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V033-aInt1 EVQLVESGGGLAKPGGSLRLSCAASGFTFSSYWMNWVRQTPGKGLEWISAINSGGGSTYYADSVKGRFTISRDNSKNTLSLQMNSLRAEDTAVYYCAKVDEDDYGYYYTVPGDLKKYYFDYWGQGVLVTVSS
V033-a Int2 EVQLVESGGGLAKPGGSLRLSCAASGFTFSSYWMNWVRQTPGKGLEWISGINSGGGSTYYADSVKGRFTISRDNSKNTLSLOQMNSLRAEDTAVYYCAKVDEDDYGYYDTVPGDLKKYYFDYWGQGVLVTVSS
V033-a Int3 v J)LVESGGGLAKPGGSLRLSCAASGFTFSNYWMNWVRQTPGKGLEWISGINSGGGRTYYADSVKGRFTI SRDNSKNTLSLQMNSLRAEDTAVYYCAKVDEDDYGYYDTVPGDLKKYYFDYWGQGVLVTVSS
VO033-alInt4 EVQLVESGGGLAKPGGSLRLSCAASGFTFSNYWMNWVR QTPGKGLEWISGINSGGGRTYYADSVKGRFTISRDNSKNTLSLQMNSLRAEDTAVYYCAKVDEDDYGYYDTVPGDLKKYYFKYWGQGVLVTVSS
V033-alIntd EVQLVESGGGLAKPGGSLRLSCAASGFTFSDFWMNWVR QTPGKGLEWISGINSGGGRTYYADSVKGRFTISRDNSKNTLSLQMNSLRAEDTAVYYCAKVDEDDYGYYDTVPGDLKKYYFKYWGQGVLVTVSS
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VO033-aIntb EVQLVESGGGLAKPGGSLRLSCAASGFTFSDFWMNWVRQTPGKGLEWISGINSGGGYTEYADSVKGRFTISRDNSKNTLSLQMNSLRAEDTAVYYCARVDEBDDYGYFDTVPGDSKKYYFKYWGEBGVLVTVSS
V033-a.01 EVQLVESGGGLAKPGGSLRLSCAASGFTFSDFWMNWVRQTPGKGLEWISGINSGGGYTEYADSVKGRFTISRDNSKNTLSLOQMNSLRAEDTAVYFCARVDGDDYGYFDTVPGDSKKYYFKHWGRGVLVTVSS

T6_P_HO3 EVQLVESGGGLAKPGGSLRLSCAASGFTFSNYWMNWVRQTPGKGLEWISGINSGGGSREYADSVMGRFEISRDNSKNTLSLQMNSLRAEDTAVYYCAKVDEBDDYGYEDTVPGDLKKYYEKYWGRGVLVTVSS
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