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Table 2. Designed and native sequences for different backbone structures of the SH3
domain

Protein % id Sequence

CRK_RAT (1cka) 100 EYVRALFDFNGNDEEDLPFKKGDILRIRDKPEE-QWWNAEDSE-GKRGMIPVPYVEKY
Minimum 30.77 KRVWARYWFWGRRRQQLPFQQGQELEIQYEPDR-YWKKAKDRR-GREGQIPDPQVQHQ

Best 40.38 QRVRARQDFWGRRRQQLPFRRGEFLEIRRKPDQ-YWLQAQVRR-GQQGLIPLPYVESA

SPCN_CHICK (1shg) 100 ELVLALYDYQEKSPREVTMKKGDILTLLNSTNK-DWWKVEVN--DRQGFVPAAYVKKL
Minimum 20.75 QKAQAQREFRRRQPRQVQVKQGEEVEKRQWRNR-YFVQIKVR--YYQGFVPNWIIREK

Best 26.42 FEALAKNEFRRRQPRQVQMKQGERVEMRQWRNR-YFVQVKVK--YYQGFVPKWLIQER

SPCN_CHICK (1pwt) 100 ELVLALYDYQEKSPREVTMKKGDILTLLNSTNK-DWWKVEVN--DRQGFVPAAYVKKL
Minimum 20.75 SKARAERWFRQRQPYQVQMQQGEEVEVKQYNNR-YFVKVKVR--YWQGQVPKWQIRER

Best 28.3 QKCLARQDFRQRQPYQVQMRRGEEVELKQDRNR-YFAKVKVR--YYQGQVPNWQIQKR

SEM5_CAEEL (1sem) 100 KFVQALFDFNPQESGELAFKRGDVITLINKDDP-NWWEGQLN--NRRGIFPSNYVCPY
Minimum 27.45 QRVEAQYEFKPQYYGQLECQQGQQLKKENEYNP-YWIECRLR--YYRGRLPKDRVKPK

Best 33.33 KKVWGQYEFRPQYYGQLQFRQGCEIELKDRRNP-YWFKGQLY--YYQGQFPGQRVQPR

FYN_HUMAN (1shf) 100 TLFVALYDYEARTEDDLSFHKGEKFQILNSSEG-DWWEARSLTTGETGYIPSNYVAPV
Minimum 21.82 QQYEGKRQLRQRYQYELQFQQGARFKADQYREG-RYQQCQIRWRGQRGKIPQWQVRPV

Best 30.91 QQFEGKYRFSKQYQYQLDFYQGLRFEIRQEREG-QWGQARDKRKGDEGKIPKWQVRPV

HCK_HUMAN (1qcf) 100 IIVVALYDYEAIHHEDLSFQKGDQMVVLEESGE--WWKARSLATRKEGYIPSNYVARV
Minimum 20 QKVKGKYQRWKQYQYELWFQQGEELKLQRQQQY--WDQAEKERNKEQGQIPRFLVESR

Best 27.27 KRVKGKYDQRKRDQYELDFRRGEQLIIKQERWQ--YQKAEAQRQKKQGKIPAYRVESV

CRK_RAT (1ckb) 100 EYVRALFDFNGNDEEDLPFKKGDILRIRDKPEE-QWWNAEDSE-GKRGMIPVPYVEKY
Minimum 28.85 RWVEGKYDFRGQYQDQLPFRQGERLKIKQQPDS-YYLKAEDRY-RREGKIPRPRVKSA

Best 38.46 YQVKGRDDFRGQRQYDLPFRRGYILKIQQQPDQ-QWLKARDQY-GREGDIPRPRVESQ

SRC_HUMAN (2src) 100 TTFVALYDYESRTETDLSFKKGERLQIVNNTEG-DWWLAHSLSTGQTGYIPSNYVAPS
Minimum 21.82 DLYLGKYQFWRRQQYQLDFRQGLRLKGQQYRYQ-RWFQAECQNWKRRGQIPADYIQPQ

Best 27.27 DLWLGKYQFWKRRETQLQFRQGEQLKAQQYRYR-YWIQAQAQWRRQRGQIPNQYLQPQ

SPCN_CHICK (1bk2) 100 ELVLALYDYQEKSPREVTMKKGDILTLLNSTNK-DWWKVEVN--DRQGFVPAAYVKKL
Minimum 18.87 DYADARRQFQKRQPWQVQMYQGERVEVKQYRNQ-YYVEIQVR--SYRGQVPKQLIRKR

Best 26.42 DYGLAQRQFQWRQPYQVVMYQGERCEFKQYRNR-YYIKIQVR--SYQGQVPNQLVRKQ

ABL_FSVHY (1abo) 100 NLFVALYDFVASGDNTLSITKGEKLRVLGYNHNGEWCEAQTK--NGQGWVPSNYITPV
Minimum 30.19 -QYQAKYQFWQRGSYQLQIYQSYQMWKQGQDRYDDKAKVQVR--NGQGWVPNRYIEPR

Best 35.85 -DNVAQYEFRQRGSYQLQIKQGERMRLQGQTSYYRYGKVQCR--RGQGWVPWQYIQPQ

SRC_HUMAN (1fmk) 100 TTFVALYDYESRTETDLSFKKGERLQIVNNTEG-DWWLAHSLSTGQTGYIPSNYVAPS
Minimum 21.82 EQLKGEYDFRKQYYRQLQFQQGKILQVWYRQSQ-RYLFAQAQDNRRRGYIPQQQVRPR

Best 29.09 DQVQGKYDFRKQYQWDLDFQRGRILQIWYKQSQ-RYLLAWVQDRYQQGYIPQQRVRPR

Q74596 (1qmc) 100 FRVYY---RDSR-----NPLWKGPAKLLWK-GE-GAVVIQDNS-DIKVVPRRKAKIIR



Protein % id Sequence
Minimum 20.41 DQLFF---QLQR-----QPYYNGPAQLRKE-DD-RYVEAQERD-QYKQFPRYQAQRRH

Best 26.53 DKVKA---KGSY-----RPDWRGPAELRDE-RY-DYVRIKERD-RERQVPRRQARREH

gi8569261 (1ex4) 100 FRVYY---RDSR-----NSLWKGPAKLLWK-GE-GAVVIQDNS-DIKVVPRRKAKII-
Minimum 24.44 TKVFF---KEQY-----NWRWWGPGELQRQ-DQ-RYVQIQFQY-DQKRIPIQQAQER-

Best 26.67 TKVFF---QEQR-----NYRQWGPAELQRR-DR-YYVQVQFQY-DQKRIPIQKAWER-
   

1cka MD20 100 EYVRALFDFNGNDEEDLPFKKGDILRIRDKPEE-QWWNAEDSE-GKRGMIPVPYVEKY
Minimum 28.85 EWAKMKYWLQGRQRRELPVWDKIRIKIRRRPNY-QWIEAEDQY-GQRGWVPRPYFEQQ

Best 30.77 EDARAREQLDGRQRRELPARQRIRLWIRQEPNK-QWKQAQDQW-GQQGWIPDPKVYSK

1cka MD40 100 EYVRALFDFNGNDEEDLPFKKGDILRIRDKPEE-QWWNAEDSE-GKRGMIPVPYVEKY
Minimum 28.85 SQQRAQYQLRGQDRYYLPLRQGQWLKDRQRPRY-RQLEGEDQY-GRRGWLPDPYLEYK

Best 28.85 RRLRAQYELRGQDQRYLPLRQGQWLKDRQRPYY-RQIEGEDWR-GRRGFLPDPYLEYL

1cka MD150 100 EYVRALFDFNGNDEEDLPFKKGDILRIRDKPEE-QWWNAEDSE-GKRGMIPVPYVEKY
Minimum 19.23 YWVRIQYQYWGQYYRQLPARQGYRKQQQDRPDR-KKLKLKDER-GFQGELPDPYQWRN

Best 32.69 YYQRAQYQYYGNYERQLPFYQGDRLKVQQRPDR-KKVQCEDQR-GFRGEAPDPYLWRN


