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EVQLVQSGAEVKKPGESLKISCKGSGYS - FS- TYWIGWVRQMPGKGLEWMGIIYPRDSET 58 H7 0.19259 L7 QSALT-QPASVSGSPGQSITISCTGTSSDVGGY THVSWYQQHPGKALKLMISEVSDRPSG 59 L7 0.08847
QUTLKESGPVLVKPTETLTLTCTVSGFSLSNAKMGVSWIRQPPGKALEWLAHI-FSNDEK 59 . 111 SYELT-QPLSVSVALGQTARITCGGNNI - - - GSK-MHWYQQKPGQAPVLVIYRDSNRPSG 55 .
QVQLVQSGAEVKKPGASVKVSCKASGYT-FT-SHAVHWVRQAPGQRLEWMGWINAGNGNT 58 H36 0.09794 136 EIVLTQSPGTLSLSPGERATLSCRASQS- - FSSSYLAWYQQKPGQAPRLLIYGASSRATG 58 L94 0.06608
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QVQLVQSGAEVKKPGASVKVSCKASGYT-FT-SYDINWVRQATGQGLEWMGHWMNPNSGNT 58 H81 0.07561 L59 DIQLTQSPSFLSASVGDRVTITCRASQG--V-SSYLAWYQQKPGKAPKLLIYPASTLQSG 57 L11 0.04834
EVQLVESGGGLVKPGGSLRLSCAASGFT-FS-SYSMNWVRQAPGKGLEWVSSISSSSSYI 58 ' L66 SYELT-QPPSVSVSPGQTARITCSGDAL - - - PKQYAYWYQQKPGQAPVLVIYKDSERPSG 56 '
QVQLVESGGGVVQPGRSLRLSCAASGFT-FS-SYDMHWVRQAPGKGLEWVALISYDGSNT 58 H59 0 11999 L77 DIQMTQSPSSLSASVGDRVTITCQASQD--I-SNYLNWYQQKPGKAPKLLIYDASNLETG 57 L81 0 02672
QVQLVQSGAEVKKPGASVKVSCKASGYT-FT-SYGISWVRQAPGQGLEWMGWISAYNGNT 58 ' 181 SYELT-QPPSVSVAPGKTARITCGENNI - - - GSKSVHWYQQKPGQAPVLVIYYDSDRPSG 56 '
QVQLQESGPRLVKPSGTLSLTCAVSGGSISS-SNWWTWVRQPPGKGLEWIGEI-YHSGST 58 H11 0 10425 L94 QSALT-QPASVSGSPGQSITISCTGTSSDVGSYNLVSWYQQHPGKAPKLVIYEATKRPSG 59 |_95 0 01958
EVQLVESGGGLVQPGGSLRLSCVASGFI-VS-GNYLSWVRQAPGKGLEWVSVI-YSGGGT 57 ' L95 SYVLT-QPPSVSVAPGKTARITCGGNNI - - -GSKSVRWYQQKPGQAPVLVIYYDSDRPSG 56 '
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KYSQKFQGRVTITRDTSASTAYMELSSLRSEDTAVYYCARDPV--LRYF-DWTTPYYFDY 115 H66 013909 L36 IPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQHYGSS---PLTFGGGTKVEIK 108 |_57 0 05161
YYSTSLRTRLTISKDTSKNQVVLTMTNMDPVDTATYYCARMTV- - - - - - -~ TTAFDI 108 L57 VPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQSYST- - -PRTFGQGTKVEIK 107
AYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARGGR- -YCSSTSCYSGVPNDY 116 H77 0.10482 L59 VPSRFSGSGSGTEFTLTISSLQPEDFATYYCQQLNSY---PLTFGGGTKVEIK 107 L77 0 09792
YYADSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARRSFVSSST-DDYYYYYDMDV 117 L66 IPERFSGSSSGTTVTLTISGVQAEDEADYYCQSADSSG-TYVVFAGGTKLTVL 108
YYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVFYCAKTIYSYALK-PNYF - - - - DY 112 H95 0.13477 L77 VPSRFSGSGSGTDFTFTISSLQPEDIATYYCQQYDNL---PPTFGGGTKVGIK 107 L59 0.06618
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NYTPSLKSRVTISVDKSKNQFSLRLNSVTAADTAVYYCARGWS - - - - - - - - - SSWYGLDY 109 Loa VSNRFSGSKSGNTASLTISGLQAEDEADYYCYSYAGS - - STWVFGGGTKLTVL 110
YYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDLLGGYCSGGSCKEGFYFAY 117 L95 IPERFSGSNSGNTATLTISRVEAGDEADYYCQUWDSSSDHPHVFGGGTKLTVL 169
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