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Supplementary Table 1. Monoclonal human CSF antibody repertoire in LGI1
encephalitis. Sequence data, mutation analysis and reactivity of functional recombinant
antibodies from antibody secreting cells (ASC), memory B cells (MBC) and non-memory B
cells (NMBC) isolated from CSF of patients with LGI1 encephalitis. Germline V(D)J gene
segments with highest sequence homology are listed for each immunoglobulin heavy chain
(IGH) and either kappa (IGK) or lambda (IGL) light chain. For each immunoglobulin chain the
amino acid sequence of the complementarity determining region 3 (CDR3) as well as the
number of somatic hypermutations (SHM) in the V gene segment in comparison to the
annotated germline sequence are shown. Reactivity indicates binding to recombinant LGI1 and
interference with binding of the soluble extracellular domain of ADAM22 to recombinant LGI1
tested by ELISA. Cells in clusters with related heavy and light chain sequences are marked with
§ &and ®. Cells in clusters with identical heavy and light chain sequences are marked with °,",*

and #.



event heavy chain light chain reactivity
eventID: | pheno- | iso- IGH IGHV | 1GK/ IGKV/ IGKJ/ IGK/IGL IGKV/IGLV ADAM-
AIENC { type type IGHV { IGHD { IGHY CDR3 SHM | IGL { IGLV { IGLJ { CDR3 SHM LG | comp.
054-101 ASC 19G2  3-7%02 2201 602 ARDRVPASYHYAVDV 16 IGK  1-39*01  4*01 QQTYRTPLT 17 no
054-102° ASC 19G2  3-23'04  3-10°01  4%02 ARDFFRMGFDS 38 IGK  3-20°01  2%01 QQYFSSPYT 22 YES no
054-107 NMBC IgM  3-33*01  3-16*02 601 ARVISGSYHYYYYFGMD 0 IGL  2-1401  2*01 SSYTSSSTLV 1 no
054-114  NMBC IgM  4-39°01  3-10*01  3%02 ARRGRGSIQRDAFDI 0 IGL 22302  2%01 CSYAGSSTW 1 no
054-116° MBC IgM  4-34*01  6-19*01 602 ARGSGWYIDHYYSMDV 11 IGK 23001  1*01 MQGTHWPRT 7 no
054-121 ASC IgAL  3-49'04  3-3°01  4%02 TRGSVSWSGYVHY 22 IGL  6-57*01  1*01 QSHAGNTLF 11 no
054-122' ASC IgM 1-202  3-1001  6*02  AKDQGEVTMGRGLRKKYYHFYGMDV 18 IGK  1-39*01  1*01 QVGYGTPLGT 19 no
054-126 NMBC  IgAl 1-2%02  6-25*01  4*02 ARQGSGRSLLNDF 20 IGK  3-15%01  4%01 QQYDKWPLT 16 no
054-128 NMBC IgM  3-30*18  6-13'01  4*02 AKDRPPGGIGAAGTVPRDAQDY 9 IGL  3-21*02  3*02 QVWDRNDHWV 20 no
054-131 MBC IgM  1-69°01  6-6*01  4*02 AREAYSSSSTPTSFDY 14 IGL 2-8*01 2*01 SSYGGGS 7 no
054-132 ASC 1gG2  3-48'03  2-15'01 602 SRAKVAKNHHFGMDV 31 IGK  1-39*01  4*01 QQSHSTPLT 18 YES no
054-134 ASC 19G2  4-59*01  2-21*01  5%02 ARIFGHLTIVGPTMQGGLDS 35 IGK  1-33%01  5%1 QHYDILRQGMT 32 YES YES
054-134 ASC 19G2  4-59*01  2-21*01  5%02 ARIFGHLTIVGPTMQGGLDS 35 IGL  3-21*02  3*02 QVWDRNDHWV 20 no
054-136 NMBC IgM  3-43*02  3-16*01 602 AKHIGDYVWGSVLGMDV 5 IGL  1-44*01  1*01  AAWDDTLSGPYYV 7 no
054-140 NMBC  IgGl  1-46*01  5-24*01  3+02 ARSGGGMATLGRNAFDI 25 IGL  3-25%02  2*01 QSEDTADTHVI 14 no
054-141 NMBC IgM  4-34°01  6-19*01  4*02 ARGGSGWLINGVFDY 7 IGK 1-5%03 2404 QHYDTYSCG 23 no
054-145 MBC 19G2  4-61*01  1-14*01  4*02 ARGPDRIKMGY 35 IGK 4-1*01 1*01 HQYASLPWT 18 no
054-146 ASC 19G2  3-23'04  3-10'01  6%02 AKIMQDIYISGPYEGYYAMNV 21 IGK  1-33%01  1%01 QQYDNVPRWT 11 YES n.d.
054-147 NMBC IgM  3-49°04  1-26*01  4*01 TRVGGATRFDF 2 IGK  1-12%01  1*01 QQANSFPWT 4 no
054-151 NMBC IgM  3-30*18  4-17*01  6%02 AKPTHYGDYLNYYYYYAMDV 8 IGK 32001  3*01 QQYGISPIT 8 no
054-152 MBC IgG1  1-69*06  2-15*01  6%02 ARDQAPAIGGGGSNYYYGMDV 22 IGK 22801  1*01 MQALQTPRT 9 no
054-153 NMBC IgM  1-18*01  3-10*01  6*01 ARDSRLLLWFGGTYYYGMD 0 IGK  2-30*01  1*01 MQGTHWRG 0 no
054-163 NMBC IgM  1-18*01  3-10*01 602 ARFLDSGSYYNFPDYYYGMDV 0 IGK 1-5%03 1701 QQYNSYMWT 0 no
054-164  NMBC IgM  3-11*05  6-13*01  6%02 ARSGRIQYSSSWYYYGMDV 4 IGK 22801  1*01 MQALQTPA 3 no
054-165 NMBC IgM 1-2°04  3-10*01  3*02 ATSRGTTWGAFDI 2 IGK 1-5*01 1*01 QQYNSLWT 1 no
054-167° ASC 19G2  3-23'01  3-3'01  4%02 ARGFFGMALDY 42 IGK  3-20°01  2%01 QQFSNSPYT 26 YES no
054-168 MBC IgM  4-59°01  3-10*01  4*02 ARGPKPRWELPFDY 13 IGK 4-1+01 2+01 QQYYDSPT 11 no
054-169 NMBC  IgG2  4-61*01  4-17*01  5%02 VRELYSMIYLSTVNVSSEFNWFDP 32 IGK  1-39*01  2*01 QQSYSTHMFT 23 no
054-172°  NMBC IgM 1-2%02  3-1001  6*02  AKDQGEVTMGRGLRKKYYHFYGMDV 18 IGK  1-39*01  1*01 QVGYGTPLGT 19 no
054-173 NMBC IgM  3-48°01  3-10°01  4*02 ARVPWFGELYLY 0 IGK 32001  1*01 QQYGSSPWT 1 no
054-174° MBC IgM  4-34*01  6-19*01 602 ARGSGWYIDHYYSMDV 11 IGK  2-30*01  1*01 MQGTHWPRT 7 no
054-175 MBC IgM  4-39°01  4-17*01  3*01 ARLRGYGDPPL 5 IGL 3-1*01 2*01 QAWDSSTEV 10 no
054-183 ASC 19G2  1-2*02  3-9*01  3%01 ARERFPTIYFLRGAFDV 32 IGK  1-39*01  4%01 QQSFATPLT 23 YES no
054-184  NMBC IgM  1-46*01  3-16*01  4*01 ARELGGTYYFDY 15 IGK 32001  2*01 QQYGRSPSLYT 5 no
054-185° MBC IgM  4-34°01  6-19*01 602 ARGSGWYIDHYYSMDV 11 IGK  2-30*01  1*01 MQGTHWPRT 7 no
054-186 NMBC IgM  3-49°04  1-26*01  3*02 SRESLYYSDGRRGAFDI 12 IGK 1-6*01 1*01 LQDYNYPLT 3 no
054-194 NMBC  IgGl  3-48*03  3-3'01 602 ANIGRFFEWFASYHGVDV 12 IGL  1-44*01  2*01 VAWDDSLHGQV 20 no
054-196 MBC IgA2  4-5902  2-21*01  4*02 VRGGSENYQHVDY 22 IGL  1-51*01 302  GTWDTSLSASSV 9 no
060-101 MBC IgAL  1-46*01  3-10°01  3*01 ARQGITHDGLDV 42 IGL  1-51*01  2*01 GTWDSRLSAVV 21 no
060-106 MBC 1gG2  5-51*01  1-26*01 402  ARLFIGYHSGNNSPSRAERRKYFDY 13 IGL  1-4001  2*01 QSYDGSLSAVL 10 YES no
060-108 ASC IgG1  3-23*04 2801  4%02 AKGGGKIGYAIYYFDS 29 IGK 1-5%03 1*01 QQYSTWWT 8 YES n.d.
060-110%  ASC IgG1  3-11*01  3-10*01  4*02 ARNQEYNYGCSDL 19 IGK  3-15*01  2*01 QEYNKWPPMYT 17 YES no
060-112%  ASC IgG1  3-11*01  3-10*01  4%02 ARDQEFNYGCFDY 32 IGK  3-15%01  2%01 QQYDHWPPMYT 17 YES no
060-113 MBC IgM  3-48*02  1-14*01  4*02 ARDQIALRGTINFDY 4 IGK  3-15*01  4*01 QQYNNWPPLT 0 no
060-117 NMBC IgM  4-61*02  2-15*01  6%02 ARGILLHYYYYGFDV 20 IGL  1-40*01  1*01  QSRDSSLSGPIYV 16 no
060-118 ASC 1gG2  1-18*04  7-27*01  6%02 VRDNWDPPYGMDV 20 IGK 22801  1*01 MQALQAPRT 3 YES YES
060-119 ASC 9G4 1801  3-3*001  6'02 ARTPTTEYDFWRSGHSPVAQGAMDV 15 IGK 1-6*01 401 LQDYNYPLT 12 YES YES
060-124 MBC IgM  3-23*04  2-15'01  4*02 AKGGGRYCSAGSCYVDY 18 IGK  3-20°01  2*01 QQYGTSPYT 11 no
060-128 MBC IgG1  3-11*01  3-10*01  4%02 VRDEEWKYGCFET 32 IGK  315'01  2*01 QQYNDWPPTYT 11 YES no
060-134 NMBC IgM 3-7*01 2202 6*02 ARSYCSSTSCYTWDYYYGMDV 1 IGK  1-39*01  5%01 QQSYSTPLT 0 no
060-137 NMBC IgM  3-15%01  3-22%01  4*02 TTEGSVYYNIDY 7 IGL  1-40%01  1*01 QSYDSSLSVRFV 6 no
060-139 NMBC  IgGl  3-64*01  3-9*01  3%02 ARVLTGYIDAFHI 13 IGL  3-21*01  1*01  QVGDGNNDHPYV 10 no
060-144  NMBC  IgGAL 3-74*01  3-3*01  6*02 ARDNVWSGFFPHYSLDV 20 IGL  2-23%02  1*01 CSYAGTRGV 9 no
060-145 MBC IgM  3-66*01  3-22*01  4%02 ARGDSSGYFDY 4 IGK  3-15*01  2*01 QQYNNWRT 1 no
060-149 MBC 9G4  3-48%01 32201  6%02 ALQVYDSNGLVGMDV 34 IGL  1-47*01  3*02  AVWDDSVSGRWV 26 no
060-152 MBC 19G2  1-2%02  7-27*01  5%02 ARDKPWGFDL 24 IGL 2-8*01 2*01 YSYAGNNKSV 13 no
060-153 ASC 9G4  1-2%02  7-27*01  4%02 GRGEPTGGAVIDY 20 IGK  1-12%02  4*01 QQADSVPFT 4 YES YES
060-154 MBC IgG1  4-39*07  6-13*01  3*01 ARGITAAGAFDV 26 IGL 2-8*01 3+02 SSYAGTNNVA 11 no
060-158 MBC 9G4  3-11*01  3-16*01  4%02 ARHSEDYDASSYLDY 15 IGK 1-5*03 5+01 QQYHSYPIT 8 YES no
060-163 ASC IgG1  3-11*01  3-16*01  5%02 AREQEFTLGCFDL 24 IGK  3-15%01  2%01 QQYNDWPPMYT 10 YES no
060-164*  MBC 9G4  1-18*04  2-21*01  5%02 ARAPPDSWVIWFDP 22 IGL  1-51%02  2*01 GTWDSSLSAVV 9 no
060-166 MBC IgG4  3-33*01  3-10*02  6%02 ARDQYPLSMLSFYAMDV 9 IGK  3-15'01  4*01 QQYNSWPVT 9 YES no
060-168 ASC IgG1  3-9'01  2-15%01  5%02 VKDVFPFGSGPTGFDP 6 IGK  3-20°01  2%01 QQYDSSPPYT 2 YES no
060-170 MBC IgM  3-23*04  3-22*01  4*02 AKVPYYYDSSGYYYAAYFDY 1 IGK  3D-20'01  4*01 QQYGSSLT 2 no
060-174 ASC 9G4  1-2%02  3-3'01 402  ARDFSSIRRHLYPAIRFGDFDPSPLDS 27 IGL  1-40701  2*01 QSYDRRLSGSV 11 YES part
060-176 ASC IgG4  3-11*01  3-10*01  4*02 VRGKFPKNLLWFGGFDY 22 IGK 22801  4*01 MQALQTPLT 4 YES no
060-176 ASC 9G4  3-11*01  3-10*01  4%02 VRGKFPKNLLWFGGFDY 22 IGL 151001  2%01 GTWDSRLSAW 23 no
060-178 MBC IgAL  3-48*02  3-10°01  5%02 ARDGPTMIRGVFMWDH 15 IGL  1-51*01  2*01 GTWDSRLSAVV 21 no
060-183 MBC IgAL  3-21*01  2-8*01  6%02 ARDEDTNFGFSAPYHYYGMAV 33 IGK  315*01  4*01 QQYSNWPPLT 19 no
060-186 MBC IgM 3-7*01  3-22*01  4*02 ARVITMIVVRGRTYYFDY 2 IGL  3-25'02  2*01 QSADSSGTYWV 1 no
060-190 MBC IgM  4-39°07  3-9*01  3%02 ARMKLTGAFDI 0 IGL 144101 201  AAWDDSLNGQW 1 no
060-191 MBC 1gG4  3-48%02  2-21*02 602 ALMGVTDASIRHYGMDV 35 IGL  1-47*01  3*02 AAWDDSLSAL 19 no
060-192 MBC 19G1  4-39*07  6-19'01  4%02 AVRIYSSGWSLDD 16 IGL  6-57*01  3*02 QSYDSINLV 5 no
060-194 MBC IgA2  1-18*01  6-19*01  4*02 ARDDYRISVADVDY 19 IGL  7-43*01  2*01 LLYYGPAV 11 no
060-195 MBC 9G4  1-2%06  2-21*01  6%02 ARDLALNSLRGMDV 12 IGK  1-39*01  2%01 QQSSTVPYT 22 YES no
060-197 NMBC IgM  4-59*01  3-22*01  4*02 ARWGDSGYYEFDY 11 IGL  2-1401  3*02 SSYTSSSTLV 5 no
060-199 NMBC IgM  4-61*02  3-10°01  6*02 AGEGGGSGSDGWVYYGMDV 3 IGK  1-39*01  2*01 QQSYSIPYT 2 no
060-203° ASC 9G4  4-39*07 - 602 ARDLNAMDV 12 IGK 13301  3*01 QQFDDLVRRT 10 YES YES
060-212 MBC 19G3  4-4%02 51801  4%02 ARDKVTARGYFDY 28 IGK  3-11%01  3+01 QQRSSWPPT 5 no
060-216 MBC 9G4  3-7*01  2-8*02  5%02 VRDLGYCTGSSCYRVWFDP 23 IGK  1-39*01  2%01 QQSYGPPPFT 21 YES no
060-220*  ASC 9G4 118104 22101  5%02 ARAPPDSWVIWFDP 22 IGL  1-51*02  2*01 GTWDSSLSAVV 9 no
060-222° MBC 9G4  4-39*07 - 602 ARDLNAMDV 11 IGK 13301  3*01 QQFDDLVRRT 8 YES YES
060-224 MBC IgM  3-30*18  6-19*01  4%02 AKAHDSGWYYSDY 16 IGL 2-8*01 3402 SSYAGSIWV 6 no
060-233 MBC IgG4  5-51*03  4-23*01  4*02 ARRQSIRWSPGDY 10 IGL  2-14*01  1*01 SSYVSSDTLV 10 no
060-239 MBC IgAL  3-23'04  6-19°01  4%02 AKGRSSAWYPQGFDY 16 IGK 13301  3*01 QQYDYLLT 6 no
060-241 MBC IgAL  3-33*01 5-24°01  3*02 ARDVSRRDGYNGALDI 21 IGK  3-15*01  3*01 QHYNNWPFA 9 no
137-111* ASC 1gG2  1-69*11  1-26*01  6%02 ARYSLVGATVDDFYYGMDV 20 IGL  3-21*02  3*02 QVWDRNDHWV 20 YES YES
137-113 ASC 9G4 1802 3301  6%02 ARAHTIYGLAIMRSYNYYYGMDV 20 IGK 22801  1*01 MQALQTPGT 4 YES no
137-116" ASC 19G2  1-69*11  1-26'01  6%02 ARYSLVGATVDDFYYGMDV 20 IGL  3-21*02  3*02 QVWDRNDHWV 20 YES YES
137-119*  MBC 1gG2  1-69*11 1-26'01  6%02 ARYSLVGATVDDFYYGMDV 20 IGL 321002 3*02 QVWDRNDHWY 20 YES YES
137-120" ASC 19G2  1-69*11  1-26'01  6%02 ARYSLVGATVDDFYYGMDV 20 IGL  3-21*02  3*02 QVWDRNDHWV 20 YES YES
137-130  NMBC IgM  3-23'04  1-26*01 502 AKGGYSGLEPNLFDP 15 IGK  3-20°01  2*01 QQYGRATSGFT 12 no




	SI Seite 1 240120
	Supplementary Table 1
	Supplementary data 05112019
	sup table 1 27012019


