
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAGMQAQATHREKYAI IMNERKNQLPEVKGWKNGQYNSQSTI
LKDGKDGRERKF IYNKRDSRGRGGGS

NTDB id 185206 A9Y61 RS00265 WP 064668787.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGQAQAREYAIIMNERKQPEVKWKGQYNQSTLKGKGRERKFIYNRSRRGGGS 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYS..TIKDKDRERKFIYNKDRGGGGS 78
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!* !! * !!!!!!!! !*!!! !!! **!*! ! !!!!!!!!* ! !!!!

logo VFSFDNNSTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHTTQRAPGLAGYAVYTDGVHICGRSNYQCPKQLTVYEKTKRF
NTDB id 185206 A9Y61 RS00265 WP 064668787.1 VSFNNSDELVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRPGLAGYVYTGVHCGSYQCPKLTYKTRF 160
NTDB id 1090 CAA90909.1 1..3114( ) VFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKF 158
consensus ! ! !*! !!!!! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! *!!!!! !! !*! ! !!! ! ! !*!

logo SFDEGNI
TGLAKNAGNRSLDKRHPDPSRENSP IYKLKDHYPWLGVSFNLGASEGNTAVKDGKSVFTNKL IVSSFDSEGNNNSNNQNTI

LVSYTTERGHPS I S
NTDB id 185206 A9Y61 RS00265 WP 064668787.1 SFENTGLAKNANRLDKHPDPSRENSPIYKLKDYPWLGVSFNLGAEGTAKDGKVTNKLVSSFDENNSNNNLVYTTEGHPIS 240
NTDB id 1090 CAA90909.1 1..3114( ) SFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSIS 238
consensus !!* !!!!!! !!*!!!!!!!!!!!!!!!!*!!!!!!!!!! ! ! !!!! !!!*!!! ! ! !* *! !! !!*!!

logo LGSDWKQREHSTAMAYYLNAKLHLLDKKGR I EDIATQGKTVDQLGTLKRPGR I
V
D
E
A
V
K
T
SANT

V
G
R
L
RGEGI

LLNSFHWAQTWDKI EKDKTGNQIPTVKRLGLPE
NTDB id 185206 A9Y61 RS00265 WP 064668787.1 LGDWQRESTAMAYYLNAKLHLLDKKRIEDIT.GKTVQLGTLKPGIDVKSANTGLGGILSFHAQWDIKDTGQIPVKLGLPE 319
NTDB id 1090 CAA90909.1 1..3114( ) LSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEAT...VRRGELLNFWATWKIEDKGNITVRLGLPE 315
consensus ! !! !!*!!!!!!!!!!!!!!!!! !!!! *!!!! !!!!*! ** *** ! *! !*! ! ! ! !*!*!*!!!!!

logo VKAGRRC I
VNKAPNPNPKNASKAVPSPALTAPALWFAGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKRTDPAGKRPGRHSLAEATLNTE

NTDB id 185206 A9Y61 RS00265 WP 064668787.1 VKARRCINKPNPNPKSKVPSPALTAPALWFA.VQNGKVQMYSASVSTYPGSSSSRIFLQELKTRTDPARPGRHSLAALNE 398
NTDB id 1090 CAA90909.1 1..3114( ) VKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTE 395
consensus !!! !!*!!*!!!! ! !!!!!!!!!!!!**! !! !!!!!!!!!! !!!!!!*!! !! *!!!**!!!!!! ! !

logo

N
RDIKSREPNFNTGSRQTI

V IRLNPGGVRYER IAKLPDGRNNSGTERVAVGNFNGNDGKNNDTFGIVYKDLRGLVETPDETNSEWKSEKVLLPWTAVRGYFYAGDNDDNI
K

NTDB id 185206 A9Y61 RS00265 WP 064668787.1 RDIKSREPNFNSRQTVIRLPGGVYRIAPG.NSGRVAGFNGNDGKNDTFGIYKDRLVTPETNEWSEVLLPWTARYYGNDDI 477
NTDB id 1090 CAA90909.1 1..3114( ) NDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNK 475
consensus !!!!!!!!! !!!*!!!*!!! ! * *! ! !!!!!! !!!!!! !! ! !*! !! !!!!!! ! ** !

logo FKATFNKQEPENNKNKQDSDNKKPKQYSQKRYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATASANDGMVHI FKKQSTGGTDEKRGSYENLKLSY

NTDB id 185206 A9Y61 RS00265 WP 064668787.1 FKTFNQPNNKKQSDKKQYSQRYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATAANDGMVHIFKKTGTDERGYELKLSY 557
NTDB id 1090 CAA90909.1 1..3114( ) FKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSY 550
consensus !! !! * ! ** !* !!!*!! !***! ! *! !!!!!!!!! !!! !!!! !!!!!!!!!! *! ! ! ! !!!!!



logo I PGTMPRKDI EQNSNTEGSTLAKQDELVRATFAEKGYVGDRYGVDGGFVLRKR I
V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFGGRGAYALDLSTKAIDGNSDY

NTDB id 185206 A9Y61 RS00265 WP 064668787.1 IPGTMPRKDIESNGSTLAQELRAFAEKGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGFGGRGAYALDLSKIDGNY 637
NTDB id 1090 CAA90909.1 1..3114( ) IPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSD 629
consensus !!!!!!!!!! !!!! **! !!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!!!!!!!!!!!!!*! !!

logo PATAAVASLFDVKDNGNDGNNGKNNRVEVELGYTVGTPQIGKI
T
H
R
D
NGKTYASAFLASGYAATKE IDITDSGPDTNKTALYVYDLEKGNNTGLTGNNTLP IKRK

NTDB id 185206 A9Y61 RS00265 WP 064668787.1 PAAAALFDVKNGDNNGKNRVEVELGYTVGTPQIGKIRNGTYSAFLASGYAAKEID.DPTNKTALYVYDLKNT.LGTPIRK 715
NTDB id 1090 CAA90909.1 1..3114( ) PTAVSLFDVKDNGNNGNNRV..ELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKK 707
consensus ! ! !!!!! !!! !!!**!!!!!!!!!!!!! * ! ! !!!!!!!! !!! * * !!!!!!!!!! * *!*!

logo IDEVKPDGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGKNMYRFDLSNSQSDPNQKQWSAVKRATI FEGTKP ITSAPAI

VSQRLAKDKRVVI FGT
NTDB id 185206 A9Y61 RS00265 WP 064668787.1 IDVKDGKGGLSSPTLVDKDLDGIVDIAYAGDRGGKMYRFDLSNSDPNKWSAKAIFEGTKPITSAPAVSRLADKRVVIFGT 795
NTDB id 1090 CAA90909.1 1..3114( ) IEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGT 787
consensus !*!* !!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!! !!* !! * !!!!!!!!!!!!!*! ! !!!!!!!!!

logo GSDLSEDEDVDLNMTDEEQYIYGI FDDDETAGTTVGKTVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGSAGDNKGWVVKLKDEGEQRV
NTDB id 185206 A9Y61 RS00265 WP 064668787.1 GSDLSEDDVLNTDEQYIYGIFDDDEGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGSADKGWVVKLKEGERV 873
NTDB id 1090 CAA90909.1 1..3114( ) GSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRV 867
consensus !!!!!!*!! ! *!!!!!!!!!!! *! *!!!!!!! ! ****! !!!!* ! ! !!* !!!!!!!!*! !!

logo TVKP I
TVVLRTAFVTIHRKSYTGATDKCGAETAI LG INTADGGAKLTKPKRSARP IVPDEAHNTASVAQYSGHKKGTSTKNGKS IP IGCMEQKGS

NTDB id 185206 A9Y61 RS00265 WP 064668787.1 TVKPIVVLRTAFVTIRSYTGADKCGAETAILGINTADGGALTPRSARPIVPDHN.SVAQYSGHKKTSKGKSIPIGCMEKG 952
NTDB id 1090 CAA90909.1 1..3114( ) TVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKS 947
consensus !!!! !!!!!!!!!!* !!! !!!!!!!!!!!!!!!!!! !!**!!!!!!!**!* !!!!!!!!! * !!!!!!!!! !

logo

G
N
E
K
I
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPMTCGI

M

NTDB id 185206 A9Y61 RS00265 WP 064668787.1 GKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPMCGI 1032
NTDB id 1090 CAA90909.1 1..3114( ) NEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGM 1027
consensus !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!! !!*

<0

logo KRI
LSWREVFFYO

NTDB id 185206 A9Y61 RS00265 WP 064668787.1 KRLSWREVFF. 1042
NTDB id 1090 CAA90909.1 1..3114( ) KRISWREVFY* 1037
consensus !!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


