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Mm CRY2 MAAAAVVAATV-PAQSMGADGASSVHWFRKGLRLHDNPALLAAVRGARCVRCVYILDPWFAASSSVGINRWRFLLQSLEDLDTSLRKLNS
Hs CRY2 MAATVATAAAVAPAPAPGTDSASSVHWFRKGLRLHDNPALLAAVRGARCVRCVYI|ILDPWFAASSSVGINRWRFLLQSLEDLDTSLRKLNS
MmCRYT M- - ------ - - - - - - - - - - - GVNAVHWFRKGLRLHDNPALKECIQGADTIRCVYI|I LDPWFAGSSNVGINRWRFLLQCLEDLDANLRKLNS
Hs CRY1 M- - - - - - - - -- GVNAVHWFRKGLRLHDNPALKECIQGADTIRCVYI|I LDPWFAGSSNVGINRWRFLLQCLEDLDANLRKLNS
GgCRY2 MAAAA---------- SPPRGFCRSVHWFRRGLRLHDNPALQAALRGAASLRCIYILDPWFAASSAVGINRWRFLLQSLEDLDNSLRKLNS
DrCRY2 MV - - - = = = = o o o oo oo oo VNSVHWFRKGLRLHDNPALQEALNGADTVRCVY|I LDPWFAGSANVGVNRWRFLLESLEDLDTSLRKLNS
XI CRY2 ME - - - - - - - - - - - - --- GKPSVSSVHWFRKGLRLHDNPALLAALRGANSVRCVYILDPWFAASSSGGVNRWRFLLQSLEDLDSSLRKLNS
serine loop
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MmCRY2 RLFVVRGQPADVFPRLFKEWGVTRLTFEYDSEPFGKERDAAIMKMAKEAGVEVVTENSHTLYDLDRIITELNGQKPPLTYKRFQALISRME
Hs CRY2 RLFVVRGOQPADVFPRLFKEWGVTRLTFEYDSEPFGKERDAAIMKMAKEAGVEVVTENSHTLYDLDRITELNGQKPPLTYKRFQAIISRME
MmCRYlT RLFVIRGQPADVFPRLFKEWNITKLSIEYDSEPFGKERDAAIKKLATEAGVEVIVRISHTLYDLDKI IELNGGQPPLTYKRFQTLVSKME
Hs CRY1 RLFVIRGOQPADVFPRLFKEWNITKLSIEYDSEPFGKERDAAI KKLATEAGVEVIVRISHTLYDLDKITELNGGQPPLTYKRFQTLISKME
GgCRY2 RLFVVRGQPTDVFPRLFKEWGVTRLAFEYDSEPFGKERDAAI IKLAKEAGVEVVIENSHTLYNLDRIITELNGNKPPLTYKRFQAI ISRME
Dr CRY2 RLFVVRGQPTDVFPRLFKEWNVTRLTFEYDSEPYGKERDAAIT I KMAQEYGVETVVRNTHTLYNPDRI ITEMNNHSPPLTFKRFQAITVNRLE
XI CRY2 RLFVVRGOQPADVFPKLFKEWGVSRLTFEYDSEPFGKERDAVIMKLAKEAGVEVIVENSHTLYDSDRVIELNGHSPPLTYKRFQAIITSRME
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MmCRY2 LPKKPAVAVSSQQMESCRAEIQENHDDTYGVPSLEELGFPTEGLGPAVWQGGETEALARLDKHLERKAWVANYERPRMNANSLLASPTGL
Hs CRY2 LPKKPVGLVTSQQMESCRAEIQENHDETYGVPSLEELGFPTEGLGPAVWQGGETEALARLDKHLERKAWVANYERPRMNANSLLASPTGL
MmCRYlT PLEMPADTITSDVIGKCMTPLSDDHDEKYGVPSLEELGFDTDGLSSAVWPGGETEALTRLERHLERKAWVANFERPRMNANSLLASPTGL
Hs CRYT PLEIPVETITSEVIEKCTTPLSDDHDEKYGVPSLEELGFDTDGLSSAVWPGGETEALTRLERHLERKAWVANFERPRMNANSLLASPTGL
GgCRY2 LPKKPVSSIVSQQMETCKVDIQENHDDVYGVPSLEELGFPTDGLAPAVWQGGETEALARLDKHLERKAWVANYERPRMNANSLLASPTGL
Dr CRY2 LPRKPLPTITQEQMARCRTQISDNHDEHYGVPSLEELGFRTQGDSLHVWKGGETEALERLNKHLDRKAWVANFERPRISGQSLFPSPTGL
XI CRY2 LPRRLAPSVTRQQMEACRAEI KRNHDETYGVPSLEELGFHSENKGPAIWPGGETEALARLDRHLERKAWVANYERPRMSANSLLASPTGL

phosphate-binding loop
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MmCRY2 SPYLRFGCLSCRLFYYRLWDLYKKVKRNSTPPLSLFGQLLWREFFYTAATNNPRFDRMEGNPICIQIPWDRNPEALAKWAEGKTGFPWID
HsCRY2 SPYLRFGCLSCRLFYYRLWDLYKKVKRNSTPPLSLFGQLLWREFFYTAATNNPRFDRMEGNPICIQIPWDRNPEALAKWAEGKTGFPWID
MmCRYl SPYLRFGCLSCRLFYFKLTDLYKKVKKNSSPPLSLYGQLLWREFFYTAATNNPRFDKMEGNPICVQIPWDKNPEALAKWAEGRTGFPWID
Hs CRY'T SPYLRFGCLSCRLFYFKLTDLYKKVKKNSSPPLSLYGQLLWREFFYTAATNNPRFDKMEGNP I CVQIPWDKNPEALAKWAEGRTGFPWID
GgCRY2 SPYLRFGCLSCRLFYYRLWELYKKVKRNSTPPLSLYGQLLWREFFYTAATNNPKFDRMEGNPICIQIPWDKNPEALAKWAEGKTGFPWID
DrCRY2  SPYLRFGCLSCRVFYYNLRDLFMKLRRRSSPPLSLFGQLLWREFFYTAGTNNPNFDHMEGNPICVQIPWDHNPEALAKWAEGRTGFPWID
XI CRY2 SPYLRFGCLSCRLFYYRLQELYQKVKKNSPPPLSLYGQLLWREFFYTAATNNPKFDQMEGNP ICVQIPWDKNPKALAKWTEGKTGFPWID

protrusion loop
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MmCRY2 AIMTQLRQEGWIHHLARHAVACFLTRGDLWVSWESGVRVFDELLLDADFSVNAGSWMWLSCSA
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FFQQFFHCYCPVGFGRRTDPSGDY I RR

HsCRY2 AIMTQLRQEGWIHHLARHAVACFLTRGDLWVSWESGVRVFDELLLDADFSVNAGSWMWLSCSAFFQQFFHCYCPVGFGRRTDPSGDYIRR
MmCRYT AIMTQLRQEGWIHHLARHAVACFLTRGDLWI SWEEGMKVFEELLLDADWSINAGSWMWLSCSSFFQQFFHCYCPVGFGRRTDPNGDY IRR
HsCRYlT AIMTQLRQEGWIHHLARHAVACFLTRGDLWISWEEGMKVFEELLLDADWSINAGSWMWLSCSSFFQQFFHCYCPVGFGRRTDPNGDYIRR
GgCRY2 AIMTQLRQEGWIHHLARHAVACFLTRGDLWISWESGVRVFDELLLDADFSVNAGSWMWLSCSAFFQQFFHCYCPVGFGRRTDPSGDYVKR
DrCRY2 AIMTQLRQEGWIHHLARHAVACFLTRGDLWI SWESGMKVFEELLLDADWSVNAGSWMWLSCSAFFQQFFHCYCPVGFGRRTDPSGDYIRR
XICRY2 AIMTQLRQEGWIHHLARHAVACFLTRGDLWNSWECGVKVFDELLLDADFSVNAGSWMWLSCSAFFQQFFHCYCPVGFGRRTDPSGDYVKR
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MmCRY2 YLPKLKGFPSRYIYEPWNAPESVQKAAKCI IGYVDYPRPIVNHAETSRLNIERMKQIYQQLSRYRGLCLLASVPSCVEDLSHPVAEPGSSQ
HsCRY2 YLPKLKAFPSRYIYEPWNAPESIQKAAKCIIGVDYPRPIVNHAETSRLNIERMKQIYQQLSRYRGLCLLASVPSCVEDLSHPVAEPSSSQ
MmCRYlT YLPVLRGFPAKYI|IYDPWNAPEGIQKVAKCLIGVNYPKPMVNHAEASRLNIERMKQIYQQLSRYRGLGLLASVPSNSNGNGGLMGYAPGEN
HsCRYl YLPVLRGFPAKY|IYDPWNAPEGIQKVAKCLIGVNYPKPMVNHAEASRLNIERMKQIYQQLSRYRGLGLLASVPSNPNGNGGFMGYS-AEN
GgCRY2 YLPKLKGFPSRYIYEPWNAPESVQKAAKCI IGYVDYPKPMVNHAETSRLNIERMKQIYQQLSRYRGLCLLASVPSCVEDLSGPVTDSAPGAQ
DrCRY2Z Y IPKLKDYPNRYI|IYEPWNAPESVQKAANCIVGVDYPKPMINHAESSRLNIERMKQVYQQLSHYRGLSLLASVPTIQEEAEPPMSDDSQAS
XICRY2Z  YLPVLKAFPSRYIYEPWSAPESVQKEAKCIIGIDYPKPIVNHAEASRMNI ERMKQTYQQLSHYRGLCILASVPSSVEDLGGPITDSSHNP
CRY conserved sequence (CCS)
CRY C-teminal extention (CCE)

MMCRY2 AGS I SNTG- - - = = = = = o o o e o e e o e o o e o o e o o e o e o o e oo e o - s PRALSSGPASPKRKLEAAEEPPGEELTKRARVTEMPTQEPASKDS
HsCRY2 AGSMSSAG- - - - = = = = o o o o o o o o o e o d o o e e e e o a o PRPLPSGPASPKRKLEAAEEPPGEELSKRARVAELPTPELPSKDA
MmCRYlT VPSCSSSGNGGLMGYAPGENVPSCSGGNCSQGSGILHYAHGDSQQTHSLKQGRSSAGTGLSSGKRPSQEEDAQSVG----PKVQRQSSN -
Hs CRYT | PGCSSSGS - - - - - - - - - - - - - - - - - - CSQGSGILHYAHGDSQQTHLLKQGRSSMGTGLSGGKRPSQEEDTQSIG----PKVQRQSTN -
GgGCRY2 -GS STSTA - - - - & & o o o o o o o o o Cf oD ff Do f ool oo VRLPQSDQASPKRKHEGAEELCTEELYKRAKVTGLPAPEIPGKSS
Dr CRY?2 SSSTGQASSPPHLSITAPSTPP ------------ - LSESSSPNSSPTASTSVPHTQRKRVRPSETPSKQKTKVKHTSQARGLELKMDDKAQ
XICRY2 A - - - s EAA - - - o o o o o o o o o e o o e e e e oo e oo e e e oo PKQSLCNADSPKRKLEGSEEAS----HVKVRVRSVPVMRRPENDF
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