
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGAMAQTHEKYAI IMNAERNQLPEVKRGQNGQYSTI
L
K
R
D
EKDREKRKFDI FYNAKDNGRGGGGSVFS

NTDB id 328307 EGH20 RS11555 WP 124724016.1 MNKTLKRQVFRHTALYAAILMFSHTGG.GAMAQTHEYAIIMNARNQPEVRQNGQYSTLREKDRKRKFDFNANGGGGGSVS 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!!! !!!*!!* !!!!!!***!!! !!! *! !!!!!!

logo FDNNSTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGRLKQKRNNAVDWIHRTTQRAIAGLAGYASYATDGVI
RCGRSTNSGQCPKQLVYEKTKRFS

NTDB id 328307 EGH20 RS11555 WP 124724016.1 FNNSDELVSQQSGTAVFGTATYLPPYGKVSGFDTDRLKKRNNAVDWIRTTRIALAGYSYAGVRCGSTSGCPKLVYKTRFS 159
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus ! !*! !!!!! !!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!*!! *!!!! ! ! ! !* !! !!! !*!!

logo FDGNI
T
D
GLALKNTAGGRSLDRHPTDEPSSRENSP IYKLKDHYPWLGVSFNLGSSENTVKDGKRSFSNKL I SSFSEGNNNQTIVSTTERDGHPS I SL

NTDB id 328307 EGH20 RS11555 WP 124724016.1 FDNTDLLKTGGRLDRHTESSRENSPIYKLKDYPWLGVSFNLSSENTVKDGRSSNKLISSFSEGNNNQTIVSTTEDHPISL 239
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus !! ! ! *! !!!!***!!!!!!!!!!!!*!!!!!!!!! !!!!!!!!*! !!!!!!!!!!!!!!!!!!!! !*!!!

logo

G
S
D
G
S
W
K
QREHTAMVAYFYLNAKLHLLDKKGKI EDNIAQSGKTVDQLGI

TLKRPRS IVDEAVRTKVGNTGRLRGSEGI
LLNSFWATWDKI EKDKTGNQIPTVKRLGLPQEV

NTDB id 328307 EGH20 RS11555 WP 124724016.1 GGSQREHTAVAYFLNAKLHLLDKKKIENIASGKTVQLGILKPSIDVRKGNTGLSGILSFWATWDIKDTGQIPVKLGLQ.V 318
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATV...RRGELLNFWATWKIEDKGNITVRLGLPEV 316
consensus !!!!!*!!*!!!!!!!!!!! !! !! !!!! !! !*! ** *** *! !!!!! ! ! !*!*!*!!!**!

logo KAGRCTVNAKAHNPNPKNAVKAPLPSPALTAPALWFGPAVKQDNGKAVEQMYSASVSTYPDSSSSR I FYLQENLKRTKTDPGKRPGRHYSLEKPTLSTDEN
NTDB id 328307 EGH20 RS11555 WP 124724016.1 KAGRCTNAAHPNPKVKPLSPALTAPALWFGPAQNGKVQMYSASVSTYPDSSSSRIFLQELKTKTDPGRPGRYSLKPLSDN 398
NTDB id 1090 CAA90909.1 1..3114( ) KAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEN 396
consensus !!!!! ! !*!!! !**!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!*!! !! !!!!!*!!!*!! *!**!

logo

D
E IKGSKREPNSFTGSRQTI IRLDNGGVQREQIKLDRNSKNGTEVVANFNVGNLNDKGNGTNNDTFGIVKDEALGNVENLPDNATDSEWKKVLLPWTVRGSFPAGDNDDN

NTDB id 328307 EGH20 RS11555 WP 124724016.1 EIKGKEPSFTSRQTIIRLDGGVQQIKLDRSKGEVVAFVNLKGNTNNDTFGIVKEANVNLNADEWKKVLLPWTVRSPGNDD 478
NTDB id 1090 CAA90909.1 1..3114( ) DIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGND..GNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDN 474
consensus *!! *!! !! !!!!!!! !!! !!!!! !!! ! ** !!!!!!!!!* ! * !!!!!!!!!!!! ** !

logo KFKASFINKREEPNNDNKGPKYSQKRYR I
SRDNNKNGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKLSYIPG

NTDB id 328307 EGH20 RS11555 WP 124724016.1 KFKSINREP.....GKYSQRYRIRD..NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLKLSYIPG 551
NTDB id 1090 CAA90909.1 1..3114( ) KFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSYIPG 553
consensus !!! !*!*******!!!!*!! !!** ! ! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !!!!!!!!!!!!



logo TMPRKDI EQGNNTDESDTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDENLNGQDNRVFMFGAMGFGGRGAYALDLSTKAIDGNSDYPATAAV
NTDB id 328307 EGH20 RS11555 WP 124724016.1 TMPRKDIEGNDSDLAKELRAFAEKGYVGDRYGVDGGFVLRQVE.....DRVFMFGAMGFGGRGAYALDLSKIDGNYPAAA 626
NTDB id 1090 CAA90909.1 1..3114( ) TMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAV 633
consensus !!!!!!! *! !!!**! !!!!!!!!!!!!!!!!!!!! !****** !!!!!!!!!!!!!!!!!!!!*! !! ! !

logo

P
SLFDVKDGNDGNNGKNNRVEVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVSTSGSDNNKTALYVYDLENGNNGTLTGNNTL IAKKIDEVP

NTDB id 328307 EGH20 RS11555 WP 124724016.1 PLFDVKDGDNNGKNRVEVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIVS.SNNKTALYVYDLNN.TLGTLIAKIDVP 704
NTDB id 1090 CAA90909.1 1..3114( ) SLFDVKDNGNNGNNRV..ELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVP 711
consensus *!!!!!! !!! !!!** !!!!!!!!!!!!!* !!!!!!!!!!!! !*!*** !!!!!!!!!! * !! !!*!!

logo GGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSNSQSDPQSKQWSVRSTI FEGGTKP ITSAPAI

VSQRLAKDKRVVI FGTGSDL
NTDB id 328307 EGH20 RS11555 WP 124724016.1 GGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDPSKWSVSTIFEGGKPITSAPAVSRLADKRVVIFGTGSDL 784
NTDB id 1090 CAA90909.1 1..3114( ) GGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDL 791
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !! !!! !!!!! !!!!!!!!*! ! !!!!!!!!!!!!!

logo SEDEDVDLNMTDEEQYIYGI FDDDETAGTTVGKTVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGSAGDNKGWVVKLKDEGEQRVTVKP
NTDB id 328307 EGH20 RS11555 WP 124724016.1 SEDDVLNTDEQYIYGIFDDDEGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGSADKGWVVKLKEGERVTVKP 862
NTDB id 1090 CAA90909.1 1..3114( ) SEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP 871
consensus !!*!! ! *!!!!!!!!!!! *! *!!!!!!! ! ****! !!!!* ! ! !!* !!!!!!!!*! !!!!!!

logo

I
TVVLRTAFVTIHRKSYTGATDKCGAETAI LG INTADGGAKLTKPKRSARP IVPDEANNTAQVAQYSGHKKTGTSTKNGKS IP IGCMEQKDSGNEKI

TV
NTDB id 328307 EGH20 RS11555 WP 124724016.1 IVVLRTAFVTIRSYTGADKCGAETAILGINTADGGALTPRSARPIVPDN..QVAQYSGHKTTSKGKSIPIGCMEKDGKTV 940
NTDB id 1090 CAA90909.1 1..3114( ) TVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIV 951
consensus !!!!!!!!!!* !!! !!!!!!!!!!!!!!!!!! !!**!!!!!!!* ** !!!!!!!! * !!!!!!!!! ! !

logo CPNGYVYDEKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPADGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDITGPMTCGI
MKR I

LS
NTDB id 328307 EGH20 RS11555 WP 124724016.1 CPNGYVYEKPVNVRYLDETETDGFSTTADGDAGGSGIDPADRRPGKNNRCFSKKGVRTLLMNDLDSLDITGPMCGIKRLS 1020
NTDB id 1090 CAA90909.1 1..3114( ) CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRIS 1031
consensus !!!!!!!*!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! *!*!!!!!!!! !!!!!!!!!!!!!!!!!!! !!*!!*!

<0

logo WREVFFYO
NTDB id 328307 EGH20 RS11555 WP 124724016.1 WREVFF. 1026
NTDB id 1090 CAA90909.1 1..3114( ) WREVFY* 1037
consensus !!!!!*



X non conserved

X similar

X ≥ 50% conserved


