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ATGAGGTTCCAGGTTCAGGTTCTGGGGCTCCTTCTGCTCTGGATATCAGGTGCCCAGTGTGATGTCCAGATAAACCAGTCTCCAT
CTTTTCTTGCTGCGTCTCCTGGAGAAACCATTACTATAAATTGCAGGACAAGTAGGAGTATTAGTCAATATTTAGCCTGGTATCA
AGAGAAACCTGGGAAAACTAATAAGCTTCTTATCTACTCTGGATCCACTCTGCAATCTGGAATTCCATCAAGGTTCAGTGGCAGT
GGATCTGGTACAGATTTCACTCTCACCATCAGTGGCCTGGAGCCTGAAGATTTTGCAATGTATTACTGTCAACAGCATAATGAAA
ACCCGCTCACGTTCGGTGCTGGGACCAAGCTGGAGCTGAGACGGGCAGATGCTGCACCAACTGTATCCATCTTCCCACCATCCAG
TGAGCAGTTAACATCTGGAGGTGCCTCAGTCGTGTGCTTCTTGAACAACTTCTACCCCAAAGACATCAATGTCAAGTGGAAGATT
GATGGCAGTGAACGACAAAATGGCGTCCTGAACAGTTGGACTGATCAGGACAGCAAAGACAGCACCTACAGCATGAGCAGCACCC
TCACGTTGACCAAGGACGAGTATGAACGACATAACAGCTATACCTGTGAGGCCACTCACAAGACATCAACTTCACCCATTGTCAA
GAGCTTCAACAGGAATGAGTGTTAG 

ATGAAATGCAGCTGGGTTATCTTCTTCCTGATGGCAGTCGTTACAGGGGTCAATTCAGAAGTTCAACTGCAGCAGTCTGGGGCAG
AGCTTGTGAAGCCAGGGGCCTCAGTCAAGTTGTCCTGCACAGCTTCTGGCTTCAACATTAAAGACACCTATATACACTTCGTGAG
GCAGAGGCCTGAACAGGGCCTGGAGTGGATTGGAAGGATTGATCCTGCGAATGATAATACTTTATATGCCTCAAAGTTCCAGGGC
AAGGCCACTATAACAGCAGACACATCATCCAACACAGCCTACATGCACCTCTGCAGCCTGACATCTGGGGACACTGCCGTCTATT
ACTGTGGTAGAGGTTATGGTTACTACGTATTTGACCACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCAGCTAAAACAACAGC
CCCATCGGTCTATCCACTGGCCCCTGTGTGTGGAGATACAACTGGCTCCTCGGTGACTCTAGGATGCCTGGTCAAGGGTTATTTC
CCTGAGCCAGTGACCTTGACCTGGAACTCTGGATCCCTGTCCAGTGGTGTGCACACCTTCCCAGCTGTCCTGCAGTCTGACCTCT
ACACCCTCAGCAGCTCAGTGACTGTAACCTCGAGCACCTGGCCCAGCCAGTCCATCACCTGCAATGTGGCCCACCCGGCAAGCAG
CACCAAGGTGGACAAGAAAATTGAGCCCAGAGGGCCCACAATCAAGCCCTGTCCTCCATGCAAATGCCCAGCACCTAACCTCTTG
GGTGGACCATCCGTCTTCATCTTCCCTCCAAAGATCAAGGATGTACTCATGATCTCCCTGAGCCCCATAGTCACATGTGTGGTGG
TGGATGTGAGCGAGGATGACCCAGATGTCCAGATCAGCTGGTTTGTGAACAACGTGGAAGTACACACAGCTCAGACACAAACCCA
TAGAGAGGATTACAACAGTACTCTCCGGGTGGTCAGTGCCCTCCCCATCCAGCACCAGGACTGGATGAGTGGCAAGGAGTTCAAA
TGCAAGGTCAACAACAAAGACCTCCCAGCGCCCATCGAGAGAACCATCTCAAAACCCAAAGGGTCAGTAAGAGCTCCACAGGTAT
ATGTCTTGCCTCCACCAGAAGAAGAGATGACTAAGAAACAGGTCACTCTGACCTGCATGGTCACAGACTTCATGCCTGAAGACAT
TTACGTGGAGTGGACCAACAACGGGAAAACAGAGCTAAACTACAAGAACACTGAACCAGTCCTGGACTCTGATGGTTCTTACTTC
ATGTACAGCAAGCTGAGAGTGGAAAAGAAGAACTGGGTGGAAAGAAATAGCTACTCCTGTTCAGTGGTCCACGAGGGTCTGCACA
ATCACCACACGACTAAGAGCTTCTCCCGGACTCCGGGTAAATGA 
 

  
MRFQVQVLGLLLLWISGAQCDVQINQSPSFLAASPGETITINCRTSRSISQYLAWYQEKPGKTNKLL 
IYSGSTLQSGIPSRFSGSGSGTDFTLTISGLEPEDFAMYYCQQHNENPLTFGAGTKLELRRADAAPT 
VSIFPPSSEQLTSGGASVVCFLNNFYPKDINVKWKIDGSERQNGVLNSWTDQDSKDSTYSMSSTLTL 
TKDEYERHNSYTCEATHKTSTSPIVKSFNRNEC-  
 

MKCSWVIFFLMAVVTGVNSEVQLQQSGAELVKPGASVKLSCTASGFNIKDTYIHFVRQRPEQGLEWIGRIDPANDNTLYASKFQG
KATITADTSSNTAYMHLCSLTSGDTAVYYCGRGYGYYVFDHWGQGTTLTVSSAKTTAPSVYPLAPVCGDTTGSSVTLGCLVKGYF
PEPVTLTWNSGSLSSGVHTFPAVLQSDLYTLSSSVTVTSSTWPSQSITCNVAHPASSTKVDKKIEPRGPTIKPCPPCKCPAPNLL
GGPSVFIFPPKIKDVLMISLSPIVTCVVVDVSEDDPDVQISWFVNNVEVHTAQTQTHREDYNSTLRVVSALPIQHQDWMSGKEFK
CKVNNKDLPAPIERTISKPKGSVRAPQVYVLPPPEEEMTKKQVTLTCMVTDFMPEDIYVEWTNNGKTELNYKNTEPVLDSDGSYF
MYSKLRVEKKNWVERNSYSCSVVHEGLHNHHTTKSFSRTPGK-   
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αα

IgG1  53 
sequence identity: 99-100% 
 

Domain Sequence
N  AKTSTP 

αα



CH1  PSVYPLAPGSASAQTNSMVTLGCLVKGYFPEPVTVTWNSGSLSSGVHTFPAVL+QLQE(5) 
SDLYTLSSSVTVPSSTWPR(9)PSEQ(10)TVTCNVAHPASSTKVDKKIV 

Hinge  PRDCG CG(1)CKPCICTVPEV 
CH2  SSVFIFPPKPKDVLTITLTPKVTCVVVDISKDDPEVQFSWFVDDVEVHTAQTQK(10)PR 

EEQFI(5)NSTFRSVSELPIMHQDWLPNGKEFKCRVNSAAFPAPIEKTIS 
-  KTKGRPKA 
CH3  PS(2)QVYTIPPPKEQMAKDKVSLTCMITDN(5)FFPEDITVEWQWNGQPAENYKNTQPIM 

DTDNTN(11)SYFVIYSKLNVQKSNWEAGNTXFTCSVLHEGLHNHHTEKSNLS 
C  HSPGK 
 

IgG2a  26  
sequence identity: 98-100% 
 

Domain Sequence
N  AKTTA 
CH1  PSVYPLAPVCGDTTGSSVTLGCLVKGYFPEPVTLTWNSGSPLSSGVHTFPAVVLQSDLY 

TLSSSVTVTSSTWPSQSITCNVAHPASSTKVDKKIE 
Hinge  PRGPTIKPCPPCKCPAPNLLGG 
CH2  PSVFIFPPKIKDVLMISLSPIM(14)VTCVVVDVSEDDPDVQISWFVNNVEVHL(12)TAQ 

TQTHREDYNSTLRVVSALPIQHQDWMSGKEFKCKVNNKDA(10)LPAPIERTIS 
-  KPKGSVRA 
CH3  PQVYVLPPPEEEMTKKQVTLTCMVTDFMPEDIYVEWTNNGKTELNYKNTEPVLDSDG 

SYFMYSKLRVEKKNWVERNSYSCSVVHEGLHNHHTTKSFLS 
C  RTPGK 
 

IgG2b  17 
sequence identity: (96) 98-100% 
 

Domain Sequence
N  AKTTP 
CH1  PSVYPLAPGCGDGTTGSSVTLS(2)GCLVKGYFPESP(2)VTVTWNSGSLSSSVHTFPLSQ 

ALLQSGLYTMSSSVTVPSSTWPSQTVTCSVAHPASSTTVDKKLE 
Hinge  PSGPITSTINPCPPCKECHKCPAPNLEGG 
CH2  PSVFIFPPNIKDVLMISLTPKVTCVVVDVSEDDPDVRQ(14)ISWFVNNVEVHLTAQTQ 

THREDYNSTIRVVSAH(1)T(8)LPIQHQDWMSGKEFKCKVNNKDLPSAPIERTIS 
-  KIPKGLIVRA 
CH3  PQVYIT(2)LPSPPAPEQLSRKEDVSLTCLVAVGFNSPGEDISVEWTSNGHTEENYKDTAP 

VLDSDGSYFIYSKLDINM(10)KTSKWEKTDSFSCNVRHEGLKNYYLKKTIS 
C  RSPGK 
 

IgG2c  8 
sequence identity: 98-100% 
 

Domain Sequence
N  AKTTA 
CH1  PSVYPLAVPVCGGTTGSSVTLGCLVKGYFPEPVTLTWNSGSLSSGVHTFPALLQSGL 

YTLSSSVTVTSNTWPSQTITCNVAHPASSTKVDKKIE 
Hinge  PRVPITQNPCPPLKECHQRVPPCAAPDLLGG 
CH2  PSVFIFPPKIKDVLMISLSPMVTCVVVDVSEDDPDVQISWFVNNVEVHTAQTQTHRE 

DYNSTLRVVSALPIQHQDWMSGKEFKCKVNNRALPSPIEKTIS 
-  KPRGPVRA 
CH3  PQVYVLPPPAEEMTKKEFSLTCMITGFLPAEIAVDWTSNGRTEQNYKNTATVLDSDG 

SYFMYSKLRVQKSTWERGSLFACSVVHEGV(3)LHNHLTTKTIS 
C  RSLGK 
 

IgG3  7 
sequence identity: 99-100% 
 

Domain Sequence
N  ATTTA 
CH1  PSVYPLVPGCSG(2)DTSGSSVTLGCLVKGYFPEPVTVKWNYGALSSGVRTVSSVLQSG 

FYSLSSLVTVPSSTWPSQTVICNVAHPASKTELIKRIE 
Hinge  PRIPKPSTPPGSSCPPGNILGG 
CH2  PSVFIFPPKPKDALMISLTPKVTCVVVDVSEDDPDVHVSWFVDNKEVHTAWTQPREAQ 

YNSTFRVVSALPIQHQDWMRGKEFKCKVNNKALPAPIERTIS 
-  KPKGRAQTPQV 
CH3  YTIPPPREQMSKKKVSLTCLVTNFFSEAISVEWERNGELEQDYKNTPPILDSDGTYFL 

YSKLTVDTDSWLQGEIFTCSVVHEALHNHHTQKNLS 
C  RSPGK     
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