
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGAGMQAQATHRDKYAI IVMNEGRNQLPEVKGSNGVQPYSSTIKDKDREKREKFYI
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NTDB id 1147047 CKV86 RS11240 WP 082299667.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGQAQARDYAIVMNGRNQPEVKSNV.PSSIKDKDRKREYTHHRYPRGGGSVS 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !! * !!!*!! !!!*!!! ! **!*!!!!!! ! * *** * !!!!!

logo FDNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGRLKQEKRANNAAVDGWIHRTTQRAPGLAGYASYATDVI
VCRDS INTGQCPKQLVYETKFST

NTDB id 1147047 CKV86 RS11240 WP 082299667.1 FDNTDTLVSQQSGTAVFGTATYLPPYGKVSGFDTDRLKERANAAGWIRTTRPGLAGYSYADVVCRDITGCPKLVYETKFT 159
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! ! ! ! !! !!*!! *!!!!! ! !!*!! * !! !!!!!!!*
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NTDB id 1147047 CKV86 RS11240 WP 082299667.1 FGQQGLQRKAGNKLDIYEDKSRENSPIYKLKDHPWLGVSFNLGSENTVKNSKSFNKLISFFSEDNNNQNIVSTTRDHPIS 239
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAG.SLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSIS 238
consensus ! !! * !!* !! **!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!! !!!! !!!!!! !*!!

logo LGSDSWKREHTAMVAYYLNAKLHLLDKKEGI EKDIAPQGKTVDLGTLRPRVEATI
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GLLDNFWATWKI EDKGNITVRLGLPEVKA

NTDB id 1147047 CKV86 RS11240 WP 082299667.1 LGDSKREHTAVAYYLNAKLHLLDKKEIKDIAPGKTVDLGTLRPRVETIG..RGLLDFWATWKIEDKGNITVRLGLPEVKA 317
NTDB id 1090 CAA90909.1 1..3114( ) LSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGLPEVKA 318
consensus ! ! !!!!!!*!!!!!!!!!!!!!! ! !!!*!!!!!!!!!!!!!! ** !! !!!!!!!!!!!!!!!!!!!!!!!!

logo GRCTVNAKAHNPNPKNAVKAPLPSPALTAPALWFGPAVKQDNGKAVEQMYSASVSTYPDGSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYSLEKPTLSTENDE I
NTDB id 1147047 CKV86 RS11240 WP 082299667.1 GRCTNAAHPNPKVKPLSPALTAPALWFGPAQNGKVQMYSASVSTYPGSSSSKIFLQNLSRNDDKNKPGRYSLKPLSENEI 397
NTDB id 1090 CAA90909.1 1..3114( ) GRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDI 398
consensus !!! ! !*!!! !**!!!!!!!!!!!!! !! !!!!!!!!!! !!!!*!*!!!! ! !* !!!!*!! *!*!!*!

logo KSKREPNSFMTGRQTI IRLDNDGGVHREL IKRLDSRNSKNDTEVAVANFNVGNLNGNNDTGKNNDTFGIVKDEALGNVENLPDATDSEWKKVLLPWTVRGFPAGDNDDN
NTDB id 1147047 CKV86 RS11240 WP 082299667.1 KSKEPSFMGRQTIIRLDDGVHLIRLSRSKDEVAAFVNLNGNNTGKNDTFGIVKEANVNLDADEWKKVLLPWTVRGPGNDD 477
NTDB id 1090 CAA90909.1 1..3114( ) KSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNG....NDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDN 474
consensus !!*!! ! !!!!!!!! !!* !*! ! !! ! ****! ! !!!!!!!!* ! *! !!!!!!!!!!!!!** !

logo KFKASFINKREEPNNDNKGPKYSQKRYR I
SRDENNKNGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKLSYIPG

NTDB id 1147047 CKV86 RS11240 WP 082299667.1 KFKSINREP.....GKYSQRYRIRE..NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLKLSYIPG 550
NTDB id 1090 CAA90909.1 1..3114( ) KFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSYIPG 553
consensus !!! !*!*******!!!!*!! !*** ! ! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !!!!!!!!!!!!



logo TMPRKQDYFIDQNDTTSALKDESTLAKQDELVRATFAEKGYVGDRYGVDGGFVLRKQVDENLNSGQKNHRVFMFGAMGFLGGRGAYALDLSTKAIDNGNS
NTDB id 1147047 CKV86 RS11240 WP 082299667.1 TMPRQYFDNDTSALKDSTLAQELRAFAEKGYVGDRYGVDGGFVLRQVE.LSGQKHVFMFGAMGLGGRGAYALDLSKINGN 629
NTDB id 1090 CAA90909.1 1..3114( ) TMPRKDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGS 628
consensus !!!! ! ******!!!! **! !!!!!!!!!!!!!!!!!!!! !**! !! *!!!!!!!! !!!!!!!!!!*! !
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D
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NTDB id 1147047 CKV86 RS11240 WP 082299667.1 YPAAAPLFDVKNGDNNGKNRVKVELGYTVGTPQIGKIRNGKYAAFLASGYAAKEIG.GPTNKTALYVYDLKNT.LGTPIA 707
NTDB id 1090 CAA90909.1 1..3114( ) DPTAVSLFDVKDNGNNGNNR..VELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIK 706
consensus ! ! *!!!!! !!! !!**!!!!!!!!!!!!!! * !!!!!!!!!!!! !!! * * !!!!!!!!!! * *!

logo KI EVKPDGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSQSDPSQSKQWSVRSTI FEQGTKP ITSAPAI
VSQRLAKDKRVVI FG

NTDB id 1147047 CKV86 RS11240 WP 082299667.1 KIEVKDGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSDSSKWSVSTIFQGTKPITSAPAVSRLADKRVVIFG 787
NTDB id 1090 CAA90909.1 1..3114( ) KIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFG 786
consensus !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !* !!! !!! !!!!!!!!!!*! ! !!!!!!!!

logo TGSDLSEEDVDVGNMTENEPQYIYGI FDDDKTAGTTVGKTVTVNVFQNSDGSTGGGLLEQVLKRERDENDNKTLFLTDNYKGRSDGSGNSKGWVVKLKDEGQR
NTDB id 1147047 CKV86 RS11240 WP 082299667.1 TGSDLSEEDVVGTNPQYIYGIFDDDKGTVKVTVQNGTGGGLLEQVLKEEN..KTLFL..NKGSDGSGSKGWVVKLKEGQR 863
NTDB id 1090 CAA90909.1 1..3114( ) TGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQR 866
consensus !!!!!!!!!! *!!!!!!!!!! *! *!!!!!!!!!* *!**!!!!!** ! !!!!! !!!!!!!!*!!!

logo VTVKPTVVLRTAFVTIHRKYKTGDTDGKCGADETAI LG INTADGGAKLTKPKRSARP IVPEANTAVAQYSGHKKTGTSTKNGKS IP IGCMEQK
NTDB id 1147047 CKV86 RS11240 WP 082299667.1 VTVKPTVVLRTAFVTIRKYK.DDGCGADTAILGINTADGGALTPRSARPIVPEANTAVAQYSGHKTTSKGKSIPIGCMEK 942
NTDB id 1090 CAA90909.1 1..3114( ) VTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQK 946
consensus !!!!!!!!!!!!!!!!*!! * ! !!!*!!!!!!!!!!!! !!**!!!!!!!!!!!!!!!!!!!! * !!!!!!!!! !
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TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPADGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDITGPMTCG

NTDB id 1147047 CKV86 RS11240 WP 082299667.1 GGKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPADRRPGKNNRCFSKKGVRTLLMNDLDSLDITGPMCG 1022
NTDB id 1090 CAA90909.1 1..3114( ) SNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCG 1026
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! *!*!!!!!!!! !!!!!!!!!!!!!!!!!!! !!
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NTDB id 1147047 CKV86 RS11240 WP 082299667.1 IKRLSWREVFF. 1033
NTDB id 1090 CAA90909.1 1..3114( ) MKRISWREVFY* 1037
consensus *!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


