
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGAMQAEQTHKNYAI IVMNEQRNQLEKVKGQKNGLQYSTI
L
K
R
D
EKDRERKF IYNKDSRWGQGGGSVF

NTDB id 122240 M0579 RS07145 WP 002224080.1 MNKTLKRQVFRHTALYAAILMFSHTGGG.AQAETHNYAIVMNEQNQLKVKQKGLYSTLREKDRERKFIYNKSWQGGGSVF 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!*! ! !! !!!*!!! !!! !! ! !!!***!!!!!!!!!!! !!!!!!

logo FDNTDTLVSQRQRSGTAVFGTATYLPPYGKVSGFDADNAGLKQEKRNNAVDWIHTTQRAGLAGYAYTDNVICRSHNQCPQLVYEKTKRFSF
NTDB id 122240 M0579 RS07145 WP 002224080.1 FDNTDTLVSRQSGTAVFGTATYLPPYGKVSGFDANALKERNNAVDWIHTTRAGLAGYAYTNVICRSHQCPQLVYKTRFSF 159
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSF 160
consensus !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!! !!!!!!!!! !!!!!*!!!!!!! !*!!!

logo DGNI
P
D
GLAKNRAGGGSLDRHPTDEPSRDENSLP IYKLKDHPWLGVSFNLGSENTVKDNGSKQSFSNSKRL I SSFSEDGNNNQTIVSTTERGNHPS I SLGS

NTDB id 122240 M0579 RS07145 WP 002224080.1 DNPDLAKRGGGLDRHTEPSRDNSLIYKLKDHPWLGVSFNLGSENTVKNSQSSSRLISSFSEDNNNQTIVSTTENHPISLG 239
NTDB id 1090 CAA90909.1 1..3114( ) DGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLS 240
consensus ! * !!! *! !!!!**!!!*!!*!!!!!!!!!!!!!!!!!!!!!!! ! *!!!!!!! !!!!!!!!!! !*!!!

logo DRWKQREHTAMVAYYLNAKLHLLDKKGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRRTGLRGEGLLGNFHWAKTWDKI EKDKTGNQIPTVERLGLPEQI
VK

NTDB id 122240 M0579 RS07145 WP 002224080.1 DRQREHTAVAYYLNAKLHLLDKKGIKDIT.GKTVRLGVLKPSIDVKTQRTGLGGLLGFHAKWDIKDTGQIPVELGLPQIK 318
NTDB id 1090 CAA90909.1 1..3114( ) DWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEVK 317
consensus ! !!!!!*!!!!!!!!!!!!!!!! !! *!!!! !! !*! ** *** ! !! !*! ! ! ! !*!*! !!!! *!

logo AGRC I
VNKAPNPNPKNAKQALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSQR I FYLQNLKSRKDTDPTGSKPGRHYSLEKPTLSTETNSDE

NTDB id 122240 M0579 RS07145 WP 002224080.1 AGRCINKPNPNPKAQALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSQIFLQNLSRKDDTSKPGRYSLKPLSTSE 398
NTDB id 1090 CAA90909.1 1..3114( ) AGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEND 397
consensus !!!!*!!*!!!! ! !*!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!! !*!!!! !! !* !!!!*!! *!* *

logo IKSKREPNTFTGRQTI
V IRLDNGGVQREQIKLDQGRNENTVETVVNSFNGVNDNGGNNDNTFGIVKDLGVDEPDATSEWKKVLLPWTVRAGFSANDDNKQFK

NTDB id 122240 M0579 RS07145 WP 002224080.1 IKSKEPTFTGRQTVIRLDGGVQQIKLQGNEVT..SFNVNN.GNNTFGIVKDLGVDPDASEWKKVLLPWTVRASNDDNQFK 475
NTDB id 1090 CAA90909.1 1..3114( ) IKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFK 477
consensus !!!*!! !!!!!!*!!! !!! !!! ! ** !! ! * ! !!!!!!!!!!*!! !!!!!!!!!!!!!* !!! !!

logo

A
T
F
INKQEQELNNDQNQKI

P
K
QYSQKRYR I

SRDNNKNGENRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMPR
NTDB id 122240 M0579 RS07145 WP 002224080.1 TINQQLN.QQKIQYSQRYRIRD..NGNRDLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPR 552
NTDB id 1090 CAA90909.1 1..3114( ) AFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPR 557
consensus ! !* *!* !!!*!! !!** ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo

K
Q
D
Y
F
I
D
QNDTTSALKDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKQVDNNLNGQDNRVFMFGAMGFGGRGAYALDLSTKAIDGSNSDNPTA

NTDB id 122240 M0579 RS07145 WP 002224080.1 QYFDNDTSALKDSTLAKELRTFAEKGYVGDRYGVDGGFVLRQVNNLNGQDRVFMFGAMGFGGRGAYALDLSKIDSNNPTA 632
NTDB id 1090 CAA90909.1 1..3114( ) KDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTA 632
consensus ! ******!!!!!**!!!!!!!!!!!!!!!!!!!!!! ! !!!!! !!!!!!!!!!!!!!!!!!!!*! ! !!!

logo VSLFDVKDNDNDGKNNGNNNGRVEKLGYTVGTPQIGKTHDNGKYAAFLASGYATKEKIDITDSGQDTNKTALYVYDLEGSNGNGTNTNLP IAKKTI ENVPDG
NTDB id 122240 M0579 RS07145 WP 002224080.1 VSLFDVKNDDK.NNNGVKLGYTVGTPQIGKTHNGKYAAFLASGYATKKID.DQTNKTALYVYDLESNNGT.PIATINVPD 709
NTDB id 1090 CAA90909.1 1..3114( ) VSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPG 712
consensus !!!!!!! * !! ! !!!!!!!!!!!!!! !!!!!!!!!!!!!! ! * !!!!!!!!!!! ! **! ! !!

logo GKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPKQQWSAVRATI FEKGDTKP ITSAPAI SQLKDKRVVI FGTGSDLS
NTDB id 122240 M0579 RS07145 WP 002224080.1 GKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPKQWSARAIFKGDKPITSAPAISQLKDKRVVIFGTGSDLS 789
NTDB id 1090 CAA90909.1 1..3114( ) GKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLS 792
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! ! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EEDVDKNKMDEEQYIYGI FDDDTATTGSTVNFSDGSGGGLLEQHVLRTQRDNDEDNKTLFLTDYKRSDGSGNKGWI
VVKLKDGQRVTVKPT

NTDB id 122240 M0579 RS07145 WP 002224080.1 EEDVDKKDEQYIYGIFDDDTATTGSVNFSGSGGGLLEQHLTQ..EDKTLFLTDYKRSDGSGNKGWIVKLKDGQRVTVKPT 867
NTDB id 1090 CAA90909.1 1..3114( ) EEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPT 872
consensus !!!!! *!!!!!!!!!!!!!!!!*!!!! !!!!!!!!*! *** !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!

logo VVLRTAFVTIHRKYTDGTDNGKCGAETAI LG INTADGGKLTKKSARP IVPEANQTAVAQYSGHKKQGTATKNGKS IP IGCMEQKDSNEGIVC
NTDB id 122240 M0579 RS07145 WP 002224080.1 VVLRTAFVTIRKYTD.NGCGAETAILGINTADGGKLTKKSARPIVPEANQAVAQYSGHKQTAKGKSIPIGCMEKDNGIVC 946
NTDB id 1090 CAA90909.1 1..3114( ) VVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVC 952
consensus !!!!!!!!!!*!!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!! !!!!!!!!! ! ! !!!

logo PNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGI
T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPTCGMKRI SW

NTDB id 122240 M0579 RS07145 WP 002224080.1 PNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPTCGMKRISW 1026
NTDB id 1090 CAA90909.1 1..3114( ) PNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISW 1032
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

<0

logo REVFYO
NTDB id 122240 M0579 RS07145 WP 002224080.1 REVFY. 1031
NTDB id 1090 CAA90909.1 1..3114( ) REVFY* 1037
consensus !!!!!



X non conserved

X similar

X ≥ 50% conserved


