
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGGAMAQTHKQYAI IMNERKNQLPEVKGWKNDGQYNSQTSAI
LKDKDSRERKTF ISHYNTKSDQKRGNGSLG

NTDB id 385933 F0T12 RS10265 WP 164824782.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGAMAQTHQYAIIMNERKQPEVKWKDQYNQSALKDKSRERTFSHTSQKNSLG 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRGG.. 75
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !!!!!!!! !*!!! !! ***!!! !!! ! * * **
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SFDNNNTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHTTQRAPGLAGYAGYTDGI
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I
RCGRSTKNDQCPKQL

NTDB id 385933 F0T12 RS10265 WP 164824782.1 ITSNFISFNNNDELVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRPGLAGYGYTGIRCGSTKDCPKL 160
NTDB id 1090 CAA90909.1 1..3114( ) ..GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQL 152
consensus ** * ! ! ! !!!!! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! *!!!!!*!! * ! !* !! !

logo

T
VYEKTKRFSFDGNI

P
D
GLALKNTARGGSLDRHPTDEPSRENSP IYKLKDHYPWLGVSFNLGGSEGNTAVKDGKRSFSNSKL IVSSFDSEGNNSNNSNQNTI

LVSY
NTDB id 385933 F0T12 RS10265 WP 164824782.1 TYKTRFSFDNPDLLKTRGGLDRHTEPSRENSPIYKLKDYPWLGVSFNLGGEGTAKDGRSSSKLVSSFDENNSNSNQNLVY 240
NTDB id 1090 CAA90909.1 1..3114( ) VYETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVS 230
consensus ! !*!!!! * ! ! ! !!!!**!!!!!!!!!!!!!*!!!!!!!!!! ! ! !!!*! !!*!!! ! !** !! *!

logo TTERDGHRS I SLSDNWKQQREHTTAMAYYLNAKLHLLDKKGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGLRGSEGI
LLNFWASKTWDKI EKDKNGNQI

NTDB id 385933 F0T12 RS10265 WP 164824782.1 TTEDHRISLSNWQQETTAMAYYLNAKLHLLDKKGIKDIT.GKTVRLGVLKPSIDVKTQNTGLSGILNFWSKWDIKDNGQI 319
NTDB id 1090 CAA90909.1 1..3114( ) TTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNI 307
consensus !! ! !!!! ! !*!!!!!!!!!!!!!!!!!!! !! *!!!! !! !*! ** *** *!!!! ! ! ! !*!

logo

P
TVKRLGLPEVKAGRC I

VNEKAPNPNKPNATKQAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKRTDPAGKRPGR
NTDB id 385933 F0T12 RS10265 WP 164824782.1 PVKLGLPEVKAGRCINEPNPNKNTQAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTRTDPARPGR 399
NTDB id 1090 CAA90909.1 1..3114( ) TVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGR 387
consensus *!*!!!!!!!!!!!*! *!!!*! !!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! *!!!**!!!

logo HSLAEATLDTETNQDNIKSREPNFNTGSRQTI
V IRLNPGGVRYER IAKLPDTRNNDTER I

VVGNFLNGNDGKNNDI
TFGIVYKDLRGLVETPDETVDSEWAKKVLLPWTV

NTDB id 385933 F0T12 RS10265 WP 164824782.1 HSLAALDTQNIKSREPNFNSRQTVIRLPGGVYRIAPTR..DRIVGLNGNDGKNDIFGIYKDRLVTPEVDEWAKVLLPWTV 477
NTDB id 1090 CAA90909.1 1..3114( ) HSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTV 467
consensus !!! ! * !!!!!!!! !!!*!!!*!!! ! * !** *! !!!!! !! !!! !! ! !* !! !!!!!!!!

logo RGYFYAGDNDDNI
KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I

SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATSANDGMVHI FKKQSTGGTDKQR
NTDB id 385933 F0T12 RS10265 WP 164824782.1 RYYGNDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATSANDGMVHIFKKTGTDQR 557
NTDB id 1090 CAA90909.1 1..3114( ) RGFADDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKR 542
consensus ! ** ! !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!! !!! !!!!!!!!!!!!!!! *! ! !
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NTDB id 385933 F0T12 RS10265 WP 164824782.1 GYELKLSYIPGTMERKDIEGNDSDLAKELRAFAEQGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYALD 637
NTDB id 1090 CAA90909.1 1..3114( ) SYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALD 621
consensus ! !!!!!!!!!!*!!!! *! !!!**! !!! !!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!

logo LTKAIDGSDNPTVAGVSLMFDVKDNGNDGNNGKNNRVKVELGYTVGTPQIGKTHRDNGKTYASAFLASGYAATKDE I IGTSGDNKTALYVYDLEGN
NTDB id 385933 F0T12 RS10265 WP 164824782.1 LTKID.SNPVGVSMFDVKNGDNNGKNRVKVELGYTVGTPQIGKTRNGTYSAFLASGYAAKDI.GSGDNKTALYVYDLE.N 714
NTDB id 1090 CAA90909.1 1..3114( ) LTKADGSDPTAVSLFDVKDNGNNGNNR..VELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGN 699
consensus !!! !*! ! *!!*!!!! !!! !!**!!!!!!!!!!!!!!!* ! ! !!!!!!!! !*!* !!!!!!!!!!!!!!*!

logo GSTGNNSL IKKI EVKPDGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSDSQSDNPDQKQWSVRSTI FEGGTKP ITSAPAI

VSQRLAKD
NTDB id 385933 F0T12 RS10265 WP 164824782.1 GSGSLIKKIEVKDGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSDSNPDKWSVSTIFEGGKPITSAPAVSRLAD 794
NTDB id 1090 CAA90909.1 1..3114( ) GTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKD 779
consensus !* !!!!!!!* !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! ! !!! !!!!! !!!!!!!!*! ! !

logo KRVVI FGTGSDLSEESDVDFNMTDEEQYIYGI FDDDKTAGTTVGKTVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGSGNGNKGWVV
NTDB id 385933 F0T12 RS10265 WP 164824782.1 KRVVIFGTGSDLSESDVFNTDEQYIYGIFDDDKGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGSNGKGWVV 872
NTDB id 1090 CAA90909.1 1..3114( ) KRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVV 859
consensus !!!!!!!!!!!!!! !! ! *!!!!!!!!!!! *! *!!!!!!! ! ****! !!!!* ! ! !! !!!!!

logo

K
RLKRDEGEQRVTVKPTVVLRTAFVTIHRKSYTGMTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPDEAHNTASVAQYSGHKKGTTDNGKS IV

NTDB id 385933 F0T12 RS10265 WP 164824782.1 RLREGERVTVKPTVVLRTAFVTIRSYTGMDKCGAQTAILGINTADGGALTPRSARPIVPDHN.SVAQYSGHKKTTDGKSV 951
NTDB id 1090 CAA90909.1 1..3114( ) KLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSI 939
consensus *!**! !!!!!!!!!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!!!**!* !!!!!!!!! ! !!!*

logo P IGCMQWKNSNSEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLD

NTDB id 385933 F0T12 RS10265 WP 164824782.1 PIGCMWKNSKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLD 1031
NTDB id 1090 CAA90909.1 1..3114( ) PIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLD 1019
consensus !!!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!!!!!
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logo ITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 385933 F0T12 RS10265 WP 164824782.1 ITGPMCGIKRLSWREVFF. 1049
NTDB id 1090 CAA90909.1 1..3114( ) ITGPTCGMKRISWREVFY* 1037
consensus !!!! !!*!!*!!!!!!*
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X ≥ 50% conserved


