
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMQAQTHSKYAI IMNEGRNQLEVKGQNGQYSTIKDKDREREKFYI
T
H
Y
H
N
K
Q
D
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A
R
G
VGGGSVFS

NTDB id 1123954 EL323 RS00325 WP 105184309.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAQAQTSKYAIIMNEGNQLEVKQNGQYSTIKDKDREREYTHHQPAVGGGSVS 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!! !!!!!! !!!!!!!!!!!!!! * ** * !!!!!

logo FDNNSTDETLVSQRQRSGTAVFGTATYLPPYGKVSGFDADAGLKQEKRNNAVDWIHRTTQRAIAGLAGYASYATDVI
VCRSNAGQCPKQLVYEKTKRFS

NTDB id 1123954 EL323 RS00325 WP 105184309.1 FNNSDELVSRQSGTAVFGTATYLPPYGKVSGFDADALKERNNAVDWIRTTRIALAGYSYADVVCRSNAGCPKLVYKTRFS 160
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSN.QCPQLVYETKFS 159
consensus ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!*!! *!!!! ! !!*!!!!* !! !!! !*!!

logo FDGNI
P
D
GLAVKI

N
A
GGGSLDRHPTDEPSRDENSP IYKLKDHPWLGVSFNLGASEGNTAVKDNGKSVFTNKL IVSSFDSEGKNNSNNQNTI

LVSYTTERGSGHDS I SL
NTDB id 1123954 EL323 RS00325 WP 105184309.1 FDNPDLVKIGGGLDRHTEPSRDNSPIYKLKDHPWLGVSFNLGAEGTAKNGKVTNKLVSSFDEKNSNNNLVYTTESGDISL 240
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus !! * ! ! *! !!!!**!!!*!!!!!!!!!!!!!!!!!!!! ! ! ! !! !!!*!!! ! ! !* *! !! * !!!

logo

G
S
D
N
R
W
H
KREHTTAMAYYLNAKLHLLDNKKGQI EQDNIATDQGKTVDLLGTVLRPRS IVDEAVRTQVGNTGR I

R
A
G
E
G
I
LLNSFWATKTWDKI EKDDKGNQIPTVKRLGLPEQV

NTDB id 1123954 EL323 RS00325 WP 105184309.1 GNRHRETTAMAYYLNAKLHLLNKKQIQNITD.KTVLLGVLRPSIDVRQGNTGIAGILSFWTKWDIKDDGQIPVKLGLPQV 319
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATV...RRGELLNFWATWKIEDKGNITVRLGLPEV 316
consensus *!!*!!!!!!!!!!!!!! !! ! ! *!!! !! !!! ** *** * *! !! ! ! ! !*!*!*!!!! !

logo KAGRC I
VNKAPNPNNPNATKAVPSPALTAPALWFGPVKQDNGKAEMYSASVSTYPDSSSSQR I FYLQNLKSRKDTDPTGSKPGRHYSLEKPTLSTETNS

NTDB id 1123954 EL323 RS00325 WP 105184309.1 KAGRCINKPNPNNNTKVPSPALTAPALWFGPVQNGKAEMYSASVSTYPDSSSSQIFLQNLSRKDDTSKPGRYSLKPLSTS 399
NTDB id 1090 CAA90909.1 1..3114( ) KAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEN 396
consensus !!!!!*!!*!!!*! ! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !*!!!! !! !* !!!!*!! *!*

logo

D
E IKSKREPNTFTGRQTI

V IRLDNGGVQREQIKLDSRNNDTEVVNFNGVNDNGKNNDNTFGIVKRDEGLGSFVETPDATSEWKKVLLPWTVRAGFSANDDNKQF
NTDB id 1123954 EL323 RS00325 WP 105184309.1 EIKSKEPTFTGRQTVIRLDGGVQQIKLSRNNDEVVNFNVNNGKNNTFGIVREGSFTPDASEWKKVLLPWTVRASNDDNQF 479
NTDB id 1090 CAA90909.1 1..3114( ) DIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKF 476
consensus *!!!*!! !!!!!!*!!! !!! !!! !!! !!!!!! ! ! ! !!!!!** !! !!!!!!!!!!!!!* !!! !

logo KATFINKQEQELNNDQNQKI
P
K
QYSQKRYR I

SRDENGNKNGSEKRDNLGDIVNSP IVAVGEGYLATSANDGMVHI FKQSGGDKRGSYNLKLSYIPGTM
NTDB id 1123954 EL323 RS00325 WP 105184309.1 KTINQQLN.QQKIQYSQRYRIRENGNNSKRDLGDIVNSPIVAVGGYLATSANDGMVHIFKQSGGDKRGYNLKLSYIPGTM 558
NTDB id 1090 CAA90909.1 1..3114( ) KAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTM 555
consensus ! ! !* *!* !!!*!! !*!*! ! !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!



logo PRKDIQNTESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKR I
V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFLGGRGAYALDLTKADDGNSDPTAKAVS

NTDB id 1123954 EL323 RS00325 WP 105184309.1 PRKDIQNTESTLAKELRAFAEKGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYALDLTKADDNDPTKAS 638
NTDB id 1090 CAA90909.1 1..3114( ) PRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVS 634
consensus !!!!!!!!!!!!!!**! !!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!!!!! !!! !

logo LFDVKDNGNNGNNGNNRVELGYTVGTPQIGKTHDNGKYAAFLASGYATKEQI IDTSGDENKTALYVYDLEGSNGNTGNNTL IKRKI EVPT
NTDB id 1123954 EL323 RS00325 WP 105184309.1 LFDVKDNGNNGNNGNNRVELGYTVGTPQIGKTHNGKYAAFLASGYATKQ.IDSGENKTALYVYDLESNN.GTLIRKIEVT 716
NTDB id 1090 CAA90909.1 1..3114( ) LFDVKDNGN...NGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVP 711
consensus !!!!!!!!!***!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!! *! !!*!!!!!!!!!!! ! * !!*!!!!*

logo

D
GGKGGLSSPTLVDKDLDGTVDIAYAGDRGGKNMYRFDLSGSNQDNPNQQSWSTVRTI FEQDGTKP ITSAPAI SQLKDKRVVI FGTGSDL

NTDB id 1123954 EL323 RS00325 WP 105184309.1 DGKGGLSSPTLVDKDLDGTVDIAYAGDRGGKMYRFDLSGNNPNSWTVRTIFQDTKPITSAPAISQLKDKRVVIFGTGSDL 796
NTDB id 1090 CAA90909.1 1..3114( ) GGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDL 791
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! * !* !*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SEEDVDLNMTEEQHYIYGI FDDDTAATSTGNVDTVKNFLKSDGLSGGGLLEQEVLKRQRDNDEGNKTLFLTDYKRSDGSGDNKGWVVKLKQDPGQRVTVK
NTDB id 1123954 EL323 RS00325 WP 105184309.1 SEEDVLNTEEQHIYGIFDDDTAASNVDVKLKGLGGGLLEQELKQ..EGKTLFLTDYKRSDGSGDKGWVVKLQPGQRVTVK 874
NTDB id 1090 CAA90909.1 1..3114( ) SEEDVDNMEEQYIYGIFDDDTATTG.TVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVK 870
consensus !!!!! ! !!!*!!!!!!!!!! * * ! !!!!!!! !* *** !!!!!!!!!!!!!!! !!!!!!! *!!!!!!!

logo PTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPDEANKTADVAQYSGHKKQGTATKNGKS IP IGCMEQKNSGNEGI
T

NTDB id 1123954 EL323 RS00325 WP 105184309.1 PTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPDANKDVAQYSGHKQTAKGKSIPIGCMEKNGGT 954
NTDB id 1090 CAA90909.1 1..3114( ) PTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEI 950
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!! !!!!!!!!! !

logo VCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGI
T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPMTCGMKRI

NTDB id 1123954 EL323 RS00325 WP 105184309.1 VCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPMCGMKRI 1034
NTDB id 1090 CAA90909.1 1..3114( ) VCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRI 1030
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!

<0

logo SWREVFYO
NTDB id 1123954 EL323 RS00325 WP 105184309.1 SWREVFY. 1041
NTDB id 1090 CAA90909.1 1..3114( ) SWREVFY* 1037
consensus !!!!!!!



X non conserved

X similar

X ≥ 50% conserved


