
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGGAMAQTHREKYAI IMNEGRNQLPEVKGSNSGVPQYSTIKDKDREKRKFYI
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NTDB id 74417 FYK59 RS00270 WP 148048742.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGAMAQTREYAIIMNGRNQPEVKSSVPYS.IKDKDRKRKYTHQNTQGGGGSVSFNNS 84
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVFFDNT 84
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!* !!!!!! !!!*!!! *!!*!!!!!! !!* ** !!!!!! ! !*

logo DETLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGSLKQGKRANNAVDWIHRTTQRAIAGLAGYASYATDGVICRNS INTGQCPKQLVYEKTKRFSFDGNI
T
D
GLAKNT

NTDB id 74417 FYK59 RS00270 WP 148048742.1 DELVSQQSGTAVFGTATYLPPYGKVSGFDTDSLKGRANAVDWIRTTRIALAGYSYAGVICRNITGCPKLVYKTRFSFDNTDLAKT 169
NTDB id 1090 CAA90909.1 1..3114( ) DTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFSFDGIGLAKN 168
consensus ! !!!!! !!!!!!!!!!!!!!!!!!!!! ! ! ! !!!!!!*!! *!!!! ! !!!! * !! !!! !*!!!! !!!

logo

A
GGRSLDNRHPTDEPSRDENSP IYKLKDHYPWLGVSFNLGASEGNTAVKDGKSVFTNKL IVSSFDSEGNNSNSNNSNQNTI

LVSYTTERGHNS I SLGSDNWKQREHSTAM
NTDB id 74417 FYK59 RS00270 WP 148048742.1 GGRLNRHTEPSRDNSPIYKLKDYPWLGVSFNLGAEGTAKDGKVTNKLVSSFDENNSNSNSNQNLVYTTEGHNISLGNWQRESTAM 254
NTDB id 1090 CAA90909.1 1..3114( ) AGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN....NNQTIVSTTRGHSISLSDWKREHTAM 249
consensus *! ! !!**!!!*!!!!!!!!!*!!!!!!!!!! ! ! !!!! !!!*!!! ! !**** !! *! !! !! !!! ! !!*!!!

logo AYYLNAKLHLLDKKGI EDIAQGKTVDRLGTVLKRPR I
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LLNSFWATWDKI EKDKTGNQIPTVKRLGLPEQVKAGRCTVNKAPNPNNPNAT

NTDB id 74417 FYK59 RS00270 WP 148048742.1 AYYLNAKLHLLDKKGIEDIAQGKTVRLGVLKPRIDVRKGNTGLSGILSFWATWDIKDTGQIPVKLGLPQVKAGRCTNKPNPNNNT 339
NTDB id 1090 CAA90909.1 1..3114( ) AYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNA 331
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !! !*!!** *** *! !!!!! ! ! !*!*!*!!!! !!!!!! !!*!!!*!

logo KAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPAGKRPGRHSLAEATLDTETNQDNIKSREPNFNTGSRQTI
V IRLNPG

NTDB id 74417 FYK59 RS00270 WP 148048742.1 KAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPARPGRHSLAALDTQNIKSREPNFNSRQTVIRLPG 424
NTDB id 1090 CAA90909.1 1..3114( ) KAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNG 416
consensus !!!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!**!!!!!! ! * !!!!!!!! !!!*!!!*!

logo GVRYEKIKSLSDGKRNGNGTERVAVGNFNGDNDGKNNDTFGIVYKDLRGLVETPDETVDSEWKSKNI
VLLPWTAVRGYFYAGDNDDNI

KFKATFNKQEPENNSKTNQDNGNKKPKQYSQKYR I
SRT

NTDB id 74417 FYK59 RS00270 WP 148048742.1 GVYKISSGKNGGRVAGFNGDDGKNDTFGIYKDRLVTPEVDEWSNILLPWTARYYGNDDIFKTFNQPNSKTQNGKKQYSQKYRIRT 509
NTDB id 1090 CAA90909.1 1..3114( ) GVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEEN..NDNKPKYSQKYRSR. 498
consensus !! ! *! ! !!! !! !!!!!! !! ! !* !! *!!!!! ! ** ! !! !! * *** !* !!!!!! !*

logo

KEDDNNDKGKEPRDNLGDIVNSP IVAVGEGYLATSANDGMVHI
LFKQRNSGGTDKQRGSYENLKLSYIPGTMPRKQDYFIDQNDTETSALKGSTLAKQDELVRATFAE

NTDB id 74417 FYK59 RS00270 WP 148048742.1 KEDDNDKPRDLGDIVNSPIVAVGGYLATSANDGMVHLFKRNGTDQRGYELKLSYIPGTMPRQYFDNDTSALKGSTLAQELRAFAE 594
NTDB id 1090 CAA90909.1 1..3114( ) ..DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTE.....STLAKDVRTFAE 576
consensus **! ! *! !!!!!!!!!!!!! !!!!!!!!!!!!*!! ! ! ! ! !!!!!!!!!!!! ! *****!!!! **! !!!



logo KGYVGDRYGVDGGFVLRKR I
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N
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RQKNHRFVFMFGAMGFLGGRGAYALDLTKAIDGSNSDNLPTAGVSLMFDVKQDNDNGKNNNNNDGNSNRVEKLGYTVGT

NTDB id 74417 FYK59 RS00270 WP 148048742.1 KGYVGDRYGVDGGFVLRRITDDQDRQKHFFMFGAMGLGGRGAYALDLTKIDSNNLTGVSMFDVQNDKNNNNNDSNRVKLGYTVGT 679
NTDB id 1090 CAA90909.1 1..3114( ) KGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNG...NNGNNRVELGYTVGT 657
consensus !!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!!! ! *!*!!*!!! ***!! !!! !!!!!!!

logo PQIGKTHQDNGKYAAFLASGYAATKDE I IVSTSGSDNKTTALYVYDLEGGNGGTGNNSL IKKI EAVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGN
NTDB id 74417 FYK59 RS00270 WP 148048742.1 PQIGKTQNGKYAAFLASGYAAKDIVS.SDNTTALYVYDLG.NGGGSLIKKIEAPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGN 762
NTDB id 1090 CAA90909.1 1..3114( ) PQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGN 742
consensus !!!!!!* !!!!!!!!!!!! !*!*** !! !!!!!!!! *!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MYRFDLSDSNQDPNQKQWSVRTI FEGGTKP ITSAPAI
VSQRLAKDKRVVI FGTGSDLSEEDVDVDNMTEKEQYIYGI FDDDKTAGTTVGKTVTVNVFQNSDGSTGGGL

NTDB id 74417 FYK59 RS00270 WP 148048742.1 MYRFDLSDNDPNKWSVRTIFEGGKPITSAPAVSRLADKRVVIFGTGSDLSEEDVVDTKEQYIYGIFDDDKGTVKVTVQNGTGGGL 847
NTDB id 1090 CAA90909.1 1..3114( ) MYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGL 827
consensus !!!!!!! *!!* !!!!!!!!! !!!!!!!!*! ! !!!!!!!!!!!!!!!!!! !!!!!!!!!!! *! *!!!!

logo LEKQTVLRTKRDNDENSKTLFLSTDNNYKARSDGGSAGDNKGWVVKLKMDGEQRVTVKPTVVLRTAFVTIHRKYTDGTDKCGAEQTAI LG INTADGGAKLTKPKRS
NTDB id 74417 FYK59 RS00270 WP 148048742.1 LKQTLTK..ESKTLFLSNNKASGGSADKGWVVKLMDGERVTVKPTVVLRTAFVTIRKYTDTDKCGAQTAILGINTADGGALTPRS 930
NTDB id 1090 CAA90909.1 1..3114( ) LEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKS 912
consensus ! ! ! **** !!!!!* ! ! !!* !!!!!!! !! !!!!!!!!!!!!!!!!!*!!! !!!!!! !!!!!!!!!!!! !!**!

logo ARP IVPDEANNTAQVAQYSGHKQKGMTNGKS IP IGCMQWKNSGNEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI
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NTDB id 74417 FYK59 RS00270 WP 148048742.1 ARPIVPDN..QVAQYSGHQK.MNGKSIPIGCMWKNGKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPAR 1012
NTDB id 1090 CAA90909.1 1..3114( ) ARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGK 997
consensus !!!!!!* ** !!!!!!! !* !!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****

<0

logo NNRCFSGQKGVRTLLMNDLDSLDITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 74417 FYK59 RS00270 WP 148048742.1 NNRCFSGKGVRTLLMNDLDSLDITGPMCGIKRLSWREVFF. 1052
NTDB id 1090 CAA90909.1 1..3114( ) NNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!! !!!!!!!!!!!!!!!!!!! !!*!!*!!!!!!*

X non conserved

X similar

X ≥ 50% conserved


