
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMQAEQTHKNYAI IVMNEQRNQLEKVKGQKNDGQSYSTI
L
K
R
D
EKDRERKF IYNKDGRWGQGGGSVFL

NTDB id 301556 DRA77 RS00280 WP 101135504.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAQAETHNYAIVMNEQNQLKVKQKDSYSTLREKDRERKFIYNKGWQGGGSVL 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!! ! !! !!!*!!! !!! !! !!!***!!!!!!!!!!! !!!!!

logo FDNTDTLVSQRQRSGTAVFGTATYLPPYGKVSGFDADNAGLKQEKRNNAVDWIHTTQRAGLAGYAYTDNVICRSHNQCPQLVYEKTKRFSF
NTDB id 301556 DRA77 RS00280 WP 101135504.1 FDNTDTLVSRQSGTAVFGTATYLPPYGKVSGFDANALKERNNAVDWIHTTRAGLAGYAYTNVICRSHQCPQLVYKTRFSF 160
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSF 160
consensus !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!! !!!!!!!!! !!!!!*!!!!!!! !*!!!

logo DGNI
P
D
GLAKNRAGGGSLDRHPTDEPSRDENSLP IYKLKDHPWLGVSFNLGSENTVKDNGSKQSFSNSKRL I SSFSEDGNNNQTIVSTTERGNHPS I SLGS

NTDB id 301556 DRA77 RS00280 WP 101135504.1 DNPDLAKRGGGLDRHTEPSRDNSLIYKLKDHPWLGVSFNLGSENTVKNSQSSSRLISSFSEDNNNQTIVSTTENHPISLG 240
NTDB id 1090 CAA90909.1 1..3114( ) DGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLS 240
consensus ! * !!! *! !!!!**!!!*!!*!!!!!!!!!!!!!!!!!!!!!!! ! *!!!!!!! !!!!!!!!!! !*!!!

logo DGWKQREHTAMVAYYLNAKLHLLDKKGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRRTGLRGEGLLGNFHWAKTWDKI EKDKTGNQIPTVERLGLPEQI
VK

NTDB id 301556 DRA77 RS00280 WP 101135504.1 DGQREHTAVAYYLNAKLHLLDKKGIKDIT.GKTVRLGVLKPSIDVKTQRTGLGGLLGFHAKWDIKDTGQIPVELGLPQIK 319
NTDB id 1090 CAA90909.1 1..3114( ) DWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEVK 317
consensus ! !!!!!*!!!!!!!!!!!!!!!! !! *!!!! !! !*! ** *** ! !! !*! ! ! ! !*!*! !!!! *!

logo AGRC I
VNKAPNPNPKNAKQALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSQR I FYLQNLKSRKDTDPTGSKPGRHYSLEKPTLSTETNSDE

NTDB id 301556 DRA77 RS00280 WP 101135504.1 AGRCINKPNPNPKAQALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSQIFLQNLSRKDDTSKPGRYSLKPLSTSE 399
NTDB id 1090 CAA90909.1 1..3114( ) AGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEND 397
consensus !!!!*!!*!!!! ! !*!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!! !*!!!! !! !* !!!!*!! *!* *

logo IKSKREPNTFTGRQTI
V IRLDNGGVQREQIKLDQGRNENTVETVVNSFNGVNDNGGNNDNTFGIVKDLGVDEPDATSEWKKVLLPWTVRAGFSANDDNKQFK

NTDB id 301556 DRA77 RS00280 WP 101135504.1 IKSKEPTFTGRQTVIRLDGGVQQIKLQGNEVT..SFNVNN.GNNTFGIVKDLGVDPDASEWKKVLLPWTVRASNDDNQFK 476
NTDB id 1090 CAA90909.1 1..3114( ) IKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFK 477
consensus !!!*!! !!!!!!*!!! !!! !!! ! ** !! ! * ! !!!!!!!!!!*!! !!!!!!!!!!!!!* !!! !!

logo

A
T
F
INKQEQELNNDQNQKI

P
K
QYSQKRYR I

SRDNNKGENRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMPR
NTDB id 301556 DRA77 RS00280 WP 101135504.1 TINQQLN.QQKIQYSQRYRIRDN..GNRDLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPR 553
NTDB id 1090 CAA90909.1 1..3114( ) AFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPR 557
consensus ! !* *!* !!!*!! !!!**! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo

K
Q
D
Y
F
I
D
QNDTTSALKDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKVDENRLNGKQDNHRVFMFGAMGFGGRGAYALDLTKADGSDPTA

NTDB id 301556 DRA77 RS00280 WP 101135504.1 QYFDNDTSALKDSTLAKELRTFAEKGYVGDRYGVDGGFVLRKVER.NGKDHVFMFGAMGFGGRGAYALDLTKADGSDPTA 632
NTDB id 1090 CAA90909.1 1..3114( ) KDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTA 632
consensus ! ******!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!* *!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VSLFDVKDNDNGNNGKNSNNGSNNRSVELGYTVGTPQIGKTHDNGKYAAFLASGYATKDE I INTNSGDNKTALYVYDLEGSNSGTNNTL IKK
NTDB id 301556 DRA77 RS00280 WP 101135504.1 VSLFDVKNDNNGKNSNNSNNSVELGYTVGTPQIGKTHNGKYAAFLASGYATKDI.NNGDNKTALYVYDLESSG..TLIKK 709
NTDB id 1090 CAA90909.1 1..3114( ) VSLFDVKDNG.....NNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKK 707
consensus !!!!!!! *****!! !! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!*!* !!!!!!!!!!!!! !** !!!!

logo I EVPGNGSKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSGSQDPNQQWSVRTI FESGNTKP ITSAPAI SQLKDKRVVI FGT

NTDB id 301556 DRA77 RS00280 WP 101135504.1 IEVPNSKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSGQDPNQWSVRTIFSGNKPITSAPAISQLKDKRVVIFGT 789
NTDB id 1090 CAA90909.1 1..3114( ) IEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGT 787
consensus !!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!*!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!

logo GSDLSEEDVDLNSMTDEEQHYIYGI FDDDTATTGSTVNFSDGLSGGGLLEQEVLKRQRDNDEGNKTLFLTDYKRSDGSGNKGWVVKLKDEGQRV
NTDB id 301556 DRA77 RS00280 WP 101135504.1 GSDLSEEDVLSTDEQHIYGIFDDDTATTGSVNFSGLGGGLLEQELKQ..EGKTLFLTDYKRSDGSGNKGWVVKLKEGQRV 867
NTDB id 1090 CAA90909.1 1..3114( ) GSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRV 867
consensus !!!!!!!!! *!!*!!!!!!!!!!!!!*!!!! !!!!!!! !* *** !!!!!!!!!!!!!!!!!!!!!!!!*!!!!

logo TVKPTVVLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPEANTAVAQYSGHKKQGTATNGKS IP IGCMQKGS
NTDB id 301556 DRA77 RS00280 WP 101135504.1 TVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKQTANGKSIPIGCMQKG 947
NTDB id 1090 CAA90909.1 1..3114( ) TVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKS 947
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo NE IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGI
T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPTCGM

NTDB id 301556 DRA77 RS00280 WP 101135504.1 NEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPTCGM 1027
NTDB id 1090 CAA90909.1 1..3114( ) NEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGM 1027
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!!!!!!

<0

logo KRI SWREVFYO
NTDB id 301556 DRA77 RS00280 WP 101135504.1 KRISWREVFY. 1037
NTDB id 1090 CAA90909.1 1..3114( ) KRISWREVFY* 1037
consensus !!!!!!!!!!



X non conserved

X similar

X ≥ 50% conserved


