
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMAQTHSKNYAI IMNERKNQLPEVKGWENGQYNSQTI
S
ALKDKDSRERKTF ISHYNTKSDQKRGNGSLGR

NTDB id 328074 EGH11 RS00325 WP 124693316.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAMAQTSNYAIIMNERKQPEVKWEGQYNQSALKDKSRERTFSHTSQKNSLGR 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTI..KDKDRERKFIYNKDRGG... 75
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!! !*!!! !!! **!!! !!! ! * * ***
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F
SFDNNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGSLKQGKRANNAAVDGWIHRTTQRAPGLAGYAYTDGI

V
I
RCGRHSANRDQCPKQLTV

NTDB id 328074 EGH11 RS00325 WP 124693316.1 TSNFISFNNNDTLVSQQSGTAVFGTATYLPPYGKVSGFDTDSLKGRANAAGWIRTTRPGLAGYAYTGIRCGHARDCPKLT 160
NTDB id 1090 CAA90909.1 1..3114( ) .GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLV 153
consensus * * ! ! !!!!!!! !!!!!!!!!!!!!!!!!!!!! ! ! ! !! !!*!! *!!!!!!!! * ! ** !! !

logo YEKTKRFSFDGNI
P
G
NLAKNTAGGRSLDRHPTDEPSSRENSP IYKLKDHYPWLGVSFNLGASEGNTAVKDGKRSFSNSKRL I SSFDSEGNNSNNSNQNTI

LVSYT
NTDB id 328074 EGH11 RS00325 WP 124693316.1 YKTRFSFDNPNLAKTGGRLDRHTESSRENSPIYKLKDYPWLGVSFNLGAEGTAKDGRSSSRLISSFDENNSNSNQNLVYT 240
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVST 231
consensus ! !*!!!! * !!! *! !!!!***!!!!!!!!!!!!*!!!!!!!!!! ! ! !!!*! *!!!!! ! !** !! *! !

logo TERGHRDS I SLGSDNWKQRSEHSTAMVAYYLNAKLHLLDKKGKI EKDIATQGKTVDQLGTVLKRPRS IVDEAVKTTVQRNTGLRAGEGLLNFWASKTWDKI EKDKNGNQIPT
NTDB id 328074 EGH11 RS00325 WP 124693316.1 TEGRDISLGNWQSESTAVAYYLNAKLHLLDKKKIKDIT.GKTVQLGVLKPSIDVKTQNTGLAGLLNFWSKWDIKDNGQIP 319
NTDB id 1090 CAA90909.1 1..3114( ) TRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNIT 308
consensus ! !* !!! ! !*!!*!!!!!!!!!!!!!! ! !! *!!!! !! !*! ** *** * !!!!! ! ! ! !*!*

logo VKRLGLPEVKAGRCTVNKAPNPNNPNATKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPAGKRPGRH
NTDB id 328074 EGH11 RS00325 WP 124693316.1 VKLGLPEVKAGRCTNKPNPNNNTKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPARPGRH 399
NTDB id 1090 CAA90909.1 1..3114( ) VRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRH 388
consensus !*!!!!!!!!!!! !!*!!!*! !!!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!**!!!!

logo SLAEATLNTAENRDIKSREPNFNTGSRQTI
V IRLNPGGVRYER IAKLPDTRNNDTER I

VVGNFLNGNDGKNNDTFGIVYKDELRGLVETPDDTDSEWAKKVLLPWTVR
NTDB id 328074 EGH11 RS00325 WP 124693316.1 SLAALNARDIKSREPNFNSRQTVIRLPGGVYRIAPTR..DRIVGLNGNDGKNDTFGIYKERLVTPDDDEWAKVLLPWTVR 477
NTDB id 1090 CAA90909.1 1..3114( ) SLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVR 468
consensus !! ! !!!!!!!!! !!!*!!!*!!! ! * !** *! !!!!! !!!!!! !* ! !! !! !!!!!!!!!
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KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP IVAVDGEGYLATSANDGMVHI

LFKQRNSGGTDKQRGS
NTDB id 328074 EGH11 RS00325 WP 124693316.1 YYGNDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPIVAVDGYLATSANDGMVHLFKRNGTDQRG 557
NTDB id 1090 CAA90909.1 1..3114( ) GFADDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRS 543
consensus ** ! !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!!!!! !!!!!!!!!!!!*!! ! ! !



logo YENLKLSYIPGTMPRKQDYFIDQNDTTSALQDESDTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKR I
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NTDB id 328074 EGH11 RS00325 WP 124693316.1 YELKLSYIPGTMPRQYFDNDTSALQDSDLAKELRTFAEKGYVGDRYGVDGGFVLRRITDDQDRQKHFFMFGAMGFGGRGA 637
NTDB id 1090 CAA90909.1 1..3114( ) YNLKLSYIPGTMPRKDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGA 617
consensus ! !!!!!!!!!!!! ! ******! !!!**!!!!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!!!!!!!!

logo YALDLSTKAIDGSSDNLPTAGVSLMFDVKDGNDGNNGKNNRVEVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVSTSGSDNKTTALYVYD
NTDB id 328074 EGH11 RS00325 WP 124693316.1 YALDLSKIDSSNLTGVSMFDVKDGDNNGKNRVEVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIVS.SDNTTALYVYD 716
NTDB id 1090 CAA90909.1 1..3114( ) YALDLTKADGSDPTAVSLFDVKDNGNNGNNRV..ELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYD 695
consensus !!!!!*! ! ! *!*!!*!!!!! !!! !!!** !!!!!!!!!!!!!* !!!!!!!!!!!! !*!*** !! !!!!!!!

logo LEKDGNTGLTGNNTLP IAKKI EVPQGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSNSQSDPNQKQWSAVKRATI FEGTKP ITSAPAI

VS
NTDB id 328074 EGH11 RS00325 WP 124693316.1 LKDTL.GTPIAKIEVQGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDPNKWSAKAIFEGTKPITSAPAVS 795
NTDB id 1090 CAA90909.1 1..3114( ) LEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAIS 775
consensus ! * *! !!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!* !! * !!!!!!!!!!!!!*!

logo

Q
RLAKDKRVVI FGTGSDLSEEQDVDVGNMTDEEQQYIYGI FDDDKTAPTTVGNTVKVNVFTNSDGSTGGGLLEQVLRSERDNDENKI

TLFL ITDNNYKARSDGGSAGDNK
NTDB id 328074 EGH11 RS00325 WP 124693316.1 RLADKRVVIFGTGSDLSEQDVVGTDQQYIYGIFDDDKPTVNVKVTNGTGGGLLEQVLSE..ENKILFLINNKASGGSADK 873
NTDB id 1090 CAA90909.1 1..3114( ) QLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNK 855
consensus ! !!!!!!!!!!!!!!! !! * !!!!!!!!!! *! *!!!!!!!!! ***!! !!! ! ! !!* !

logo GWVVKLKRDEGEQRVTVKPTVVLRTAFVTIHRKYNTDGTDGGKCGAETAI LG INTADGGAKLTKPKRSARP IVPDEAHDNTASVAQYSGHKKGTATGN
NTDB id 328074 EGH11 RS00325 WP 124693316.1 GWVVKLREGERVTVKPTVVLRTAFVTIRKYND.GGCGAETAILGINTADGGALTPRSARPIVPDHD.SVAQYSGHKKTAG 951
NTDB id 1090 CAA90909.1 1..3114( ) GWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTN 935
consensus !!!!!!**! !!!!!!!!!!!!!!!!!*!! * !!!!!!!!!!!!!!!! !!**!!!!!!!** * !!!!!!!!!

logo GKS IVP IGCMQWKNSNSEKI
TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDL

NTDB id 328074 EGH11 RS00325 WP 124693316.1 GKSVPIGCMWKNSKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDL 1031
NTDB id 1090 CAA90909.1 1..3114( ) GKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDL 1015
consensus !!!*!!!!! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!
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logo DSLDITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 328074 EGH11 RS00325 WP 124693316.1 DSLDITGPMCGIKRLSWREVFF. 1053
NTDB id 1090 CAA90909.1 1..3114( ) DSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!! !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


