
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGAMAQTHYKYAI IVMNAEQRNQLPEVKRGRNGQYSTIKDGKDREREKFYI
TYHNKNDTRGGGGSVFS

NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTYKYAIVMNAQNQPEVRRNGQYSTIKGKDREREYTYHNTRGGGGSVS 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!! !!*!!* !!!!!!!! !!!!! * !* !!!!!!!

logo FDNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDADAGLKQEKRNNAVDWIHRTTQRAIAGLAGYASYATDVICKRSSNQCPQLVYETKFAS
NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 FNNTDTLVSQQSGTAVFGTATYLPPYGKVSGFDADALKERNNAVDWIRTTRIALAGYSYADVICKSSNQCPQLVYETKFA 160
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus ! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!*!! *!!!! ! !!!!*!*!!!!!!!!!!!!

logo FDGGQI
QGLAQKRKNAGGNKSLDI

R
H
Y
E
PDKPSRDENSP IYKLKDHYPWLGVSFNLGSENTVKDNGSKSFNKL I SSFNSEDGNNNQTIVSTTRDGHPS I SL

NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 FGQQGLQRKGNKLDIYEDKSRDNSPIYKLKDYPWLGVSFNLGSENTVKNSKSFNKLISSFNEDNNNQTIVSTTRDHPISL 240
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus ! !! * * !! **!*!!*!!!!!!!!!*!!!!!!!!!!!!!!!! !!!!!!!!!! ! !!!!!!!!!!! !*!!!

logo

G
S
D
NWKQREHTAMVAYYLNAKLHLLDKKGR I EDIAQGKTVDLGTLRPRVEATTGVRRGEGLWLNSFWARTWDKI EKDKTGNQIPTVKRLGLPEQVKAG

NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 GNWQREHTAVAYYLNAKLHLLDKKRIEDIAQGKTVDLGTLRPRVETTGR..GWLSFWARWDIKDTGQIPVKLGLPQVKAG 318
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGLPEVKAG 319
consensus ! !!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! ! !** ! !!! ! ! ! !*!*!*!!!! !!!!

logo RC I
VNKALNPNPKNASKALPSPALTAPALWFGPAVKQDNGKAVEQMYSASVSTYPDSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYSLEKSTLNTDEGNDE IKQ

NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 RCINKLNPNPKS.ALSPALTAPALWFGPAQNGKVQMYSASVSTYPDSSSSKIFLQNLSRNDDKNKPGRYSLKSLNDGEIQ 397
NTDB id 1090 CAA90909.1 1..3114( ) RCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIK 399
consensus !!*!! !!!! *!*!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!*!*!!!! ! !* !!!!*!! *! * *!

logo SREQPNSFNTGRQTI IRLDNGSGVQREL IKLDNGRNSKNDTEVVNTFNGNDTGNNDGTFGIVKDEALGNVENLPDEATDSEWKKVLLPWTVRGFPADDNDNKFKASFI
NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 SRQPSFNGRQTIIRLDSGVQLIKLNGSKDEVVTF.GNTGNNGTFGIVKEANVNLEADEWKKVLLPWTVRGPDNDNKFKSI 476
NTDB id 1090 CAA90909.1 1..3114( ) SREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAF 479
consensus !! ! ! !!!!!!!! !! !!! !!! !*!! !!! !!!!!!* ! ** !!!!!!!!!!!!!* !!!!!

logo NKREEPNNDNKGPKYSQKRYR I
SRDENNKNGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKLSYIPGTMPRKQ

NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 NREP.....GKYSQRYRIRE..NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLKLSYIPGTMPRQ 549
NTDB id 1090 CAA90909.1 1..3114( ) NKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSYIPGTMPRK 558
consensus !*!*******!!!!*!! !*** ! ! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !!!!!!!!!!!!!!!!



logo

D
Y
F
I
D
QNDTTSALKDESTLAKQDELVRATFAEKGYVGDRYGVDGGFVLRKQVDENLNSGQKNHRVFMFGAMGFLGGRGAYALDLSTKAIDNEGNSDYPATAAV

NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 YFDNDTSALKDSTLAQELRAFAEKGYVGDRYGVDGGFVLRQVE.LSGQKHVFMFGAMGLGGRGAYALDLSKINENYPAAA 628
NTDB id 1090 CAA90909.1 1..3114( ) DIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAV 633
consensus ! ******!!!! **! !!!!!!!!!!!!!!!!!!!! !**! !! *!!!!!!!! !!!!!!!!!!*! ! !

logo

P
SLFDVKDNGNDGNNGKNNRVKVELGYTVGTPQIGKTHRDNGKTYASAFLASGYAATKDE I IGTSGDNKTALYVYDLEKGNNTGLTGNNTLP IAKKI EVKP

NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 PLFDVKNGDNNGKNRVKVELGYTVGTPQIGKTRNGTYSAFLASGYAAKDI.GSGDNKTALYVYDLKNT.LGTPIAKIEVK 706
NTDB id 1090 CAA90909.1 1..3114( ) SLFDVKDNGNNGNNR..VELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVP 711
consensus *!!!!! !!! !!**!!!!!!!!!!!!!!!* ! ! !!!!!!!! !*!* !!!!!!!!!!!!! * *! !!!!*

logo

D
GGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSQSDNPDQKQWSVRSTI FEGGTKP ITSAPAI

VSQRLAKDKRVVI FGTGSDL
NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 DGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSNPDKWSVSTIFEGGKPITSAPAVSRLADKRVVIFGTGSDL 786
NTDB id 1090 CAA90909.1 1..3114( ) GGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDL 791
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!! !!!!! !!!!!!!!*! ! !!!!!!!!!!!!!

logo SEESDVDFNMTDEEQYIYGI FDDDKTANTTVGSTVKVNVFKDSDHMSGDGGLLEKQNVLRTQRDNDENKTLFLTDNNYKARSDGGSAGDNKGWVVKLKRDEGEQRVTVKP
NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 SESDVFNTDEQYIYGIFDDDKANVSVKVKDHMGDGLLKQNLTQ..ENKTLFLTNNKASGGSADKGWVVKLREGERVTVKP 864
NTDB id 1090 CAA90909.1 1..3114( ) SEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP 871
consensus !! !! ! *!!!!!!!!!!! ! * ! !!! ! ! ***!!!!!!! ! ! !!* !!!!!!!**! !!!!!!

logo TVVLRTAFVTIHRKYKTGDTDGKCGADETAI LG INTADGGAKLTKPKRSARP IVPEANTAVAQYSGHKKGTATGNGKS IVP IGCMEQKGSGNEKI
TV

NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 TVVLRTAFVTIRKYK.DDGCGADTAILGINTADGGALTPRSARPIVPEANTAVAQYSGHKKTAGGKSVPIGCMEKGGKTV 943
NTDB id 1090 CAA90909.1 1..3114( ) TVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIV 951
consensus !!!!!!!!!!!*!! * ! !!!*!!!!!!!!!!!! !!**!!!!!!!!!!!!!!!!!!!!! !!!*!!!!! ! !

logo CPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDITGPMTCGI
MKR I

LS
NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 CPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLDITGPMCGIKRLS 1023
NTDB id 1090 CAA90909.1 1..3114( ) CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRIS 1031
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!!!!!!!!! !!*!!*!

<0

logo WREVFFYO
NTDB id 1162878 ABNR90 RS08280 WP 252295618.1 WREVFF. 1029
NTDB id 1090 CAA90909.1 1..3114( ) WREVFY* 1037
consensus !!!!!*



X non conserved

X similar

X ≥ 50% conserved


