
logo MNKTLKRQRVFRHTALYATAI LMFSHTGGGGGAMAQTHKYAI IMNERKNQLPEVKGWENGTQYSQTI
S
ALKDKDGRERKTF ISHYNTKSDQKRGGRFN

NTDB id 1144609 C7S03 RS11385 WP 144998613.1 MNKTLKRRVFRHTALYTAILMFSHTGGGGGAMAQTHKYAIIMNERKQPEVKWETQYSQSALKDKGRERTFSHTSQKGRFN 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYSTI..KDKDRERKFIYNKDRGG.. 75
consensus !!!!!!! !!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!! !*!!! !!! **!!! !!! ! * *! **

logo

ITG
H
G
N
F
S
I
V
F
SFDNNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGRLKQKRNNAVDWIHRTTQRAIAGLAGYASYETDGVI

VCRSGNTGQCPKQL
NTDB id 1144609 C7S03 RS11385 WP 144998613.1 ITHNFISFNNNDTLVSQQSGTAVFGTATYLPPYGKVSGFDTDRLKKRNNAVDWIRTTRIALAGYSYEGVVCRSGTGCPKL 160
NTDB id 1090 CAA90909.1 1..3114( ) ..GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSN.QCPQL 152
consensus *** * ! ! !!!!!!! !!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!*!! *!!!! ! !*!!! * !! !

logo VYEKTKRFSFDGNI
P
D
GLAVKNAGKSLDRHYPTDLPSRENSP IYKLKDHYPWLGVSFNLGSSENTVKDGSKLSFSNKL I SSFSEGSNNNQTIVSTT

NTDB id 1144609 C7S03 RS11385 WP 144998613.1 VYKTRFSFDNPDLVKNAGKLDRYTDLSRENSPIYKLKDYPWLGVSFNLSSENTVKDSKLSNKLISSFSESNNNQTIVSTT 240
NTDB id 1090 CAA90909.1 1..3114( ) VYETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTT 232
consensus !! !*!!!! * ! !!!! !!!**!*!!!!!!!!!!!!*!!!!!!!!! !!!!!!! ! !!!!!!!!! !!!!!!!!!!

logo

E
R
D
GHPS I SLGSDGSWKQREHTAMVAYYLNAKLHLLDKKGI EGDIAPQGKTVDRLGLTLKRPRS IVDEAVRTKVGRNTGLRGSEGI

LLNSFNWATWDKI EKDKTGNQIPTV
NTDB id 1144609 C7S03 RS11385 WP 144998613.1 EDHPISLGGSQREHTAVAYYLNAKLHLLDKKGIGDIAPGKTVRLGLLKPSIDVRKGNTGLSGILSFNATWDIKDTGQIPV 320
NTDB id 1090 CAA90909.1 1..3114( ) RGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITV 309
consensus !*!!! !!!!!*!!!!!!!!!!!!!!!! !!!*!!!! !! !*! ** *** *! ! !!! ! ! !*!*!

logo

K
RLGLPEVKAGRC I

VNKAPNPNPKNASKALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYS
NTDB id 1144609 C7S03 RS11385 WP 144998613.1 KLGLPEVKAGRCINKPNPNPKS.ALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSKIFLQNLSRNDDKNKPGRYS 399
NTDB id 1090 CAA90909.1 1..3114( ) RLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHS 389
consensus *!!!!!!!!!!!*!!*!!!! *!*!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!*!*!!!! ! !* !!!!*!

logo LEKPTLSTENDE IKSKREPNRFNTGRQTI
V IRLDNGSGVQREL IKLDNGRNSKNDTEVVI

NFNGNDNGNNDGTFGIVKDEALGNVENLPDEATDSEWKKVLLPWTVRG
NTDB id 1144609 C7S03 RS11385 WP 144998613.1 LKPLSENEIKSKEPRFNGRQTVIRLDSGVQLIKLNGSKDEVVIF.GNNGNNGTFGIVKEANVNLEADEWKKVLLPWTVRG 478
NTDB id 1090 CAA90909.1 1..3114( ) LETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRG 469
consensus ! *!*!!*!!!*!! ! !!!!*!!! !! !!! !!! !*!! !!! !!!!!!* ! ** !!!!!!!!!!!!!

logo

F
P
A
D
D
NDNKFKALFINKQEKENNDNKPDPKRYSQKRYR I

SRDENNKNGENRDNLGDIVNSP IVAVGEGYLATSANDGMVHI FKKQSTGGTDEKRSYNLKLS
NTDB id 1144609 C7S03 RS11385 WP 144998613.1 PDNDNKFKLINQK.....PDRYSQRYRIRE..NGNRDLGDIVNSPIVAVGGYLATSANDGMVHIFKKTGTDERSYNLKLS 551
NTDB id 1090 CAA90909.1 1..3114( ) FADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLS 549
consensus * !!!!! ! ********!!!*!! !*** ! ! !!!!!!!!!!!!! !!!!!!!!!!!!!!! *! ! !!!!!!!!



logo YIPGTMEPRKDI EQGNNTDESDTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKQVDNLNGQDNRVFMFGAMGFLGGRGAYALDLSTKAIDNEGKSDY
NTDB id 1144609 C7S03 RS11385 WP 144998613.1 YIPGTMERKDIEGNDSDLAKELRTFAEKGYVGDRYGVDGGFVLRQV.NLNGQDRVFMFGAMGLGGRGAYALDLSKINEKY 630
NTDB id 1090 CAA90909.1 1..3114( ) YIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSD 629
consensus !!!!!!*!!!! *! !!!**!!!!!!!!!!!!!!!!!!!!!! !*!!!!! !!!!!!!!! !!!!!!!!!!*!

logo PATAAVPSLFDVKDNGNDGKNNGKNNGKNRVERVELGYTVGTPQIGKI
T
H
R
D
NGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEKDGNTGLTGNNTLP

NTDB id 1144609 C7S03 RS11385 WP 144998613.1 PAAAPLFDVKNGDKNGKNGKNRVEVELGYTVGTPQIGKIRNGKYAAFLASGYAAKQIA.SQENKTALYVYDLKDTL.GTP 708
NTDB id 1090 CAA90909.1 1..3114( ) PTAVSLFDVKDNGNNGN...N..RVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNL 704
consensus ! ! *!!!!! !! ***!** !!!!!!!!!!!!!! * !!!!!!!!!!!! ! ! *! *!!!!!!!!!! * *

logo IAKKI EVKPGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSNSQSDPQSKQWSVRSTI FEGGTKP ITSAPAI

VSQRLAKDKRVVI
NTDB id 1144609 C7S03 RS11385 WP 144998613.1 IAKIEVKGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDPSKWSVSTIFEGGKPITSAPAVSRLADKRVVI 788
NTDB id 1090 CAA90909.1 1..3114( ) IKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVI 784
consensus ! !!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !! !!! !!!!! !!!!!!!!*! ! !!!!!!

logo FGTGSDLSTEDEDVDLDNMTEKEQYIYGI FDDDKTAATNTGNTVNVANSFRGSDVLSGGSGLLEQHVLRTQRDENDNKTLFLTDNYKRSDGSGNSKGWAVVKLKTDG
NTDB id 1144609 C7S03 RS11385 WP 144998613.1 FGTGSDLTEDDVLDTKEQYIYGIFDDDKAANNVNASRGVLGSGLLEQHLTQE..NKTLFL..NKRSDGSGSKGWAVKLTG 864
NTDB id 1090 CAA90909.1 1..3114( ) FGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVN.FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKD 863
consensus !!!!!!!*!*!! !!!!!!!!!!! ! * ! !!!!!*! ***!!!!!!** !!!!!!! !!! !!!

logo GQRRVTVKPTVVLRTAFVTIHRKYKTGDTDGKCGAETAI LG INTADGGAKLTKPKRSARP IVPEANTAVAQYSGHKKGTATGNGKS IVP IGC
NTDB id 1144609 C7S03 RS11385 WP 144998613.1 GRRVTVKPTVVLRTAFVTIRKYK.DDGCGAETAILGINTADGGALTPRSARPIVPEANTAVAQYSGHKKTAGGKSVPIGC 943
NTDB id 1090 CAA90909.1 1..3114( ) GQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGC 943
consensus ! !!!!!!!!!!!!!!!!!*!! * ! !!!!!!!!!!!!!!!! !!**!!!!!!!!!!!!!!!!!!!!! !!!*!!!!

logo MQWKNSNSEKI
TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDITGP

NTDB id 1144609 C7S03 RS11385 WP 144998613.1 MWKNSKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLDITGP 1023
NTDB id 1090 CAA90909.1 1..3114( ) MQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGP 1023
consensus ! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!!!!!!!!!
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NTDB id 1144609 C7S03 RS11385 WP 144998613.1 MCGIKRLSWREVFF. 1037
NTDB id 1090 CAA90909.1 1..3114( ) TCGMKRISWREVFY* 1037
consensus !!*!!*!!!!!!*



X non conserved
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X ≥ 50% conserved


