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.= Isolation sequence, A = H-segment, .= 25 —residue XBP1 arrest peptide,l = linker,
.= N-glycosylation acceptor site.

Starting construct for mutagenesis scan:

MANMFALILVIATLVTGILWCVDKFFFAPKRRERQAAAQAAAGDSLDKATLKKVAPKPGWLETGASVFPVL
AIVLIVRSFIYEPFQIPSGSMMPTL-DFILVEKFAYGIKDPIYQKTLIETGHPKRGDIVVFKYPEDPKLDYIK
RAVGLPGDKVTYDPVSKELTIQPGCSSGQACENALPVTYSNVEPSDFVQTFSRRNGGEATSGFFEVPKQ
ETKENGIRLSETSGGPGAAAALALALALALALAAAAGPGGFVPEANLVGRATAGDPVPYQPPFLCQWGR
HQPAWKPLMNGSSDKQEGEWPTGLRLSRIGGIH*

Starting construct for second mutagenesis scan (P254V mutation):

MANMFALILVIATLVTGILWCVDKFFFAPKRRERQAAAQAAAGDSLDKATLKKVAPKPGWLETGASVFPVLA
IVLIVRSFIYEPFQIPSGSMMPTLNSTDFILVEKFAY GIKDPIYQKTLIETGHPKRGDIVVFKYPEDPKLDYIKRA
VGLPGDKVTYDPVSKELTIQPGCSSGQACENALPVTYSNVEPSDFVQTFSRRNGGEATSGFFEVPKQETK

ENGIRLSETSGGPGAAAALALALALALALAAAAGPGGFVPEANLVGRATAG

WKPLMNGSSDKQEGEWPTGLRLSRIGGIH*

Full length control (L246A mutation):

MANMFALILVIATLVTGILWCVDKFFFAPKRRERQAAAQAAAGDSLDKATLKKVAPKPGWLETGASVFPVLAI
VLIVRSFIYEPFQIPSGSMMPTLNSHDFILVEKFAYGIKDPIYQKTLIETGHPKRGDIVVFKYPEDPKLDYIKRAV
GLPGDKVTYDPVSKELTIQPGCSSGQACENALPVTYSNVEPSDFVQTFSRRNGGEATSGFFEVPKQETKE

NGIRLSETSGGPGAAAALALALALALALAAAAGPGGFVPEANLVGRATAGDPVPYQPPFACQWGRHQPAW

KPLMNGSSDKQEGEWPTGLRLSRIGGIH*

Arrest control:

MANMFALILVIATLVTGILWCVDKFFFAPKRRERQAAAQAAAGDSLDKATLKKVAPKPGWLETGASVFPVLAI
VLIVRSFIYEPFQIPSGSMMPTLNSTDFILVEKFAYGIKDPIYQKTLIETGHPKRGDIVVFKYPEDPKLDYIKRAV
GLPGDKVTYDPVSKELTIQPGCSSGQACENALPVTYSNVEPSDFVQTFSRRNGGEATSGFFEVPKQETKE

NGIRLSETSGEPGAAAALALALALALALAAAAGPGGF VPEANLVGRATAGDPVPYQPPFLCQWGRHAPAWK

PLMN*SSDKQEGEWPTGLRLSRIGGIH*




