYYLDCFDQ nd 1-39 4 QQTYSTPRCT 3
J-269 3-23 7-27 4/ 5 AKLGVIYRDIST nd 1-39 3 LQSYSSPIFT 5
J-271 3-49 3-10 4 AGANYYGSGSAPFDY 8 1-5 1 QQYSTYFPA 5
J-272 4-31 6-6 6 AREEWGKYSARGGLDV 10 1-39 1 QQSHTSPRT 8
J-274 3-73 3-16 4 VRERGYDYGGYAMDY nd 1-39 4 nd 9
J-276 5-51  5-24/ 6-19 4 ARLRVEVAAISHGDY nd 1-9 1 QRLDSYPPWT 2 R R R
J-282 3-33 2-21 4 AKFQGAYSLESSFDG nd 1-16 4 QQYSVYPFT 3
J-284 3-21  3-16/ 4-4/ 4-11 6 ARCLQYVYAMDV 3 2-28 4 MQALQTPPT 0 R R R
J-287 3-48  1-14/ 2-21/ 5-24 6 TTEIPNR 8 1-27 1 QKYDSALWT 4
J-288 1-46 3-10 4 ALMDYYESSRYY 8 3-11 4 QQRSSWPSLT 1 R R R
J-294 4-39 3-22 4 ARHDRYDNSAYHH 7 1-5 1 QQYNDLWT 5 NR NR NR
SR-2 VH D JH IgH-CDR3 (aa) VH-Mut Vλ Jλ Igλ-CDR3 (aa) Vλ-Mut LPS dsDNA Insulin
J-002 1-2 4-4/ 4-11 4/ 5 ARGHYSTWYG nd 1-44 1 AAWDASLNGPVLGTGTRVSVL 5
J-014 4-34 3-22 4 ARRSHITMIVVILSDYIDY 7 2-23 nd nd 6
J-015 3-23 2-15 4/ 5 AKDTSSRCSGGTCYSLTSIDF 3 4-69 2/ 3 QTWGTGIYVV 2
J-028 1-3 4-4/ 4-11 6 ARTSNYYWYFDV 30 3-21 1 QVWDTSSDHYV 0
J-064 3-48 3-16 4 AREGTYDYDWFAY 12 2-23 nd nd 6
J-067 4-30-4 3-10 4 ARVNGDAFDY 14 3-21 1 QVWDNPSDHLYV 2
J-068 3-23 6-13 4 AKRIGIAAGSRGLDY 8 2-14 1 SSFTNSRSYV 5
J-069 3-30 2-15 6 AKDFREWWYAYHYYMDV 7 1-51 1 GTWDSSLSEYV 7
J-078 3-71  4-4/ 4-11 4 TSNYGVYYFDY 21 1-40 2/ 3 QSYDRTLIGYVV 5
J-091 3-30 5-12 3 AKDYSGYDFPDAFDI nd 1-40 2/ 3 QSYDTSLSVHVV 2
J-095 4-61 3-3 5 ARRISISGVVDNWFDP nd 2-23 2/ 3 CSYAGRVL 5
J-103 3-30 nd 4 ARSVGGHFDY 6 3-21 3 QVWYSSSDHPGV 1
J-116 1-69 3-3 6 ARDPPVITTFGVIYYGMDV 3 2-23 2/ 3 CSYAGFSTI 3 R R R
J-140 4-31 4-17 3 AREGNFGDYMFAFDI nd 2-8 3 TSYAGYHTGV 4 R R R
J-141 3-53 5-24 4 ASQKMANAALDY 9 2-8 2/ 3 SSYAGSNNLV 3
J-144 3-72 3-3/ 5-5 4 VRQGGGYYEFAY 20 2-14 2/ 3 SSYTNNSPVV 2
J-147 3-23 1-26 4 TKSPGWELMYFDY 3 1-47 3 APWDDSLSGPG 0
J-156 4-30-2 3-9 4 ARGMDDTAGFDTTISHYYFDY 12 2-5 2/ 3 nd nd
J-161 3-7 3-10 4/ 5 AMFGLEATLDS 6 2-11 1 CSSAGLHSYV 6
J-176 3-30 1-26 4 AKERVRYRGGSYSFDY 6 1-51 3 GTWDSSLRAWV 1
J-181 3-48 2-2 4 ASWYQLPGDY 3 1-44 2/ 3 VTWDDSLNGPV 4
J-182 3-9 3-10 4 ARDMRHFFGSGTYGFDY 5 1-47 2/ 3 ATWDDSLSGVV nd
J-186 1-2 6-19 4 SRGRRWSSGWYDDY 7 1-44 3 AAWDDSLNGWV 3
J-214 4-31 3-3 6 ARAPYDYWTGDRSYYYGMDV 10 2-8 2/ 3 SSFGGSNNHVV 2
J-235 5-51 1-26 5 AKRSFGGSYFRGNWFHP nd 1-40 2/ 3 QSYDRSLSASI 4 NR NR NR
J-241 5-51 5-24 5 AGVGPPRIVATMLRDGGFGP 7 1-47 1 AAWDDSLSDVV 4
J-247 3-30 2-15 6 AKDFREWWYAYHYYMDV 6 2-23 nd nd nd
J-249 5-a 4-17 5 ARRSGYGDYDKRGWFDP 14 1-51 2/ 3 SVSDNNLRVV 4
J-250 3-23 2-21 4 AKFLGAYSLESSFDG nd 6-57 3 QSYDTTKRGEV 1
J-289 5-51 5-24 4 ARSGLGYNPGGDY 2 1-47 2/ 3 EAWDDSLSTVV nd

Table S2: Ig gene analysis and antibody reactivity of HCV E2 peptide (aa483-499)-binding memory B cells from patient SR-2.

aa: amino acids; V-Mut: no. of mutations within V region; nd: not determined; R: reactive in ELISA; NR: not reactive in ELISA; clonally related antibodies are indicate in the same color
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IG
SR-4 VH D JH IgH-CDR3 (aa) VH-Mut Vκ Jκ Igκ-CDR3 (aa) Vκ-Mut LPS dsDNA Insulin

M-003 3-30  2-2/ 4-17/ 6-6 nd AKSQLHLKR 8 1-5 1 QRYNSYSSWT nd
M-101 3-15 1-7 2 nd nd 2-28 1 MQALQTTWT 1
M-118 3-23 6-19 4 AKDPGRSGSGTWDY 11 3-11 2 QRSDWPRYT nd
M-145 1-3 5-5/ 5-18 6 ASPVGYSYGYRYHYYYGMDV nd 2-28 2 MKRIQSEH nd
M-164 1-69 3-22 x ARGNQNHYESSNY 14 3-15 2 QQYNDWPGT nd
M-167 3-23 3-10 2 AKDRGGLYILIVL nd 1-27 4 QTYHGAPKP nd
M-201 3-9 3-3 4 ARQLRLTSTIYRKYDISTPGVYFDY 11 1-39 4 QQGYTSLT 4 R R R
M-211 4-39 4-23 4 ARDRRGGWARFDY 9 3-20 2 QQYGTSPPIYT 5 NR R R
M-238 3-21 3-10 4 ARWKSVYLAAVIPFDY 10 4-1 QQYYSTPPA 7
M-240 1-69 3-22 6 ARGRYHDSSDHYLEVPYYYGMDV 5 1-9 3 QHLNTYLLFT 3 NR NR NR
M-243 3-48 5-5 1/ 4 ARESGDSYGVDH 8 3-20 1 QQYGSSPPWT 3
M-254 4-31 1-7 4 ARESVGWNYWGHDC 12 3-11 2 QQRDNWPRT 6
M-286 3-15 6-19 4 TTDGEQWLDSYYFDY 6 1-17 1 LQHNNYPPWT 2 R R R
M-292 4-30-4 3-3/ 3-22 6 ARDLGPHYDSWGGYPPLRMGMDV nd 1-39 1 QQSYSTPWT 4
M-313 3-49 6-6 5 AKGRIGGRLHWFDP 11 3-15 2 QQYNHWPYT 5
M-317 3-48 2-2/ 2-21 4/ 5 ARGSSSSTSSYIDH 12 3-15 4 QQYNNWRIG nd
M-322 1-2 4-17 4 ARGVYGDFGDY 14 1-17 3 LQHSDYPFT 2
M-330 3-7 3-16 4 VGWGGVAHY 7 3-11 2 QQRSNWPYT 0
M-332 4-30-4 3-9 4 AGGNNDFSTGLDY 14 3-11 5 QQRSNWPGFT 5
M-333 3-30 3-9 4 AKESVLRFFDWFFSKFYFDS 5 3-15 1 QQYNNWPPLA 2
M-334 3-9 5-5/ 5-18 4 AKDRHRYPSMVTFDY 4 1D-33 2 QHYDHLPPT 3
M-336 4-30-4 3-3/ 3-9 4 AGGDHDFSTGLDY 11 3-11 5 QQRSNWPGFT 5
M-339 3-23 1-26/ 5-24 4 VKGSSRGVVRDGDDGIY 9 1-5 1 QQYDAYSWT 8
M-343 3-23 2-21 4 VKGDCGGGSCY 12 1-6 nd nd nd
M-345 4-31 3-10 4 ARGLYYYGSGSYFDH 3 3-15 1 QQYNNWPLWP 0
M-363 1-2 2-15 4 ARDVNLGYCSGVSCYPFDY 6 2-30 1 MQGTHWPPT 2
M-369 5-51 nd 4 AKGKEGFDY nd 2-28 2 MQALQTPYT 1
M-389 4-30-4 3-22 5 AAAEGASDYHISGYFF 6 1-39 4 QQSYSTPQT 7 NR R R
M-407 1-69 3-3/ 3-9 4 ATDILRDLPDS 12 2-30 1 MQGTHWPWT 4 NR NR NR
M-409 3-66 3-10 6 WGFGELGGIRYGR 0 3-15 2 QQYNNWPF 0
M-410 4-39 2-15/ 2-21 4 ARRWWSSFFDY nd 3-15 4 QQYNDWPLT 5
M-426 3-49  4-4/ 4-11 4 STLTWPTGRDY 7 3-11 3 QQRSSWPIT 2
M-429 3-23 3-10 4 AKFRPYSGSSGDY 6 1-39 4 QQSYSTPS nd R R R
M-430 1-46  3-9/ 4-4/ 4-11 5 ASDDFRSNCFDL nd 3-20 3 QQYGSSPLT 4
M-435 3-30-3  3-3/ 5-12 4 ARDEEVPGYNAYDFEY 6 1-39 1 QQSYSLGT 2
M-437 3-23 1-7 4 ATDNWNYCLGDY 7 2-24 4 MQTTQLPRS 4
M-441 4-31 6-19 5 nd 9 3-15 1 HQYNNWGT 3
M-448 1-69 1-26 3 AKPPIVGATGGFDI 10 1D-33 3 QQYDNFPLTFT 5 NR NR NR
M-449 3-23 6-19 4 AKGDKAVAGTAGFDY 9 1D-33 2 LQYDHLPVMYT 5
M-457 3-23 2-21/ 5-12 4/ 5 VKDVWWLQF 10 1-27 4 QSYTTVPPVSLS 5
M-483 3-23 5-24 4/ 5 AKGSSRGAVRDAYNGNC 8 1-5 1 QQYNDYSWT 3 NR R R
M-490 3-30 3-3 5 AKDLLLFFSKNSRSVGSFDS 15 1-39 5 QQSYSLPIT 22 R R R
M-507 1-2 3-16 6 ARVILVTGAKGYFYDYGMDV 4 1-13 2 QQYSTFPYT nd
M-514 3-11  2-21/ 3-3/ 6-19 4/ 5 ARASAVLF 5 3D-15 3 QQYDSWPFT 3 R R R
M-519 4-30-4 3-10/ 5-12/ 6-19 4/ 5 TRDVLRGWVDQ 15 3-15 2 QQYNNWPPG 10 NR NR NR
M-529 4-b 5-24 4 AKSLTKTNYFDY 4 1-5 1 QQYNSFSGT 5
M-530 1-69 3-3 4 ARSLNYDFWSGYYFDY nd 1-5 1 QQHKSFSKT 12
M-533 4-4 3-10 5 TRDRGATGTDDH 17 3-11 3 QQRFIWPRT 4
M-535 3-23 3-22 4 AKRDYSDGSDYYPLFDF 5 1-5 2 QQYNNYLGT 6 NR NR NR
M-703 3-23 3-16 4 nd nd 2-28 1/ 3 MQALQSPRT 4
M-705 4-61 1-26 5 SRVFGGELDR 8 1-5 2 QQYNSSLHT 3 NR NR R
M-713 4-30-4 5-5/ 5-18 4 ARRRGYNYGYGALFDY 10 1D-33 3 QQYDHLPPFT 2
M-802 3-15 3-3 6 nd nd 2-30 3 MQGAHWPPGFT 3
M-824 1-46 3-16 4 ARNDFGDYGRVSGY nd 3-20 2 QQYGSSTQYT 3 R R R
M-825 4-39  2-21/ 5-24 3/ 6 nd nd 1-5 2 QQYNSYLYI 2
M-834 4-61  3-10/ 3-16/ 3-22 6 SRDGRIADFGGYYYYA 8 1-39 2 QQTYSTPRT 4 NR NR NR
M-840 4-59 nd 6 ARGAHSVDYYHYYAMDV 11 3-20 2 HQYGGSPYT 6
M-841 5-51 2-21/ 5-5/ 5-18 4 VRLLDGFFDY 9 1-39 1 VANFSD 8
M-847 4-61 5-5/ 5-18 4 ARYRLTVETFDS nd 1-12 4 QQPNTFPPT 6
M-855 3-33  4-4/ 4-11/ 7-24 4/ 5 nd nd 2D-24 4 TQPTQFPRSL 2
M-859 1-69  3-10/ 3-16/ 4-17 6 nd nd 1-17 3 LQHNS nd
M-862 3-30 3-22 6 AKDLVYSSPSLSGPYYYHYGMDV 7 1-9 2 QQLNSNPYT 4 R R R
M-867 3-23  2-2/ 3-16 3 nd nd 3-20 2 QHFGTSRAT 3
M-868 3-15 2-21 4/ 5 VTAQCGGDCHASTGSTP nd 3-11 5 QQRRNWPIT 1
M-869 3-30-3 7-24 6 ARDYKVENWGGRYYYYYGMDV 5 2-28 3 MQALQTPFT 2 R R NR
M-872 3-53 2-2 4 AGRLATAAAYDY 4 2-28 1 MQVVQTPWT 2 R R NR
M-877 1-2 5-5/ 5-18/ 6-19 1/ 4/ 5 MRGVAPGSGYGSGPGNVH 9 3-20 3 QQYGYSPGFT 8 NR NR R
M-879 4-59  4-4/ 4-11/ 4-17 6 ARDQTTSKYYYYGMDV nd 1-39 2 QQSYTSHT nd
M-882 1-8 3-3/ 3-10/ 3-16 4/ 5 TRGPLGTYVAFWDC 11 1-39 1 QQTSGVPTT 7 R R R
M-885 3-23  3-10/ 3-16 4/ 5 nd nd 2D-40 4 DQGGDQ 4
M-886 4-39  2-15/ 3-22 4 ARIDRRRPSFDGSGFPDY nd 3-20 1 HQYGDSPWT 4
M-888 5-a  1-1/ 1-20 6 nd nd 3-20 1 QQYDKTPWT 11
SR-4 VH D JH IgH-CDR3 (aa) VH-Mut Vλ Jλ Igλ-CDR3 (aa) Vλ-Mut LPS dsDNA Insulin

M-230 4-39 5-5/ 5-18 4 ARRGNSFGPPSAPFDY 2 2-14 2/ 3 SSYTSSTTLV 3
M-261 3-30 3-10 6 ATTRDFYGSGRNGGMDV 12 8-61 1 VLYMGSGIWT 4 R R R
M-306 3-49 3-9 6 TRDGFDWVLSITV 3 2-14 1 SSYTGNNTRPYV 2
M-312 3-72 3-10 4 TTEGAYAGPDFDH 8 1-44 3 nd nd
M-318 3-9 1-1/ 1-20 6 VKDSATTDLYYYNMDV 9 1-47 nd nd nd
M-358 3-h  3-16/ 6-12/ 6-19 4 ARGEGWLFLGRANDY nd 2-11 2/ 3 nd nd
M-413 3-23 3-10 4 AKWGSHSLWFGVLLD 10 1-47 3 AAWDDSLSVWV 1
M-422 3-74 2-2/ 2-15 4/ 5 TTTLATEAA 5 1-51 1 GTWDSSLSAYV 1 NR NR NR
M-433 1-69 nd 4 ARIGHSYTESENFDY 15 1-47 3 AAWDDSLNGWV 4
M-458 3-15 2-21/ 4-23 3 IRNSPYDAFDI 4 2-23 1 CSYAGTSTYV 0 R R R
M-460 1-69 3-3 6 ARAERHSISVFGVGPSSYFQYAMDV 12 1-40 3 QSYDRSLGASV 3
M-463 4-59 1-26 3 ARVISGSRGRAFDI 5 1-47 2/ 3 AAWDDSLLSVL 3
M-493 3-53  1-7/ 4-11 4/ 5 ARVNPTGTFWINF 5 2-14 3 KSYTSSNL 6
M-494 3-30 5-12 4 AKENSQWQRFQYFDC 7 1-44 1 AGWDDSLNRYV nd
M-512 3-15 3-10 4 VTDSGSEWEQPFFHY nd 3-21 1 QVWDISSENYV 4
M-724 3-30 6-19 4 AKGCGQWLPSEYFDC 13 1-44 1 AAWDDSLNGYV 5 NR NR NR
M-801 1-46 3-10 5 nd nd 1-51 2/ 3 VPEEASLNSVL nd
M-805 4-4  6-6/ 6-13 4/ 5 ASSNEYVVGLHY 10 2-8 1 SSYAGNSYV 4
M-806 4-59 3-10/ 3-16 5 ARGGSYRIQDFNWFDP 8 9-49 3 GADHGSGTKFVWV 3
M-808 3-53 6-19 6 AAVSAIAVAGYYYYYGMDV nd 2-23 3 CSNAASNTEWV 4
M-811 4-39 4-17 6 ARVDVVDDYGDYSLTSGMNV 6 2-23 1 CSYAGSSTYV 5
M-814 1-69 3-10 4 ARGASGTLFFDY nd 3-21 1 QVCDSVTDHYV nd
M-818 1-46 2-21 5 GRGEVVVAVTQDHLDP 4 2-23 2/ 3 CSYAGSSTLV 2 R R R
M-819 3-15 3-9 6 TTEDEILTGYSNGLDV nd 1-44 3 APLGDSLNGRV nd
M-822 3-23 6-6 2 AKFAWAEYSSSSGDFDL 9 2-11 1 CSYAGSYTYV 0
M-826 3-11 3-3 4 ARVYDFWSGYYLDY 8 1-40 3 HSYDNRQSGTWV 4 R R R
M-851 3-23 5-12 4 AKDLRGQGNINIVAATDY nd 2-14 1 SSYTTTSTLVV 7
M-871 4-31 3-10/ 3-16 4 ARRSYNYFDI 4 1-51 3 GTWDRSLPGWV 2
M-875 3-9 3-16 6 ARGASVITEGLTYYYYGMDV 4 2-11 2/ 3 CSYAGSYTLV 3 NR NR NR

aa: amino acids; V-Mut: no. of mutations within V region; nd: not determined; R: reactive in ELISA; NR: not reactive in ELISA; clonally related antibodies are indicate in the same color

Table S3: Ig gene analysis and antibody reactivity of HCV E2 peptide (aa 483-499)-binding memory B cells from patient SR-4.
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IG
SR-5 VH D JH IgH-CDR3 (aa) VH-Mut Vκ Jκ Igκ-CDR3 (aa) Vκ-Mut LPS dsDNA Insulin
Z-034 1-2 6-19 4/ 5 ARLQQWLSNAGFG 9 1-5 1 QQYNSYGWT 6
Z-036 4-61 2-2/ 2-8 3 ARDRPRLYHAFDM 9 3-20 1 QQYGSSLWT 1 NR NR NR
Z-037 1-18 3-16 4 ARDLGTLDYEYLWKRYRPPPYDY 10 4-1 2 QQYHTTPQYT 4
Z-038 3-23 2-8/ 3-16/ 6-6 5 ARGVNRLDP 9 3-15 2 QQDDNWPPVYT 1
Z-203 3-74 6-19 6 VRDSPVAGMGKDYYGMDV 6 1-39 4 QQSYSTPR 2 R R R
Z-205 3-33 3-10 3 ARSGPDVVAFDI 3 3-20 3 QQYGSPGFT nd R R R
Z-207 4-59 6-6 4 ARWEAARLDY 6 4-1 1 QQYYTIPWT 2
Z-209 4-59 2-21 3 AARNVVVPAATNGRPIDV 8 4-1 2 QQYYSTPYT 4 R R R
Z-211 4-39 2-21 6 AGAHAYFSMDV 16 3-15 2 QQYNTWPS 4
Z-212 3-30 3-22 3 AKTYYSATSGYYFYQH 7 3-15 3 QQYNNWPPFT nd
Z-221 4-59 2-21 3 AGRNVVVPAATDGRPIDI 9 4-1 nd nd nd
Z-222 4-59 2-21/ 3-16 4/ 5 ATTDF 6 2-30 nd nd nd
Z-233 4-39 6-13 6 ARQSAAVGAYYYYFMDV 9 3-15 1 LQYNEWPPWT 6 NR NR NR
Z-302 4-59 2-21 3 AGRNVVVPAATDGRPIDI 7 4-1 2 QQYYSTPYT 4 R R R
Z-306 4-39 2-21 6 VRLAISGYYYHYMDV 10 3-15 1 LQYNDWPPWT nd
Z-313 5-51 6-19 3 VRFRLSGGDAFDI 4 1-16 3 QQYDNFPFT 3
Z-315 4-39 1-26 4 ARRYSGSHSYFDY 5 1-39 3 QQSFSTLFT 3
Z-318 3-15 3-16 4 ALPMLRGVPY 8 3-11 4 QQRSDWPPLT 4
Z-319 3-49 3-10/ 3-22 4 TKDVSDVMTEYPYYFDS 13 3-11 3 QQRGNWPPL 9
Z-335 1-18 1-26 4 ARSGGSPYSGGILSDS 9 1-39 1 QQSHTSPSWT 5
Z-336 4-59 4-4/ 4-11 6 AGTRTTENNSGGMDV nd 4-1 nd nd nd
Z-337 3-48 3-3 4 ARGWNYDLWSGYSAPFDY 3 1-17 4 LQHNSYPLT 1
Z-339 4-34 1-26 6 ARVGKAYYLYFYYYMDV 3 3-11 5 QPRSNWPT 0
Z-341 3-11 3-9 4/ 5 VVIPTGYYKSGTFSF 12 1-33 4 QQYDTLPTT 6
Z-345 4-59 2-21 3 AGRNVVVPAATDGRPIDI 7 4-1 2 QQYYSTPYT 4
Z-350 4-4 2-15 6 AGSSFYYHGLDV 11 3-20 3 QQYGSSPFT 4
Z-352 4-59 3-10 4 ARHLHYYSSGIFYHLDS 11 2-24 4 MQSKQFPLT 4
Z-353 3-23 3-3 6 AKVGDDFWRGATYFYYFMDV 6 3-15 1 QQYNNWLWT 3
Z-356 3-43 3-10/ 5-5/ 5-18 6 AKDKNIWSSPMDV 3 3-11 4 QQRSNWPRTVT 2
Z-357 4-59 3-10 4 AGRFPRASDGRPIDS 6 4-1 2 QQYYSIPYT 1
Z-363 4-4 2-2 4 ATRLGYCDTTSCKNPLFDH 4 3-20 2 QQYGSSPPMYT 3
Z-367 3-9 2-21 3 AILVVVTARDVHDF 8 3-15 2 QQHNYWYT 4
Z-368 4-31 3-10 4 ARERGYHFDF 15 3-15 2 QQYDNWLYT 7
Z-376 4-61 3-22 4 ASRSTSDSSGYPFDY 4 3-15 2 QQYYSIPYT 1
Z-377 3-30-3 3-22 6 VRKAANYYYGMDV 6 1-6 3 LQDYSHPFT 6
Z-381 4-61 3-16 6 GGTRTKVNNSGGMDV nd 4-1 1 QQYYSIPWT 2
Z-382 4-39 3-3 4 ARTTVFGGVIHPAFDS 12 3-15 1 QQYNNWPPTWT 4
Z-401 4-61 2-2 6 ARHAGSTSAWSRDPNRYKYYIDV nd 3-15 1 QQYNNWPQT 5
Z-406 3-48 3-16 6 ARAGLNTNYDYVTKRYRNYYYMDV 7 3-15 1 QQYNIWPWT 4
Z-407 3-20 5-24 4 ARDGRDEGHDY 6 3-11 2 QQLFKWPYT 2
Z-415 4-59 6-25 3 ARVLESSVAFDI 5 2-28 3 MQALQTPFT 0
Z-417 5-51 3-9/ 3-10/ 6-19 3 TGVLFRNDWAPGVYGFDI 5 3-15 1 QQYNNWPPT 3
Z-446 4-49 3-10/ 3-16 6 VSRTLPSTHSPGGYY nd 2-28 2 MQALQTSWT 5
Z-448 4-39 6-13 6 GRHRAAIGHYYYYFMDV 10 3-15 2 LQYNEWPPCT 3
Z-451 3-11 3-3 4 ARSFCSGNRCSSYYFDY 6 1-5 1 QQYNSYSWT 0
Z-452 4-59 2-21 3 AGRNVVVPAAHGWVGLIDI 9 4-1 2 QQYYSTPYT 4
Z-461 4-39  2-15/ 3-16 4 ARRNLVGATTFFDY nd 1-39 1 QQSLSAPWT 6
Z-471 4-4 2-15 2 ARDLEYCSGGRCSWFFDL 9 3-20 nd nd 4
Z-474 3-33 3-3 4 AREGIGDSWSGYLDY 5 3-15 2 QQYNNWPHT 2
Z-475 3-11 2-15/ 2-21 6 ARHVVSNYYYYYIDV 6 3-15 1 LQYNNWPPWT 3
Z-478 4-39 3-9 4 VRSARRDILTGYRNGEKNHFDS 13 3-20 5 QQYGTSIT 2
Z-487 4-59 5-5/ 5-18 4 ARVNSRPLAHFDY 10 1-39 2 QHSYITPYI 6
Z-491 4-59 1-1/ 1-7/ 1-20 4 ARKKSAGQPGRLDY 10 1-39 1 QQSYKNPRT 14
Z-492 1-8 3-22 4/ 5 ARDVSRQYYDSTGYYPWFF 8 3-15 3 QQYNDWPFT 6
SR-5 VH D JH IgH-CDR3 (aa) VH-Mut Vλ Jλ Igλ-CDR3 (aa) Vλ-Mut LPS dsDNA Insulin
Z-204 3-33 nd 6 ARDDISLNYYYYYGLDV 5 2-14 3 SSYTTNNTMM 2 R R R
Z-229 5-51 7-27 6 ARHTGGVQMWSRNPSRTYYYMDI 10 2-14 2/ 3 NSYANNIVV nd
Z-231 3-11 1-26 4 ARDRIVGYSAVSDY 4 1-40 3 QSFDRSPRV nd
Z-303 3-74 3-3 5 ARGRGDSWSGYYPPDS 7 2-14 2/ 3 SSYTTNTFVL 5
Z-307 3-9 4-17 4 VKEDIGEDYGDIHFDH 8 1-40 1 QSYDNRLRAYV 4 R NR NR
Z-309 5-51 4-17 5 ARSSQTVTYDS 13 2-14 1 ASLTSSDTLV 7
Z-316 3-21 1-26/ 2-15/ 6-19 4 TRALVRGTGWGDY 9 2-14 3 CSYTSTTTPWV 4
Z-320 4-4 1-1/ 1-20 4 ARESLNWNDVGNFDY 3 2-14 1 SSYASSILFV 1 NR NR NR
Z-325 3-43 4-4/ 4-11 6 AKNNYESRSYFRNYHYNGLDV 14 1-44 2/ 3 ATWDDSLNGPV 5
Z-328 4-34 6-6/ 6-19/ 6-25 6 ARGSLRIAYHYYGMDV 8 1-51 3 GTWDISLSAGV 3
Z-330 4-59 2-8 4 ARQVQHCTGFSCYLLFDY 7 7-43 3 LIYYGAVQV 2
Z-331 4-39 3-22 4 ARHPVQSYYPLYYFDY 5 2-11 1 CSYAGGYTFWV 3 R R R
Z-342 3-74 3-3 6 ARLYDFWSGYSRDV 6 2-8 1 SSYAGSNPYV 2
Z-344 3-11 3-9/ 3-16 4/ 5 ARDLWTGGVTGTRFDF 13 2-14 3 CSYTDSSARV 5
Z-347 4-59 3-22 4 ARGSYYYDTSGQPRGLIFDH 10 1-40 1 HSYDNTLRGSNV 3
Z-348 4-59 2-2 3 ARHLPASGDDAFDIW 3 2-23 1 CSYAGTSTYV 0 R R R
Z-349 1-18 3-16 6 ARSLGFRGSYGMDV 4 1-44 3 AAWDGSLNGYWV 0
Z-362 1-2 2-8/ 3-16 6 ARDKGTVMDYNYAMDV 3 1-51 3 GTWDSSLSAGV 2
Z-366 3-64 3-3 4 AREGGRRLSGVVIGKHFDY 7 2-23 3 CSYAGPVTSWV 6
Z-370 3-21 1-26/ 2-15/ 6-19 4 TRALVRGTGWGDY 9 2-14 3 CSYTSTTTPWV 4
Z-378 3-33 3-22 3 ARAEYDSSGYYPDAFDI 1 2-14 1 SSYTSSSTLYV 0
Z-380 3-33 2-15 6 ARPSTPCSLTSCNPDV 4 2-23 1 CSYAGTSTYV 0
Z-416 4-30-2 6-13 5 ARCHPTSRYSSSPDWFDP 4 2-14 1 SSYTSSSTLYV 3
Z-420 3-11 5-5/ 5-18 4 VRYSSSTIIQGISRNFDF 8 2-14 nd SSYTSTNT 4
Z-424 3-33 4-17/ 4-23 4 AREPDYGLIDY 4 4-69 3 QTWGSDIHGV 3
Z-425 1-18 3-22/ 6-19 5 ARNSSSWDVENWVDP 7 2-23 1 YSYAGYSTYV 6
Z-429 4-59 1-26 4 ARRRSGLHTGSFHLDS 9 6-57 3 QSYDRTNWV 3
Z-430 3-23 6-19 6 AKGVSSGWYNGMDV 3 2-14 1 SSYTSSSTHYV 0
Z-436 4-59 6-13 4 ARRQLATHEFDY 10 2-23 3 CSYAGGPTV 5
Z-438 4-49 4-17 4 ARLTHYGDYYFDY 13 1-44 nd AARDDSL 4
Z-441 3-20 2-2 4/ 5 AKYPCRYCSSTRSGLDK 11 1-44 3 AAWHDSLNGPWV 3
Z-443 3-23 3-22 4 AKDFSSFMYYSDNSGYYCQGLDY 4 1-40 3 QSYDSSLSCSV 1
Z-445 3-33 4-23/ 5-12/ 5-24 4 ARDGSHYEVDY 10 2-18 3 SSFTTGGTFYRV 5
Z-447 4-59 2-2/ 3-9 4 ARQVQSCAGYICYVHFDY nd 7-43 3 LLYHGASQV 3
Z-449 4-59 5-24 3 ARWRSDAHVFHALDV 11 2-11 1 CSYAGSYTYV 0
Z-450 3-21 6-15/ 6-19 4/ 5 ASHLSGDSSGYDH 4 4-69 3 QTWGTGIWV 3
Z-454 3-33 4-17 6 ARGPASTVTKPGWYYYYYGMDV 2 1-40 3 QSYDTSLSGWV 4
Z-456 4-59 5-24 5 ARFRDGYDSYWFDP 5 3-25 nd QSADSSGSY nd
Z-457 1-2 1-7/ 1-20 5 ARADNWNPSNWFD 0 2-23 1 CSYAGSYRYV 4
Z-458 4-59 2-2 4 AREVQSCSSTNCYLHFDY 11 7-43 2 LLYSGHTQV 3
Z-466 1-18 3-3 4 ARVNYDFSSGSHAPYSLDY 14 2-14 3 SSYTTSSSLE 4
Z-467 4-59 2-2 4 AREVQSCSSTNCYLHFDF 10 7-43 2/ 3 LLYSGHTQV 3
Z-477 3-48 4-17 4 ARDGLGTVTSPLEFDY 4 1-44 1 AAWDDSLNGYV 5
Z-486 3-74 3-3 5 ARGRGDSWSGYYPPDS 10 2-14 nd nd 4
Z-488 4-39 3-22 4 ARGTYYSDNSGYPLGYYFDY 8 1-40 nd nd nd
Z-494 3-9 5-12 4 AKDIAGGDDIVAIASDY 6 2-14 1 SSYTSSNTKV 3

aa: amino acids; V-Mut: no. of mutations within V region; nd: not determined; R: reactive in ELISA; NR: not reactive in ELISA; clonally related antibodies are indicate in the same color

HEAVY CHAIN LIGHT CHAIN REACTIVITY
Table S4: Ig gene analysis and antibody reactivity of HCV E2 peptide (aa 483-499)-binding memory B cells from patient SR-5.
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IG
CHC-3 VH D JH IgH-CDR3 (aa) VH-Mut Vκ Jκ Igκ-CDR3 (aa) Vκ-Mut
E-019 3-48 3-9 4 ARALEPDHILTGYDY 6 3-15 1 QQYNSWLT 2
E-021 4-30-4 3-16 4/ 5 ASGRIGVRLGEFLQ 5 1-39 1 QQSDIIPWT nd
E-040 3-53 3-16 4/ 5 ARVGLGELSLYYYT nd 2-28 3 MQALQTPQT 2
E-043 3-72 2-15 4 IRTGYCTGGTCPEYYFES 3 1D-17 4 LQHKSYPLT 3
E-077 1-69 3-16/ 2-2 6 ASKPYTWTDRMVIQYHYYVMDV nd 2-29 4 QQDKHLRT nd
E-107 4-59 6-19 3 AGEWAVAGSDAFDI nd 2-30 5 nd 6
E-206 3-33 3-3 3 ARVALGGWDAFDI 7 1-39 2 QQSSSTPGYT 5
E-209 4-31 3-10/ 2-15 4 ARESGDLLCSDY nd 1-39 1 QQSYSTPRT 3
E-211 5-51 2-21 6 ARTKRTDCGGDCYQYYYYGMDV 1 2-28 4 MQALQTLT nd
E-212 3-15 2-8 6 TTVGMAPELLDCTSPPCPRYYYYYMDV 3 1-39 2 QQSYNNPRT 7
E-215 3-21 4-17 6 ARANGDYVYYHYYYMDV 6 3-15 2 QQYNNWPPYT 1
E-218 3-30 3-10 3 AKAPRLHRPHYYGSGRDAFHI 2 3-20 1 QQYGSSLWT 1
E-220 4-39 3-9/ 5-24/ 6-25 6 ARESGNTISGFYYYMNV nd 3-11 2 QQSINWPPSYT 2
E-221 3-23 6-19/ 5-12 6 AKDRKSGFQNYCYYNMAV 4 3D-20 5 QHCGRSPPIT 5
E-222 1-69 2-2 4 ARGVFCSFTSCLFDY 11 3-15 1 HQYNNWWT 3
E-237 3-20 3-10/ 3-16 6 ARHRGYVGSQYMDV 9 3D-15 3 QQYNNGAT 4
E-241 3-15 4-17 6 TADYGDNLGFYYYGMDV 2 3-20 5 QQYGSSSQIT 1
E-248 3-30-3 3-16 6 ARDAVPRYYDVWSAYTPDYYYYMDV 5 3-20 2 QQYGSSPPHT 2
E-251 1-69 2-2/ 2-15/ 2-21 6 ARDPPPGGRSSNYCSYMDL 8 3D-15 1 QQYTTSRT 1
E-255 5-a 1-26/ 5-12/ 7-27 4 ARRRNSAWGFDH 10 3-20 2 HQSASSLYT 5
E-257 3-9 2-2/ 4-11 3 AKDNSASLPRPSDAFDG 4 3-11 2 QQRRDWPT 3
E-260 3-48 3-22 6 ARTPYHYDSRSYNPRVGYYFYGMDV nd 1-39 4 QQSYSSPLT 5
E-261 1-18 2-2 4 AREQGFYCSSTSCYIRSLDF nd 3-20 2 QQYGVSSYT 3
E-267 4-34 2-2 4 ARPHYCSSTTCTGPFHY 9 3-15 1 QQYNNWPWT 5
E-271 3-30 3-10/ 3-16 5 VRDQFTYAVTGRFDP nd 1-17 2 QQHHSYPYT 6
E-272 3-30 2-2/ 2-15 5 ARTPNCRRSSCYRLVRP nd 1-39 1/ 4 QQSYTTPHT 3
E-282 1-69 2-2 6 ARDRYCSGTTCQNYHYNYMDV 3 1-39 2 QQSYNSSPVT 5
E-284 3-7 6-19/ 6-13 4 ARDGSNRWYPIDY 6 1-16 2 QQYHTYPHT 1
E-290 1-69 6-6 6 ARDPPPGGSSSNYCSYMDL 6 3D-15 1 QQYSHSRT 1
E-295 1-18 6-19 3 ARERDSSGWRSLAFDI nd 3-11 5 QQRSFWPPT 2
E-318 4-4 3-10 4 ARDSLEGTDVFD nd 2-28 1 KQPIQTQ nd
E-323 5-51 2-2 3 AAAIVVVPAAIPDAFDI 0 1-17 4 LQHNSYPH 0
E-331 1-69 2-2 4 ARRASDCSSPSCPYNY 5 3-20 2 QQYGSSPYT 1
E-334 4-39 3-3/ 3-22 6 ARERISSTVFGVVIPDYYYYMNV 5 2-28 1 MQALQTPRT 0
E-412 3-9 4-23 6 AKDLLRTVDNNYYGMDV 7 1D-33 3 nd 3
E-415 1-2 1-26 5 ARVGVGALP 3 3-20 1 QQYGNSPGT 0
E-416 3-21 2-2 6 VRETTSYCRSTSCRGNYYYMDV 3 2-28 5 VQALQTPLT 2
E-420 4-61 3-3 5 ARSPLYYDFWSGPRGGFDP nd 1D-17 4 LQHNSY nd
E-421 1-18 3-3 6 ARIFGVVIPVPYYYMDV nd 1-39 2 QQTFSSPYT 5
E-423 4-31 3-10/ 6-6/ 6-19 5 ATSIAPRGGNFFDP nd 1-12 4 QQANSFPLT 3
E-424 3-9 5-5/ 5-18 5 ARGYSYVYDNWLDP 6 2-30 1 MQATHWWT 2
E-429 5-51 1-26 3 ARREGLVLVPDGPDTFDI 10 1-6 2 LQDFNFPFT 7
E-431 1-69 2-2 6 AVGGSGSVYCRSSSCRLTHPHYFYYMDV 2 1-39 5 QQRYSTPIT 3
E-432 4-61 3-3 6 AREHGSIWYGVDFYNGVDV nd 3-20 1 QQHDSSLPDT 4
E-435 1-8 6-19 6 ARGGSGWYDI 6 1-5 1 QQFNSYPRT 3
E-516 3-66 3-10 6 AKESAMVRGVGYYYGMDV 3 1-39 2 QQSYNTPRT 7
E-520 3-30-3 3-3 5 ARPDYHFWNYNWFDP 6 3-15 1 QQYHNWPLT 2
E-522 4-31 2-21/ 3-10/ 6-19 5 AGDKGIAEGIDP nd 1-17 3 LQHNSYPFT 3
E-523 3-23 3-22 3 AKNRTLILVVFDRCFDI nd 1-37 5 QRTYNAPR nd
E-524 3-74 2-2 6 ARSGPAALDV 7 3-20 4 QQYGGSNPLT 5
E-525 3-21 5-12 2 ARKRGKGGHDYGNWYFDL 8 1-39 3 QQSYSPLRT 8
E-526 1-8 6-19 4 ARGRNSGWSYNFDN 6 1-33 3 QHYDHVPSIFT 4
E-529 3-30-3 2-2 3 ARDRNVVPAAPDAFNI 3 1-39 4 QQSYTTPLT 3
E-530 1-2 6-19 4/ 5 AKDKVYGINLADF 10 4-1 2 QQYFRPPPT nd
E-532 4-39 6-19 6 ARNSQWLFCFGGMNV nd 1-9 3 QQLIDNPFT 3
E-533 1-2 2-2 4 ARGQMVPAAILPY 2 3-20 2 QHYGNSPNT 3
E-536 4-59 2-15/ 3-22 6 ARVYSPGSEGNFYYYYYMDV 6 1-39 1 QQSYSLPRT 6
E-540 1-2 2-15 5 VRGYCSDTTCVIGGALDP 10 2-28 3 LQALQTPRT 3
E-543 3-23 3-3 4 ATHGVVLIPSDY nd 3-15 1 HQYHDWPLT 2
E-545 1-18 6-13/ 6-19 4 AREFTGTWYFLDY 7 1-39 4 QQSYSAPHT 5
E-546 3-30 2-21/ 2-8 6 ASPGGGRTVDYNGMDV 7 2-28 2 MQALQTPVT 2
E-548 4-34 2-2 3 ARRPIVVIPARKRGGAFDI nd 1-39 1 QQSYSFRT 3
E-549 4-39 3-3 6 ARTADFWSHGVIIVPHSEYMDV nd 4-1 4 QQYHSAPLS 8
E-550 3-53 3-16 4 ARGKPYDYVWGGFDY 2 1D-16 4 QQYSSYPRS nd
E-551 3-30 3-16 4/ 5 AKDRLGSAEGIELWPDN 6 2-28 5 MQGLQTPIT 3
CHC-3 VH D JH IgH-CDR3 (aa) VH-Mut Vλ Jλ Igλ-CDR3 (aa) Vλ-Mut
E-014 4-39 1-14 4 VTANQGY 16 3-21 1 QVWDSGSAHYV nd
E-029 4-39 3-3 4 ARHGKALRYLEGSPYFDY 6 2-23 2/ 3 CSHAGSTPLRHVI 2
E-038 3-23 3-10 4 AKNTYTTFTSGFDC nd 2-8 3 SSYAGNNIV 3
E-054 1-69 6-19 6 ARDTVAVPHNYYGMDV 4 7-46 2/ 3 LLSYTGGRV 5
E-085 4-39 5-24/ 6-6 4 GRGWPSSAFYY nd 3-1 1 QAWDTNSYV 5
E-086 1-18 2-15 4 ARERGAVVVVTTTFDS 6 1-40 1 QSYDSSLRGGV 1
E-108 3-23 6-13 6 ANEQQLVTAYGMDV 7 1-51 1 GTWDGSLRAGV nd
E-111 4-39 3-10 6 VSARGSVYYYGMDV 8 1-44 2/ 3 AAWDDSLNGYVL 2
E-121 3-23 3-16 4 AKDRGGLISKFDY 6 2-8 2/ 3 TSYAGITNVV 2
E-127 3-9 1-26/ 3-16/ 7-27 4 AKDSGGNGALHPDF 5 4-69 2/ 3 QTWGTGVRLV 5
E-214 1-18 2-2/ 2-15 4 ARSDIVAVPTGIYVSDYFDY nd 1-51 2/ 3 GTWDSSLSVVV 3
E-223 3-53 6-19 6 ARHQSSGWYGDGMDV 7 1-40 1 QSYDSNLSGFV 4
E-247 4-59 3-3/ 3-16 4 ARMGVRWSSFLLELYYFDL nd 1-36 2/ 3 ATWDDSVNGPV 2
E-343 5-a 5-12 4 ARQNGAYDSGFDY 3 3-21 3 QVWDSSSDHGV 0

Table S5: Ig gene analysis and antibody reactivity of HCV E2 peptide (aa 483-499)-binding memory B cells from patient CHC-3.

aa: amino acids; V-Mut: no. of mutations within V region; nd: not determined

HEAVY CHAIN LIGHT CHAIN

D
ow

nloaded from
 https://academ

ic.oup.com
/jid/article/220/7/1209/5511345 by guest on 25 April 2024



IG
CHC-6 VH D JH IgH-CDR3 (aa) VH-Mut Vκ Jκ Igκ-CDR3 (aa) Vκ-Mut
B-004 1-46 nd 3 VREGAREAFDV 9 3-11 5 QQRTNWPT 3
B-006 3-48 3-10 4/ 5 AFMSHNFRGGFSDV 6 3-20 2 QQYGSAPPYT 5
B-008 1-46  2-2/ 2-15 4 ARDLHRSEYCSDDGCYPIDY 6 1-5 2 QQYDTYLYT 2
B-011 4-34 3-3/ 6-19 3 TRGRSREWPTSDI 13 3-20 1 QYYGSPPRT 7
B-023 4-61 3-16 6 ARESAGEGTPSGYYGLDV 8 1-39 3 QQSYSTPQIT 6
B-024 1-18  2-21/ 3-3 4 ARDSDNWIHYFDY 5 1-39 2 QQTYSSPRT 3
B-028 3-23 2-2 6 AKDKSATYHFYNGMDV 8 3-11 4 QQRSNWPLT 2
B-030 1-2  2-8/ 4-4/ 4-11 4 ARLNGDYTHFDY 8 2-28 4 MQALQTPHA 3
B-031 4-59  3-9/ 3-16/ 6-13 6 ATTSWATDAFET 8 3-20 4 QQYGSSPLT 5
B-043 3-21 3-22 4 ArEDSSGYSSFDY 5 3-20 1 QQFDGSRWT 1
B-051 3-9 2-8 5 AKDIRTRLGYCAGGICYNWFDP 5 3-15 2 QQYNNWPYT 1
B-052 1-2  2-2/ 2-8/ 6-25 1/ 4/ 5 VTIPSARKDFRGY 16 1-9 5 VQLGRYPIT 10
B-058 3-21 1-26 4 ARENSGTYHQADY 11 1-39 1 QQSLRTPRT 3
B-064 4-4 3-22 6 ARSYYYDSSGYYSSHYYYYMDV 5 1-39 2 QQSYSYPYT 3
B-065 4-59  2-21/ 3-3/ 7-27 3 ARATQASSNAFDI 11 3-20 1 QHYGSSSWT 4
B-069 4-4 2-21 5 AKPGAYCGGDCYDEGG 7 3-11 4 QQRSDWPPKFT 0
B-071 4-59 3-10/ 3-16/ 4-17 3 ATTGGLLTPDGSYLEGAFDV 9 1D-33 4 QHYDNLPVT 5
B-073 3-66 6-19 5 ARDLAVAGTGNWFDP 7 3-20 1 QQFRT 2
B-074 4-39 3-16 4 ATPVYYDYVWGRSRPPRYFEY 9 3D-15 4 QQYNNWSPLT 3
B-078 3-43 6-13 4 ARDIPHSISWFYLDC 8 3-11 4 QHRTNWPLT 3
B-079 3-48 3-3 4/ 5 ARESTIFGGADH 3 3-11 5 QQRSNWPRIT 0
B-084 5-51 3-16/ 5-12 1/ 4/ 5 ARHNGLKGLEH 7 1-5 1 QQYNSYSRT 3
B-090 3-23  4-4/ 4-11/ 6-13 4 AKDADYSSPYFDD 9 3-20 1 HQYGSSRT 4
B-092 1-69 3-22 3 ARAADYYERSGWNALDI 8 3-15 2 QQYNNWPPYT 2
B-103 1-2  1-1/ 3-16 6 ATTLQRFTVLDGMDV 2 1-39 3 QQSYSSPAT 4
B-105 3-23 1-26/ 3-16/ 5-12 4 ARDLEYSADYLGIYFDS 6 1-9 1 HQLNSYPRT 0
B-106 3-30-3 6-13 4 ARDLKGPYSSTWYTMIFDY 3 3-11 2 QQRSNWPYT 3
B-107 3-7  3-3/ 3-22 4/ 5 ATMDTIFYDSVGYEVLDH 6 1-9 4 QQLNSYPPT 3
B-108 4-4 6-19 4 TSQYSSGWHDY 9 4-1 2 QQYRSAPQT 3
B-110 3-9 2-2/ 2-15/ 2-21 3 AKDTEILPNALVAFDN nd 3-11 4 QQRSNWPLT 1
B-117 3-30  2-15/ 6-19 6 ARAGGPISYFITSTTTI 11 1-39 3 QQSYSSPFT 5
B-128 3-23 6-19/ 6-13 4 AKETSTWYYPLDY 5 1-6 3 LQDYDYPFT 3
B-129 3-49 1-1/ 1-7/ 3-3 4 SRASTDGLDY 7 4-1 1 QQYYDTPWT 3
B-130 3-66  2-15/ 3-16 4/ 5 ANGGHSAY 8 4-1 1 HQYITAPVT 2
CHC-6 VH D JH IgH-CDR3 (aa) VH-Mut Vλ Jλ Igλ-CDR3 (aa) Vλ-Mut
B-005 4-59 3-22 3 ARARPILNYYDNSGVDAFDI 4 1-40 1 QSYDSGLSASYV 2
B-007 3-23  3-10/ 3-16 4 AKVWDNHGSNFFDH 7 2-14 2/ 3 SSYTSISTVI 2
B-010 1-69 3-3/ 3-9/ 3-16 3 TKDLHHRGRQADYDGFDV 14 1-40 3 QSFDSRLRGPV 5
B-018 3-74 3-16 4 VRLSLGVGVANDY 6 1-47 1 AAWDDSLSGSYV 1
B-026 4-39 3-10 6 ARREVGYGSGNYHMDV 4 2-23 3 CSYANSTTWV 3
B-034 3-21  4-17/ 4-23 3/ 6 ARGMSTVYGVAHSGDI 6 2-14 2/ 3 SSYTTSSTLV 4
B-047 3-66 3-22 4 ARGAYYDGPGYQLEAFYFDY nd 1-40 1 QSYDSSLNAFV 4
B-049 3-23 4-17/ 4-23 2 AKDDYGTYDGVGWYFDL 9 3-1 2/ 3 QAWDSGTVI 4
B-060 3-74 5-24 4 ARGWLPLDY 4 1-44 3 AAWDDSLNGWA 3
B-067 3-15 3-16 6 MTDIGGMEEFRGAIDTSRYYSYYYMDV 7 4-69 3 QTWGTGIV 2
B-077 3-33 3-3 4 ARDKTFWSGFDH 9 2-8 1 SSYVGGNFYV 3
B-088 4-34 2-21/ 3-9/ 6-19 4 ARGVVDAVTGLIIAPYFFDY 8 1-40 2/ 3 QSYDRSLSVV 7
B-089 3-7 3-16 4/ 5 AKEHWGPTSP 6 2-8 1 FSYAGSSYV 2
B-091 1-2 3-10 6 ARDARFRELSGFIMDV 3 2-14 2/ 3 SSYTGSSTVV 5
B-094 3-30 4-17/ 4-23 2 ARLIDYGNLTVTSNYDV 13 3-27 1 YSATDYTYV 5
B-095 3-23 3-10 6 AKDLGPTMVQGVINYYYAMDV 2 3-25 QSADSSDTY 2
B-102 3-30-3 5-5/ 5-18 6 VTGRTAHYYYYGMDV 6 2-14 3 CSYTTISTWV 2
B-121 3-21  3-22/ 3-3 5 ARRVVPRLWSRFDS 7 1-40 2/ 3 QSYDTTHVI 3
B-127 4-28 3-10 4 AGGILWFGSFDY 7 2-11 2/ 3 CSYAGTFRDVV 3

Table S6: Ig gene analysis and antibody reactivity of HCV E2 peptide (aa 483-499)-binding memory B cells from patient CHC-6.

aa: amino acids; V-Mut: no. of mutations within V region; nd: not determined
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IG
CHC-8 VH D JH IgH-CDR3 (aa) VH-Mut Vκ Jκ Igκ-CDR3 (aa) Vκ-Mut
S-007 5-51 2-21/ 6-25 4 ARRRAAPAYYLDS 4 1-27 4 QKYNSAPLT 2
S-011 4-b 3-3 4 ARVEGTRTIFGVMDY 7 1-5 1 QQYNSYPWT 2
S-013 3-72 4-17 4 ARLAYGDYYFDY 2 1-16 4 QQYNSYPLT 1
S-016 3-9 2-21 6 AKDIDCSGGGCYSNFYGMDV 4 2D-29 4 MQTIQLPLT 9
S-017 4-30-4 2-2 3 ARDGYCSSSTCYLRDVFDI 6 1D-33 1 QQFDDLPRT 3
S-021 4-39 6-19 4 AKPRDDYSGWYPFFDH 7 1-5 4 QQYKSNSPEIT 2
S-022 4-61 1-7 5 CREGYPIGIILVELLSIF nd 1-39 1 QQSYSNPRT 7
S-027 3-21  2-2/ 2-15 6 VRDRDVVLPGANFYAMDV 8 1-5 1 QQYNSYSRT 3
S-028 5-51 5-12 4 ARRMDSGYDPQQYFDY 6 1-39 2 QQSYSSRNT 6
S-138 3-30 3-22 4 AKGNYYYDSSGYYGDY 2 4-1 4 QQYYSTPLT 0
S-141 3-7 2-2 4/ 5 ARENRGIPVSI nd 2-30 2 MQATQWPFT 4
S-146 1-18  4-4/ 4-11/ 4-17 6 VRDRHEVYGNYGDYYYYMDV 5 1D-17 2 LQHNSYPYT 1
S-152 3-48 1-7/ 4-11 4/ 5 ATRNKNYITY 9 1-39 1 QQIYTTWT nd
S-154 1-69 3-3 6 AAHHESTRYLFGAGGNYYYMDV 8 1-5 1 QQYKTMGT 3
S-155 3-30  4-11/ 4-17/ 4-23 4 ARNIDYVGYFDH 11 1-5 1 QQYSTYST 5
S-158 1-3  2-15/ 2-21/ 7-27 4/ 5 ARDWWGSYDC 10 3-15 2 QQYQRNT 0
S-159 1-69 3-3 3 ARTYNFWSGYTYAFDI 7 2-28 4 MQTLQSLT 0
S-165 3-23 7-27 4/ 5 AERGTNWGPFHN 8 3-15 4 QQHSDWPLT 3
S-176 4-59 2-15/ 2-21 6 ARQKEVVEGIYHYYHGMDV 10 1-39 5 QQNYRSIT 5
S-188 3-74 3-9/ 5-5/ 6-13 4 ARDLSWLLFDY 8 2D-29 1 MQSIQFPWT 4
S-190 3-21 3-16 3 ARDLGGRRLRSDTFDF 7 2-40 4 MQRIEFPLT 1
CHC-8 VH D JH IgH-CDR3 (aa) VH-Mut Vλ Jλ Igλ-CDR3 (aa) Vλ-Mut
S-004 5-51  3-3/ 5-12 5 ARRVDVVATMFGDNWFDS 10 1-40 2/ 3 QSYDTSLSASL 5
S-005 4-39 2-2 4 TRLSACSATSCYDGYFDD 7 1-51 2/ 3 GTWDSRLSTVV 3
S-010 3-7  3-10/ 3-16 4/ 5 ASYHGGFSFPY 9 2-14 1 CSYTSSSTYV 4
S-018 4-b 1-26/ 3-3 4/ 5 ARTGVGARVQFDS 11 2-14 2/ 3 LSYTLSNTLV 5
S-142 4-4 2-2 5 nd 9 6-57 2/ 3 QSYDNNINLV 8
S-153 7-4-1 3-9 4/ 5 ARDRYFDYFGS 7 1-36 1 STWDYSLSAPYV nd
S-177 1-69 3-3/ 3-16 6 ARGDRDRFTWFGGNYYYNMDV 6 2-23 2/ 3 CSYAGGPV 2
S-183 3-23 4-17 3 GRDPNGDYLGAFDM 9 3-1 2/ 3 QAWDSSTVV 0
S-191 3-23 3-22 4/ 5/ 6 AKGANYYDNGGYYLN 7 1-47 2/ 3 ATWDDSLSGVV 9
S-194 1-3  3-3/ 3-9/ 6-13 1/ 4/ 5 VRDRRAGKDFEH 11 2-14 1 CSYTFSSARV 5
S-415 4-b  1-7/ 1-26/ 6-19 5 ARIIGIWGNNWFDP 5 2-23 2/ 3 CSYVGSGRVV 4
S-437 1-69 3-10 4 ARTRAGIPFGSGSYKQYYFEY 7 2-14 1 CSYATSSTFV 3
S-447 7-4-1 6-19 4/ 5/ 6 ARAPYSSGWYLYN 3 2-11 1 CSYAGSYSYV nd
S-493 4-34 6-6 4 AREGPLFQPRIAARRRPKFYFDY 11 1-40 2/ 3 QSYDSSLTGYMV 4

HEAVY CHAIN LIGHT CHAIN

aa: amino acids; V-Mut: no. of mutations within V region; nd: not determined

Table S7: Ig gene analysis and antibody reactivity of HCV E2 peptide (aa 483-499)-binding memory B cells from patient CHC-8.
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