
logo MNKTLKRQRVFRHTALYATAI LMFSHTGGGGAMAQTHKQYAI IMNERKNQLPEVKGWKNDGQYNSQTSAI
LKDKDSRERKTF ISHYNTKSDQKRGNGSLGI

NTDB id 385940 F0T11 RS00270 WP 164823791.1 MNKTLKRRVFRHTALYTAILMFSHTGGGGAMAQTHQYAIIMNERKQPEVKWKDQYNQSALKDKSRERTFSHTSQKNSLGI 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRGG... 75
consensus !!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!! !!!!!!!! !*!!! !! ***!!! !!! ! * * ***

logo

TG
S
G
N
F
S
I
V
F
SFDNNNTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHTTQRAPGLAGYAGYTDGI

V
I
RCGRSTKNDQCPKQLTV

NTDB id 385940 F0T11 RS00270 WP 164823791.1 TSNFISFNNNDELVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRPGLAGYGYTGIRCGSTKDCPKLT 160
NTDB id 1090 CAA90909.1 1..3114( ) .GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLV 153
consensus * * ! ! ! !!!!! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! *!!!!!*!! * ! !* !! !

logo YEKTKRFSFDGNI
P
D
GLALKNTARGGSLDRHPTDEPSRENSP IYKLKDHYPWLGVSFNLGGSEGNTAVKDGKRSFSNSKL IVSSFDSEGNNSNNSNQNTI

LVSYT
NTDB id 385940 F0T11 RS00270 WP 164823791.1 YKTRFSFDNPDLLKTRGGLDRHTEPSRENSPIYKLKDYPWLGVSFNLGGEGTAKDGRSSSKLVSSFDENNSNSNQNLVYT 240
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVST 231
consensus ! !*!!!! * ! ! ! !!!!**!!!!!!!!!!!!!*!!!!!!!!!! ! ! !!!*! !!*!!! ! !** !! *! !

logo TERDGHRS I SLSDNWKQQREHTTAMAYYLNAKLHLLDKKGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGLRGSEGI
LLNFWASKTWDKI EKDKNGNQIPT

NTDB id 385940 F0T11 RS00270 WP 164823791.1 TEDHRISLSNWQQETTAMAYYLNAKLHLLDKKGIKDIT.GKTVRLGVLKPSIDVKTQNTGLSGILNFWSKWDIKDNGQIP 319
NTDB id 1090 CAA90909.1 1..3114( ) TRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNIT 308
consensus ! ! !!!! ! !*!!!!!!!!!!!!!!!!!!! !! *!!!! !! !*! ** *** *!!!! ! ! ! !*!*

logo VKRLGLPEVKAGRC I
VNEKAPNPNKPNATKQAPSPALTAPALWFGPSVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKRTDPAGKRPGRH

NTDB id 385940 F0T11 RS00270 WP 164823791.1 VKLGLPEVKAGRCINEPNPNKNTQAPSPALTAPALWFGSVQNGKVQMYSASVSTYPGSSSSRIFLQELKTRTDPARPGRH 399
NTDB id 1090 CAA90909.1 1..3114( ) VRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRH 388
consensus !*!!!!!!!!!!!*! *!!!*! !!!!!!!!!!!!!!*! !! !!!!!!!!!! !!!!!!*!! !! *!!!**!!!!

logo SLAEATLDTETNQDNIKSREPNFNTGSRQTI
V IRLNPGGVRYER IAKLPDTRNNDTER I

VVGNFLNGNDGKNNDI
TFGIVYKDLRGLVETPDETVDSEWAKKVLLPWTVR

NTDB id 385940 F0T11 RS00270 WP 164823791.1 SLAALDTQNIKSREPNFNSRQTVIRLPGGVYRIAPTR..DRIVGLNGNDGKNDIFGIYKDRLVTPEVDEWAKVLLPWTVR 477
NTDB id 1090 CAA90909.1 1..3114( ) SLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVR 468
consensus !! ! * !!!!!!!! !!!*!!!*!!! ! * !** *! !!!!! !! !!! !! ! !* !! !!!!!!!!!

logo

G
Y
F
Y
A
G
D
NDDNI

KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATSANDGMVHI FKKQSTGGTDKQRGS

NTDB id 385940 F0T11 RS00270 WP 164823791.1 YYGNDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATSANDGMVHIFKKTGTDQRG 557
NTDB id 1090 CAA90909.1 1..3114( ) GFADDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRS 543
consensus ** ! !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!! !!! !!!!!!!!!!!!!!! *! ! !



logo YENLKLSYIPGTMEPRKDI EQGNNTDESDTLAKDELVRATFAEKQGYVGDRYGVDGGFVLRKR I
V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFLGGRGAYALDL

NTDB id 385940 F0T11 RS00270 WP 164823791.1 YELKLSYIPGTMERKDIEGNDSDLAKELRAFAEQGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYALDL 637
NTDB id 1090 CAA90909.1 1..3114( ) YNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDL 622
consensus ! !!!!!!!!!!*!!!! *! !!!**! !!! !!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!

logo TKAIDGSDNPTVAGVSLMFDVKQDNDNGKNNNKNNDGNSNRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVTSGDNKTTALYVYDLEGN
NTDB id 385940 F0T11 RS00270 WP 164823791.1 TKID.SNPVGVSMFDVQNDKNNNKNDSNRVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIV.SGDNTTALYVYDLE.N 714
NTDB id 1090 CAA90909.1 1..3114( ) TKADGSDPTAVSLFDVKDNG...NNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGN 699
consensus !! !*! ! *!!*!!! *** ! !!! !!!!!!!!!!!!!* !!!!!!!!!!!! !*!**!!!! !!!!!!!!!*!

logo GSTGNNSL IKKI EVKPDGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSDSNQDPNQKQWSVRTI FEGGTKP ITSAPAI

VSQRLAKD
NTDB id 385940 F0T11 RS00270 WP 164823791.1 GSGSLIKKIEVKDGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSDNDPNKWSVRTIFEGGKPITSAPAVSRLAD 794
NTDB id 1090 CAA90909.1 1..3114( ) GTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKD 779
consensus !* !!!!!!!* !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! *!!* !!!!!!!!! !!!!!!!!*! ! !

logo KRVVI FGTGSDLSEEDVDVGNMTENEPQYIYGI FDDDKTAGTTVGKTVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGSGNGNKGWVV
NTDB id 385940 F0T11 RS00270 WP 164823791.1 KRVVIFGTGSDLSEEDVVGTNPQYIYGIFDDDKGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGSNGKGWVV 872
NTDB id 1090 CAA90909.1 1..3114( ) KRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVV 859
consensus !!!!!!!!!!!!!!!!! *!!!!!!!!!! *! *!!!!!!! ! ****! !!!!* ! ! !! !!!!!

logo

K
RLKRDEGEQRVTVKPTVVLRTAFVTIHRKSYTGMTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPDEAHNTASVAQYSGHKKGTTDNGKS IV

NTDB id 385940 F0T11 RS00270 WP 164823791.1 RLREGERVTVKPTVVLRTAFVTIRSYTGMDKCGAQTAILGINTADGGALTPRSARPIVPDHN.SVAQYSGHKKTTDGKSV 951
NTDB id 1090 CAA90909.1 1..3114( ) KLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSI 939
consensus *!**! !!!!!!!!!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!!!**!* !!!!!!!!! ! !!!*

logo P IGCMQWKNSNSEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSGKRNNRCFSGQKGVRTLLMNDLDSLD

NTDB id 385940 F0T11 RS00270 WP 164823791.1 PIGCMWKNSKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPGRNNRCFSGKGVRTLLMNDLDSLD 1031
NTDB id 1090 CAA90909.1 1..3114( ) PIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLD 1019
consensus !!!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!**!*!!!!!! !!!!!!!!!!!!!!!
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logo ITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 385940 F0T11 RS00270 WP 164823791.1 ITGPMCGIKRLSWREVFF. 1049
NTDB id 1090 CAA90909.1 1..3114( ) ITGPTCGMKRISWREVFY* 1037
consensus !!!! !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


