
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGAMQAEQTHKNYAI IVMNEQRNQLEKVKGQKNGQSYSTI
L
K
R
D
EKDRERKF IYNKDSRGQGGGSVF

NTDB id 305688 DV155 RS04290 WP 115431791.1 MNKTLKRQVFRHTALYAAILMFSHTGGG.AQAETHNYAIVMNEQNQLKVKQKGSYSTLREKDRERKFIYNKSRQGGGSVF 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!*! ! !! !!!*!!! !!! !! ! !!!***!!!!!!!!!!! ! !!!!!!

logo FDNTDTLVSQRQRSGTAVFGTATYLPPYGKVSGFDADNAGLKQEKRNNAVDWIHTTQRAGLAGYAYTDNVI
VCRSHNQCPQLVYEKTKRFSF

NTDB id 305688 DV155 RS04290 WP 115431791.1 FDNTDTLVSRQSGTAVFGTATYLPPYGKVSGFDANALKERNNAVDWIHTTRAGLAGYAYTNVVCRSHQCPQLVYKTRFSF 159
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSF 160
consensus !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!! !!!!!!!!! !*!!!*!!!!!!! !*!!!

logo DGNI
P
D
GLAKNRAGGGSLDRHPTDEPSRDENSLP IYKLKDHPWLGVSFNLGSENTVKDNGSKQSFSNSKRL I SSFSEDGNNNQTIVSTTERGNHPS I SLGS

NTDB id 305688 DV155 RS04290 WP 115431791.1 DNPDLAKRGGGLDRHTEPSRDNSLIYKLKDHPWLGVSFNLGSENTVKNSQSSSRLISSFSEDNNNQTIVSTTENHPISLG 239
NTDB id 1090 CAA90909.1 1..3114( ) DGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLS 240
consensus ! * !!! *! !!!!**!!!*!!*!!!!!!!!!!!!!!!!!!!!!!! ! *!!!!!!! !!!!!!!!!! !*!!!

logo DRWKQREHTAMVAYYLNAKLHLLDKKGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRRTGLRGEGLLGNFHWAKTWDKI EKDKTGNQIPTVERLGLPEQI
VK

NTDB id 305688 DV155 RS04290 WP 115431791.1 DRQREHTAVAYYLNAKLHLLDKKGIKDIT.GKTVRLGVLKPSIDVKTQRTGLGGLLGFHAKWDIKDTGQIPVELGLPQIK 318
NTDB id 1090 CAA90909.1 1..3114( ) DWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEVK 317
consensus ! !!!!!*!!!!!!!!!!!!!!!! !! *!!!! !! !*! ** *** ! !! !*! ! ! ! !*!*! !!!! *!

logo AGRC I
VNKAPNPNPKNAKQALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSQR I FYLQNLKSRKDTDPTGSKPGRHYSLEKPTLSTETNSDE

NTDB id 305688 DV155 RS04290 WP 115431791.1 AGRCINKPNPNPKAQALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSQIFLQNLSRKDDTSKPGRYSLKPLSTSE 398
NTDB id 1090 CAA90909.1 1..3114( ) AGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEND 397
consensus !!!!*!!*!!!! ! !*!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!! !*!!!! !! !* !!!!*!! *!* *

logo IKSKREPNTFTGRQTI
V IRLDNGGVQREQIKLDQGRNENTVETVVNSFNGVNDNGGNNDNTFGIVKDLGVDEPDATSEWKKVLLPWTVRAGFSANDDNKQFK

NTDB id 305688 DV155 RS04290 WP 115431791.1 IKSKEPTFTGRQTVIRLDGGVQQIKLQGNEVT..SFNVNN.GNNTFGIVKDLGVDPDASEWKKVLLPWTVRASNDDNQFK 475
NTDB id 1090 CAA90909.1 1..3114( ) IKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFK 477
consensus !!!*!! !!!!!!*!!! !!! !!! ! ** !! ! * ! !!!!!!!!!!*!! !!!!!!!!!!!!!* !!! !!

logo

A
T
F
INKQEENNDNQKI

P
K
QYSQKRYR I

SRDNNKNGENRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMPR
NTDB id 305688 DV155 RS04290 WP 115431791.1 TINQ.....QKIQYSQRYRIRD..NGNRDLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPR 548
NTDB id 1090 CAA90909.1 1..3114( ) AFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPR 557
consensus ! ******!* !!!*!! !!** ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo

K
Q
D
Y
F
I
D
QNDTTSALKDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKR I

V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFLGGRGAYALDLTKADGSNSDNPT

NTDB id 305688 DV155 RS04290 WP 115431791.1 QYFDNDTSALKDSTLAKELRTFAEKGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYALDLTKADSNNPT 628
NTDB id 1090 CAA90909.1 1..3114( ) KDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPT 631
consensus ! ******!!!!!**!!!!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!!!!! !!

logo AVSLFDVKDNGNNNGNNGSNNGSNNRSVEQLGYTVGTPQIGKTHDNGKYAAFLASGYATKETI IDTDSGQDQNKTALYVYDLEGSNSGTNNTL IK
NTDB id 305688 DV155 RS04290 WP 115431791.1 AVSLFDVKNGNNGNNSNNSNNSVQLGYTVGTPQIGKTHNGKYAAFLASGYATKTI.DDQQNKTALYVYDLESSG..TLIK 705
NTDB id 1090 CAA90909.1 1..3114( ) AVSLFDVKDN.....GNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIK 706
consensus !!!!!!!! ***** !! !! ! !!!!!!!!!!!!!! !!!!!!!!!!!!!! !* !!!!!!!!!!! !** !!!

logo KIDEVPGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSSDQDNPQSQSWSTVRTI FESGNTKP ITSAPAI SQLKDKRVVI FG

NTDB id 305688 DV155 RS04290 WP 115431791.1 KIDVPGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSSDNPSSWTVRTIFSGNKPITSAPAISQLKDKRVVIFG 785
NTDB id 1090 CAA90909.1 1..3114( ) KIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFG 786
consensus !!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! ! !*!!!!! ! !!!!!!!!!!!!!!!!!!!!!

logo TGSDLSEDEDVDKNMTDEEQYIYGI FDDDTATTGPTVNFSDGSTGGGLLEQVLRTERDNDENKTLFLTDYKRSDGSGNSKGWVVKLKDGQR
NTDB id 305688 DV155 RS04290 WP 115431791.1 TGSDLSEDDVDKTDEQYIYGIFDDDTATTGPVNFSGTGGGLLEQVLTE..ENKTLFLTDYKRSDGSGSKGWVVKLKDGQR 863
NTDB id 1090 CAA90909.1 1..3114( ) TGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQR 866
consensus !!!!!!!*!!! *!!!!!!!!!!!!!!!!*!!!! *!!!!!!!!! ***!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo VTVKPTVVLRTAFVTIHRKYKTDGTDNGKCGAETAI LG INTADGGKLTKKSARP IVPAEADNTAVAQYSGHKKQGTTKNGKS IP IGCMEQK
NTDB id 305688 DV155 RS04290 WP 115431791.1 VTVKPTVVLRTAFVTIRKYKD.NGCGAETAILGINTADGGKLTKKSARPIVPADNTAVAQYSGHKQTTKGKSIPIGCMEK 942
NTDB id 1090 CAA90909.1 1..3114( ) VTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQK 946
consensus !!!!!!!!!!!!!!!!*!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! ! !!!!!!!!! !

logo

D
SNEGIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPTCG

NTDB id 305688 DV155 RS04290 WP 115431791.1 DNGIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPTCG 1022
NTDB id 1090 CAA90909.1 1..3114( ) SNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCG 1026
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!!!!!

<0

logo MKRI SWREVFYO
NTDB id 305688 DV155 RS04290 WP 115431791.1 MKRISWREVFY. 1033
NTDB id 1090 CAA90909.1 1..3114( ) MKRISWREVFY* 1037
consensus !!!!!!!!!!!



X non conserved

X similar

X ≥ 50% conserved


