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MNKTLKRQVFRHTALYAAI LMFSHTGGGGAMAQTHKYAI I
MMNERKNQLPEVKGWKNGQYNSQTSAI

LKDKDGRERKTF ISHYNTKSDQRGNGSGLGI
NTDB id 1144079 C7S00 RS09470 WP 332069858.1 .......................................MMNERKQPEVKWKGQYNQSALKDKGRERTFSHTSQRNSLGI 41
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRGGG.. 76
consensus ****************************************!!!! !*!!! !!! ***!!! !!! ! * ! **
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NTDB id 1144079 C7S00 RS09470 WP 332069858.1 TSNFISFNNNDELVSQQSGTAVFGTATYLPPYGKVSGFDAAELNKRGNAVNWIHTTRPGLAGYGYDGIRCGSAQDCPKLT 121
NTDB id 1090 CAA90909.1 1..3114( ) ..GSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLV 153
consensus ** * ! ! ! !!!!! !!!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! *!!!!!*! * ! !** !! !

logo YEKTKRFSFDGNI
P
D
GLAVKNTARGGSLDRHPTDEPSRENSP IYKLKDHPWLGVSFNLGGSEGNTAVKDGKRSFSNSKL IVSSFDSEGNNSNNSNQNTI

LVSYT
NTDB id 1144079 C7S00 RS09470 WP 332069858.1 YKTRFSFDNPDLVKTRGGLDRHTEPSRENSPIYKLKDHPWLGVSFNLGGEGTAKDGRSSSKLVSSFDENNSNSNQNLVYT 201
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVST 231
consensus ! !*!!!! * ! ! ! !!!!**!!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!*! !!*!!! ! !** !! *! !

logo TERGHRS I SLGSDNWKQREHTTAMAYYLNAKLHLLDKKGR I EDIAQGKTVDQLGTVLKRPRS IVDEAVKTTVQRNKGLRGSEGLLNFWASKTWDKI EKDKTGNQIPT
NTDB id 1144079 C7S00 RS09470 WP 332069858.1 TEGHRISLGNWQRETTAMAYYLNAKLHLLDKKRIEDIAQGKTVQLGVLKPSIDVKTQNKGLSGLLNFWSKWDIKDTGQIP 281
NTDB id 1090 CAA90909.1 1..3114( ) TRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNIT 308
consensus ! !! !!! ! !!*!!!!!!!!!!!!!!!!! !!!!!!!!!! !! !*! ** *** !!!!! ! ! ! !*!*

logo VKRLGLPEVKAGRC I
VNKAPNPNPKNASKAVPSPALTAPALWFAGPVKQDNGKAVEQMYSASVSTYPDSSSSR I FYLQENLKRTKRTDPSAGKRPGRH

NTDB id 1144079 C7S00 RS09470 WP 332069858.1 VKLGLPEVKAGRCINKPNPNPKSKVPSPALTAPALWFA.VQNGKVQMYSASVSTYPDSSSSRIFLQELKTRTDSARPGRH 360
NTDB id 1090 CAA90909.1 1..3114( ) VRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRH 388
consensus !*!!!!!!!!!!!*!!*!!!! ! !!!!!!!!!!!!**! !! !!!!!!!!!!!!!!!!!*!! !! *!!***!!!!

logo SLAEATLNTAENQDIKSREPNFNTGSRQTI
V IRLNPGGVRYEKIKNLPDGKRNGNGTERVAVGNFINGNDGKNNDTFGIVYKDLRGLVETPDVATDSEWKSEKVLLPWTAVR

NTDB id 1144079 C7S00 RS09470 WP 332069858.1 SLAALNAQDIKSREPNFNSRQTVIRLPGGVYKINPGKNGGRVAGINGNDGKNDTFGIYKDRLVTPVADEWSEVLLPWTAR 440
NTDB id 1090 CAA90909.1 1..3114( ) SLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVR 468
consensus !! ! *!!!!!!!!! !!!*!!!*!!! ! * *! ! !!!!! !!!!!! !! ! ! !! !!!!!! !
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KFKATFNKQEPENNNDNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP IVAVGEGYLATSANDGMVHI

LFKQRNSGGTDKQRGSYEN
NTDB id 1144079 C7S00 RS09470 WP 332069858.1 YYGNDDIFKTFNQPN...NKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPIVAVGGYLATSANDGMVHLFKRNGTDQRGYE 517
NTDB id 1090 CAA90909.1 1..3114( ) GFADDNKFKAFNKEENNDNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYN 545
consensus ** ! !! !! * ***!!* !!!!!! !***! ! *! !!!!!!!!!!!!! !!!!!!!!!!!!*!! ! ! ! !
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NTDB id 1144079 C7S00 RS09470 WP 332069858.1 LKLSYIPGTMERKDIEGNDSDLAKELRAFAEKGYVGDRYGVDGGFVLRRITDDQDRQKHFFMFGAMGLGGRGAYALDLTK 597
NTDB id 1090 CAA90909.1 1..3114( ) LKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTK 624
consensus !!!!!!!!!!*!!!! *! !!!**! !!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!!!

logo

A
IDGSNSDNLPTAGVSLMFDVKQDNDNGKNNNNNNNKNDGNSNRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVSTSGSDNKTTALYVYDLEK

NTDB id 1144079 C7S00 RS09470 WP 332069858.1 IDSNNLTGVSMFDVQNDKNNNNNNNKNDSNRVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIVS.SDNTTALYVYDLK 676
NTDB id 1090 CAA90909.1 1..3114( ) ADGSDPTAVSLFDVKDNGN.......NGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLE 697
consensus ! *!*!!*!!! !*******! !!! !!!!!!!!!!!!!* !!!!!!!!!!!! !*!*** !! !!!!!!!!
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TVDIAYAGDRGGNMYRFDLSNSQSDPSQSKQWSAVKRTVI FEGDTKP ITSAPAI
VSQRL

NTDB id 1144079 C7S00 RS09470 WP 332069858.1 DTL.GTPIAKIEAPGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDSSKWSAKVIFEGDKPITSAPAVSRL 755
NTDB id 1090 CAA90909.1 1..3114( ) GNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQL 777
consensus * *! !!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !* !! * !!!! !!!!!!!!*! !
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KDKRVVI FGTGSDLSEEQDVDLDNMTEEQYIYGI FDDDKTAGTTVGKTVTVNVFQNSDGSTGGGLLEQVLKRERDENDNKTLFLTDNYKGRSDGSGNSKGW

NTDB id 1144079 C7S00 RS09470 WP 332069858.1 ADKRVVIFGTGSDLSEQDVLDTEEQYIYGIFDDDKGTVKVTVQNGTGGGLLEQVLKEEN..KTLFL..NKGSDGSGSKGW 831
NTDB id 1090 CAA90909.1 1..3114( ) KDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGW 857
consensus !!!!!!!!!!!!!!! !! !!!!!!!!!!!! *! *!!!!!!!!!* *!**!!!!!** ! !!!!! !!!

logo VVKLKDEGQRVTVKPTVVLRTAFVTIHRKYKTGDTDGKCGADETAI LG INTADGGAKLTKPKRSARP IVPEANKTADVAQYSGHKKTGTSTKNGK
NTDB id 1144079 C7S00 RS09470 WP 332069858.1 VVKLKEGQRVTVKPTVVLRTAFVTIRKYK.DDGCGADTAILGINTADGGALTPRSARPIVPEANKDVAQYSGHKTTSKGK 910
NTDB id 1090 CAA90909.1 1..3114( ) VVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGK 937
consensus !!!!!*!!!!!!!!!!!!!!!!!!!*!! * ! !!!*!!!!!!!!!!!! !!**!!!!!!!!!! !!!!!!!! * !!
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TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI
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NTDB id 1144079 C7S00 RS09470 WP 332069858.1 SIPIGCMEKGGKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDS 990
NTDB id 1090 CAA90909.1 1..3114( ) SIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDS 1017
consensus !!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!
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logo LDITGPMTCGI
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LSWREVFFYO
NTDB id 1144079 C7S00 RS09470 WP 332069858.1 LDITGPMCGIKRLSWREVFF. 1010
NTDB id 1090 CAA90909.1 1..3114( ) LDITGPTCGMKRISWREVFY* 1037
consensus !!!!!! !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


