
logo MNKTLKRQRVFRHTALYATAI LMFSHTGGGGAGMQAQATHRDKYAI IMNEGRNQLPEVKGSNGVPQYSSTIKDKDREKRKTF ISHYNTKSDQRTGNWRGQG
Q
G
N

NTDB id 385892 F0T12 RS00270 WP 164824758.1 MNKTLKRRVFRHTALYTAILMFSHTGGGGGQAQARDYAIIMNGRNQPEVKSNVP.SSIKDKDRKRTFSHTSQTNWRGQQN 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRG....GG 76
consensus !!!!!!! !!!!!!!! !!!!!!!!!!!!* !! * !!!!!! !!!*!!! ! **!*!!!!!! ! ! * ****

logo

G
N
F
S
I
V
F
SFDNSTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGRLKQKRNNAVDWIHRTTQRAIAGLAGYASYETDGVI

VCRSGNTGQCPKQLVYEK
NTDB id 385892 F0T12 RS00270 WP 164824758.1 NFISFDNSDELVSQQSGTAVFGTATYLPPYGKVSGFDTDRLKKRNNAVDWIRTTRIALAGYSYEGVVCRSGTGCPKLVYK 159
NTDB id 1090 CAA90909.1 1..3114( ) GSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSN.QCPQLVYE 155
consensus * !!!*! !!!!! !!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!*!! *!!!! ! !*!!! * !! !!!

logo TKRFSFDGNI
P
D
GLAVKNAGKSLDRHYPTDLPSRENSP IYKLKDHYPWLGVSFNLGSSENTVKDGSKLSFSNKL I SSFSEGSNNNQTIVSTTERDGH

NTDB id 385892 F0T12 RS00270 WP 164824758.1 TRFSFDNPDLVKNAGKLDRYTDLSRENSPIYKLKDYPWLGVSFNLSSENTVKDSKLSNKLISSFSESNNNQTIVSTTEDH 239
NTDB id 1090 CAA90909.1 1..3114( ) TKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGH 235
consensus !*!!!! * ! !!!! !!!**!*!!!!!!!!!!!!*!!!!!!!!! !!!!!!! ! !!!!!!!!! !!!!!!!!!! !

logo

P
S I SLGSDGSWKQREHTAMVAYYLNAKLHLLDKKGI EGDIAPQGKTVDRLGLTLKRPRS IVDEAVRTKVGRNTGLRGSEGI

LLNSFNWATWDKI EKDKTGNQIPTVKRLG
NTDB id 385892 F0T12 RS00270 WP 164824758.1 PISLGGSQREHTAVAYYLNAKLHLLDKKGIGDIAPGKTVRLGLLKPSIDVRKGNTGLSGILSFNATWDIKDTGQIPVKLG 319
NTDB id 1090 CAA90909.1 1..3114( ) SISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLG 312
consensus *!!! !!!!!*!!!!!!!!!!!!!!!! !!!*!!!! !! !*! ** *** *! ! !!! ! ! !*!*!*!!

logo LPQEVKAGRC I
VNKAPNPNKPNATKAPSPALTAPALWFGPRVKQDGKAVEQMYSASVSTYPDSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYSLEKPT

NTDB id 385892 F0T12 RS00270 WP 164824758.1 LQ.VKAGRCINKPNPNKNTKAPSPALTAPALWFGPRQDGKVQMYSASVSTYPDSSSSKIFLQNLSRNDDKNKPGRYSLKP 398
NTDB id 1090 CAA90909.1 1..3114( ) LPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLET 392
consensus !**!!!!!!*!!*!!!*! !!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!*!*!!!! ! !* !!!!*!! *

logo LSTENDE IKSKREPNRFNTGRQTI
V IRLDNGSGVQREL IKLDNGRNSKNDTEVVI

NFNGNDNGNNDGTFGIVKDEALGNVENLPDEATDSEWKKVLLPWTVRGFPADDN
NTDB id 385892 F0T12 RS00270 WP 164824758.1 LSENEIKSKEPRFNGRQTVIRLDSGVQLIKLNGSKDEVVIF.GNNGNNGTFGIVKEANVNLEADEWKKVLLPWTVRGPDN 477
NTDB id 1090 CAA90909.1 1..3114( ) LTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFAD 472
consensus !*!!*!!!*!! ! !!!!*!!! !! !!! !!! !*!! !!! !!!!!!* ! ** !!!!!!!!!!!!!*

logo DNKFKALFINKQEKENNDNKPDPKRYSQKRYR I
SRDENNKNGENRDNLGDIVNSP IVAVGEGYLATSANDGMVHI FKKQSTGGTDEKRSYNLKLSYIP

NTDB id 385892 F0T12 RS00270 WP 164824758.1 DNKFKLINQK.....PDRYSQRYRIRE..NGNRDLGDIVNSPIVAVGGYLATSANDGMVHIFKKTGTDERSYNLKLSYIP 550
NTDB id 1090 CAA90909.1 1..3114( ) DNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIP 552
consensus !!!!! ! ********!!!*!! !*** ! ! !!!!!!!!!!!!! !!!!!!!!!!!!!!! *! ! !!!!!!!!!!!



logo GTMEPRKDI EQGNNTDESDTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKQVDNLNGQDNRVFMFGAMGFLGGRGAYALDLSTKAIDNEGNSDYPATA
NTDB id 385892 F0T12 RS00270 WP 164824758.1 GTMERKDIEGNDSDLAKELRTFAEKGYVGDRYGVDGGFVLRQV.NLNGQDRVFMFGAMGLGGRGAYALDLSKINENYPAA 629
NTDB id 1090 CAA90909.1 1..3114( ) GTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTA 632
consensus !!!*!!!! *! !!!**!!!!!!!!!!!!!!!!!!!!!! !*!!!!! !!!!!!!!! !!!!!!!!!!*! ! !

logo

A
V
P
SLFDVKDNGNDGKNNGKNNGKNRVERVELGYTVGTPQIGKTHRDSGKYAAFLASGYAATKDE I IGTSGDNKTALYVYDLENGNNTGLTGNNTLP IAKK

NTDB id 385892 F0T12 RS00270 WP 164824758.1 APLFDVKNGDKNGKNGKNRVEVELGYTVGTPQIGKTRSGKYAAFLASGYAAKDI.GSGDNKTALYVYDLNNT.LGTPIAK 707
NTDB id 1090 CAA90909.1 1..3114( ) VSLFDVKDNGNNGN...N..RVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKK 707
consensus *!!!!! !! ***!** !!!!!!!!!!!!!!!* !!!!!!!!!!!! !*!* !!!!!!!!!!!!! * *! !

logo I EVKPDGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSQSDPNQKQWSVRTI FEGTKP ITSAPAI
VSQRLKDKRVVI FGT

NTDB id 385892 F0T12 RS00270 WP 164824758.1 IEVKDGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSDPNKWSVRTIFEGTKPITSAPAVSRLKDKRVVIFGT 787
NTDB id 1090 CAA90909.1 1..3114( ) IEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGT 787
consensus !!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!* !!!!!!!!!!!!!!!!!!*! !!!!!!!!!!!

logo GSDLSTEDEDVDLDNMTEKEQYIYGI FDDDKTAATNTGNTVNVANSFRGSDVLSGGSGLLEQHVLRTQRDENDNKTLFLTDNYKRSDGSGNSKGWAVVKLKTDGGQRR
NTDB id 385892 F0T12 RS00270 WP 164824758.1 GSDLTEDDVLDTKEQYIYGIFDDDKAANNVNASRGVLGSGLLEQHLTQE..NKTLFL..NKRSDGSGSKGWAVKLTGGRR 863
NTDB id 1090 CAA90909.1 1..3114( ) GSDLSEEDVDNMEEQYIYGIFDDDTATTGTVN.FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQR 866
consensus !!!!*!*!! !!!!!!!!!!! ! * ! !!!!!*! ***!!!!!!** !!!!!!! !!! !!! ! !

logo VTVKPTVVLRTAFVTIHRKYKTGDTDGKCGAETAI LG INTADGGAKLTKPKRSARP IVPEANTAVAQYSGHKKGTATGNGKS IVP IGCMEQK
NTDB id 385892 F0T12 RS00270 WP 164824758.1 VTVKPTVVLRTAFVTIRKYK.DDGCGAETAILGINTADGGALTPRSARPIVPEANTAVAQYSGHKKTAGGKSVPIGCMEK 942
NTDB id 1090 CAA90909.1 1..3114( ) VTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQK 946
consensus !!!!!!!!!!!!!!!!*!! * ! !!!!!!!!!!!!!!!! !!**!!!!!!!!!!!!!!!!!!!!! !!!*!!!!! !

logo
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TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDITGPMTCG

NTDB id 385892 F0T12 RS00270 WP 164824758.1 GGKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLDITGPMCG 1022
NTDB id 1090 CAA90909.1 1..3114( ) SNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCG 1026
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!!!!!!!!! !!
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NTDB id 385892 F0T12 RS00270 WP 164824758.1 IKRLSWREVFF. 1033
NTDB id 1090 CAA90909.1 1..3114( ) MKRISWREVFY* 1037
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