
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGAGMQAQATHRDKYAI IVMNEGQRNQLPEVKGSNGVQPYSSTIKRDKDREKREKFYI
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NTDB id 328358 EGH18 RS11530 WP 165865818.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGQAQARDYAIVMNGQNQPEVKSNV.PSSIRDKDRKREYTHHGYNTGGGSVS 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !! * !!!*!! !!*!!! ! **!*!*!!!! ! * ** !!!!!

logo FDNSTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGSLKQGKRANNAAVDGWIHRTTQRAIAGLAGYASYATDVI
VCRDS INTGQCPKQLVYETKFAS

NTDB id 328358 EGH18 RS11530 WP 165865818.1 FDNSDELVSQQSGTAVFGTATYLPPYGKVSGFDTDSLKGRANAAGWIRTTRIALAGYSYADVVCRDITGCPKLVYETKFA 159
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus !!!*! !!!!! !!!!!!!!!!!!!!!!!!!!! ! ! ! !! !!*!! *!!!! ! !!*!! * !! !!!!!!!

logo FDGGQI
QGLAQKRKNAGGSKSLDI

R
H
Y
E
PDKPSRDENSP IYKLKDHPWLGVSFNLGSENTVKDNGSKSFLNKL I SSFSEGNNNQNTIVSTTRDGHPS I SL

NTDB id 328358 EGH18 RS11530 WP 165865818.1 FGQQGLQRKGSKLDIYEDKSRDNSPIYKLKDHPWLGVSFNLGSENTVKNSKSLNKLISSFSEGNNNQNIVSTTRDHPISL 239
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus ! !! * * !! **!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!! !!!!!! !*!!!

logo

G
SDSWKQREHTAMVAYYLNAKLHLLDKKGKI EKDIATQGKTVDQLGTVLKRPRS IVDEAVKTTVQRNTGLRAGEGLLNFWASKTWDKI EKDKNGNQIPTVKRLGLPEV

NTDB id 328358 EGH18 RS11530 WP 165865818.1 GDSQREHTAVAYYLNAKLHLLDKKKIKDIT.GKTVQLGVLKPSIDVKTQNTGLAGLLNFWSKWDIKDNGQIPVKLGLPEV 318
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEV 316
consensus ! !!!!!*!!!!!!!!!!!!!! ! !! *!!!! !! !*! ** *** * !!!!! ! ! ! !*!*!*!!!!!!

logo KAGRCTVNKAPNPNNPNATKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYSLEKSTLNTDEGN
NTDB id 328358 EGH18 RS11530 WP 165865818.1 KAGRCTNKPNPNNNTKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSKIFLQNLSRNDDKNKPGRYSLKSLNDG 398
NTDB id 1090 CAA90909.1 1..3114( ) KAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEN 396
consensus !!!!! !!*!!!*! !!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!*!*!!!! ! !* !!!!*!! *! *

logo

D
E IKQSREQPNSFNTGRQTI IRLDNDGGVHREL IKLDNGRNSKNDTEVAVANFNVGNLNGNNDTGKNNDTFGIVKDEALGNVENLPDATDSEWKKVLLPWTVRGFPAGDN

NTDB id 328358 EGH18 RS11530 WP 165865818.1 EIQSRQPSFNGRQTIIRLDDGVHLIKLNGSKDEVAAFVNLNGNNTGKNDTFGIVKEANVNLDADEWKKVLLPWTVRGPGN 478
NTDB id 1090 CAA90909.1 1..3114( ) DIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNG....NDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFAD 472
consensus *! !! ! ! !!!!!!!! !!* !!! !! ! ****! ! !!!!!!!!* ! *! !!!!!!!!!!!!!**

logo DDNKFKASFINKREESNNDNKDPKYSQKRYR I
SRDENNKNGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKLSYI

NTDB id 328358 EGH18 RS11530 WP 165865818.1 DDKFKSINRES.....DKYSQRYRIRE..NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLKLSYI 551
NTDB id 1090 CAA90909.1 1..3114( ) DNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSYI 551
consensus ! !!! !*! ******!!!!*!! !*** ! ! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !!!!!!!!!!



logo PGTMPRKQDYFIDQNDTETSALKGSTLAKQDELVRTFAEKGYVGDRYGVDGGFVLRKQVDENLNGQDNRVFMFGAMGFGGRGAYALDLSTKAIDN
NTDB id 328358 EGH18 RS11530 WP 165865818.1 PGTMPRQYFDNDTSALKGSTLAQELRTFAEKGYVGDRYGVDGGFVLRQVE.....DRVFMFGAMGFGGRGAYALDLSKIN 626
NTDB id 1090 CAA90909.1 1..3114( ) PGTMPRKDIQNTE.....STLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKAD 626
consensus !!!!!! ! *****!!!! **!!!!!!!!!!!!!!!!!!!!!! !****** !!!!!!!!!!!!!!!!!!!!*!

logo GNSDYPATAAVPSLFDVKDGNDGNNGKNNRVKVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVSTSGSDNKTTALYVYDLEKDGNTGLTGNNTLP
NTDB id 328358 EGH18 RS11530 WP 165865818.1 GNYPAAAPLFDVKDGDNNGKNRVKVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIVS.SDNTTALYVYDLKDTL.GTP 704
NTDB id 1090 CAA90909.1 1..3114( ) GSDPTAVSLFDVKDNGNNGNNR..VELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNL 704
consensus ! ! ! *!!!!!! !!! !!**! !!!!!!!!!!!!!* !!!!!!!!!!!! !*!*** !! !!!!!!!! * *

logo IAKKI EVPQGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSNSQSDPNQKQWSAVKRATI FEGTKP ITSAPAI

VSQRLAKDKRVVI
NTDB id 328358 EGH18 RS11530 WP 165865818.1 IAKIEVQGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDPNKWSAKAIFEGTKPITSAPAVSRLADKRVVI 784
NTDB id 1090 CAA90909.1 1..3114( ) IKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVI 784
consensus ! !!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!* !! * !!!!!!!!!!!!!*! ! !!!!!!

logo FGTGSDLSEEQDVDVGNMTDEEQQYIYGI FDDDKTAPTTVGNTVKVNVFTNSDGSTGGGLLEQVLRSERDNDENKI
TLFL ITDNNYKARSDGGSAGDNKGWVVKLKRDEG

NTDB id 328358 EGH18 RS11530 WP 165865818.1 FGTGSDLSEQDVVGTDQQYIYGIFDDDKPTVNVKVTNGTGGGLLEQVLSE..ENKILFLINNKASGGSADKGWVVKLREG 862
NTDB id 1090 CAA90909.1 1..3114( ) FGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDG 864
consensus !!!!!!!!! !! * !!!!!!!!!! *! *!!!!!!!!! ***!! !!! ! ! !!* !!!!!!!**!

logo

E
QRVTVKPTVVLRTAFVTIHRKYNTDGTDGGKCGAETAI LG INTADGGAKLTKPKRSARP IVPDEAHDNTASVAQYSGHKKGTATGNGKS IVP IGCM

NTDB id 328358 EGH18 RS11530 WP 165865818.1 ERVTVKPTVVLRTAFVTIRKYND.GGCGAETAILGINTADGGALTPRSARPIVPDHD.SVAQYSGHKKTAGGKSVPIGCM 940
NTDB id 1090 CAA90909.1 1..3114( ) QRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCM 944
consensus !!!!!!!!!!!!!!!!!*!! * !!!!!!!!!!!!!!!! !!**!!!!!!!** * !!!!!!!!! !!!*!!!!!

logo

Q
WKNSGNEKI

TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI
T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPMT

NTDB id 328358 EGH18 RS11530 WP 165865818.1 WKNGKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPM 1020
NTDB id 1090 CAA90909.1 1..3114( ) QKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPT 1024
consensus ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!!

<0

logo CGI
MKR I

LSWREVFFYO
NTDB id 328358 EGH18 RS11530 WP 165865818.1 CGIKRLSWREVFF. 1033
NTDB id 1090 CAA90909.1 1..3114( ) CGMKRISWREVFY* 1037
consensus !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


