
logo MNKTLWKRQVFRHTALYATAI LMFSHTGGGGAGMQAQAQTQTHKYAI IVLMNAEQRKNLQLPEVKGWGNGSQSYSTSTI
L
G
K
D
HKDKRDELRKQF ITHYNTKSDNFRGGIGK

NTDB id 301695 DRA68 RS09635 WP 196082894.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGGQAQAQTQTHKYAIVLNAQKLPEVKWGSSYTSLGHKDKDLQFTHTSNFGIK 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMA....QTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGG 76
consensus !!!! !!!!!!!!!!! !!!!!!!!!!!!* !****!!!!!!!**! *!!! !*** *!!** ! * !

logo

KNG
I
I
S
L
V
F
SFDNNTDETLVVASEQKQKRDGATAVVFGATATYLPPYGKVSGFDADDKGRLQTEKRKNNAVDWIGHTTKQAPGLAVGYASYETDVI

TCNRSNSNQCPEQLVSVY
NTDB id 301695 DRA68 RS09635 WP 196082894.1 KNIILSFNNTDEVVAEKKDAVVFGAATYLPPYGKVSGFDDKRLTERKNAVDWIGTTKPGLVGYSYEDVTCNSSNCPEVSY 160
NTDB id 1090 CAA90909.1 1..3114( ) ..GSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVY 154
consensus ** * ! !!! *! * !!! !!!!!!!!!!!!!! ! ! !!!!!!*!! *!! !! ! !! ! ! *!! * !

logo

E
KTKQFSTFDGKHIGQLAKKNKTADGNKSLDI

R
H
Y
E
PDKPSRDENSP IYKLKPDHYPGWLGVSFNLGSGSENSTVKDPGKKRSFLNSKQL IVSSFSEDGNVNTNQQNTGIAVNSSP

NTDB id 301695 DRA68 RS09635 WP 196082894.1 KTQFTFDKHQLAKKKTDNKLDIYEDKSRDNSPIYKLPDYPGLGVSFNLSGESTVKPK.RLSQLVSSFSEDVTQQNGANSP 239
NTDB id 1090 CAA90909.1 1..3114( ) ETKFSFDGIGLAKN..AGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVS.. 230
consensus ! !*!! * !!! ** !! **!*!!*!!!!!!!*!*! !!!!!!! ! !!!* * !*!!!!! *! **

logo

YKDKNLVYTTDTDRGYHRNS IQGSLNHSDNHWKQDREKHHTAI
M
A
I
F
YYLNAKLHLLDKKGQI EKDNIAQGKTFVDNLGTLKRPR I

V
D
E
A
LTEVARRWKNRGNEGGLFLFNFNNWAGNT

NTDB id 301695 DRA68 RS09635 WP 196082894.1 YKDKNLVYTTDDYRNQGNHNHQDKHHAIIFYLNAKLHLLDKKQIKNIAQGKTFNLGTLKPRIDLTEAWKNRNGGFFNNGN 319
NTDB id 1090 CAA90909.1 1..3114( ) .........TTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRR...GELLNFWAT 298
consensus *********! * * * !*!* *!!!!!!!!!!!! ! !!!!!! !!!!*!!** ! *** *

logo WKTFI EDKGENI
V
S
TVKRLGSLPEQVKAGRCVNKADNPNKPNATKATPSSPALTAPALWFGPVKQDNGKAEQMYSASVSTYPDSSSSR I FYLQNLKR

NTDB id 301695 DRA68 RS09635 WP 196082894.1 WTFEDKGEVSVKLSLPQVKAGRCVNKDNPNKNTKTSSPALTAPALWFGPVQNGKAQMYSASVSTYPDSSSSRIFLQNLKR 399
NTDB id 1090 CAA90909.1 1..3114( ) WKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKR 378
consensus ! !!!! **!*! !! !!!!!!!!! !!!*! ! *!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!*!!!!!!

logo KNTDPGNKPGRHYSLAEDTLSTAENSDIKQSKREPNTFTGSRQTI
V IRLDNGGVQREQIKLDSRNNDTEVVNFNGVNDNGNNDNTFGIVKDLGVDEPDATSEW

NTDB id 301695 DRA68 RS09635 WP 196082894.1 KNDPNKPGRYSLADLSASDIQSKEPTFTSRQTVIRLDGGVQQIKLSRNNDEVVNFNVNNGN.NTFGIVKDLGVDPDASEW 478
NTDB id 1090 CAA90909.1 1..3114( ) KTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEW 458
consensus ! !! !!!!*!! !* !! !*!! !! !!!*!!! !!! !!! !!! !!!!!! ! !!* !!!!!!!!!!*!! !!!

logo KKVLLPWTVRAGFSANDDNKQFKATFINKQEQELNNDQNQKI
P
K
QYSQKRYR I

SRDENGNKNGSEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQNS
NTDB id 301695 DRA68 RS09635 WP 196082894.1 KKVLLPWTVRASNDDNQFKTINQQLN.QQKIQYSQRYRIRENGNNSKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKN 557
NTDB id 1090 CAA90909.1 1..3114( ) KKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQS 537
consensus !!!!!!!!!!* !!! !! ! !* *!* !!!*!! !*!*! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GGSDEKRSYNLKLSYIPGTMPRKDI EQNKTDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKQVDENLNSGQKNHRVFMFGAMGFGGRG
NTDB id 301695 DRA68 RS09635 WP 196082894.1 GGSDERSYNLKLSYIPGTMPRKDIENKDSTLAKELRTFAEKGYVGDRYGVDGGFVLRQVE.LSGQKHVFMFGAMGFGGRG 636
NTDB id 1090 CAA90909.1 1..3114( ) GG.DKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRG 616
consensus !!*! !!!!!!!!!!!!!!!!!!! ! *!!!!!**!!!!!!!!!!!!!!!!!!!!!! !**! !! *!!!!!!!!!!!!!

logo AYALDLTKADGNSDPTAKAVSLFDVKDNGNNGNNGNNRSVEQLGYTVGTPQIGKTHDNGKYAAFLASGYATKETI IDTDSGQDQNKTALYV
NTDB id 301695 DRA68 RS09635 WP 196082894.1 AYALDLTKADGNDPTKASLFDVKDNGNNGNNGNNSVQLGYTVGTPQIGKTHNGKYAAFLASGYATKTI.DDQQNKTALYV 715
NTDB id 1090 CAA90909.1 1..3114( ) AYALDLTKADGSDPTAVSLFDVKDNGNN...GNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYV 693
consensus !!!!!!!!!!! !!! !!!!!!!!!!!***!!! ! !!!!!!!!!!!!!! !!!!!!!!!!!!!! !* !!!!!!!

logo YDLEGSNSGTNNTL IKKIDEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGKNMYRFDLSSQDSPDQQWSTVRPTI FEGTKP ITSAPA
NTDB id 301695 DRA68 RS09635 WP 196082894.1 YDLESSG..TLIKKIDVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGKMYRFDLSSQSPDQWTVRPIFEGTKPITSAPA 793
NTDB id 1090 CAA90909.1 1..3114( ) YDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPA 773
consensus !!!! !** !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!! ! !!*!!*!!!!!!!!!!!!!

logo

I
VSKQLKDKRVVI FGTGSDLSEEDVDKNMDEEQYIYGI FDDDTAATTGTVNFSTDGSTGGGLLEQHVLRTERDNDENKTLFLTDYKRSDGSG

NTDB id 301695 DRA68 RS09635 WP 196082894.1 VSKLKDKRVVIFGTGSDLSEEDVDKMDEQYIYGIFDDDTAATGTVNFTGTGGGLLEQHLTE..ENKTLFLTDYKRSDGSG 871
NTDB id 1090 CAA90909.1 1..3114( ) ISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSG 853
consensus *! !!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!! !!!!!!* *!!!!!!!*! ***!!!!!!!!!!!!!!!!

logo

N
SKGWVVKLKDGQRVTVKPTVVLRTAFVTIHRKYNTDGTDGGKCGAEQTAI LG INTADGGKLTKKSARP IVPAEADNTAVAQYSGHKKG

NTDB id 301695 DRA68 RS09635 WP 196082894.1 SKGWVVKLKDGQRVTVKPTVVLRTAFVTIRKYND.GGCGAQTAILGINTADGGKLTKKSARPIVPADNTAVAQYSGHKKG 950
NTDB id 1090 CAA90909.1 1..3114( ) NKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKG 933
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! * !!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!

logo

I
TNGKS IP IGCMQKGSNE IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPADGKRSGKNNRCFSQKGVRTLLMN

NTDB id 301695 DRA68 RS09635 WP 196082894.1 INGKSIPIGCMQKGNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPDGKRSGKNNRCFSQKGVRTLLMN 1030
NTDB id 1090 CAA90909.1 1..3114( ) TNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMN 1013
consensus !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

<0

logo DLDSLDITGPMTCGMKRI SWREVFYO
NTDB id 301695 DRA68 RS09635 WP 196082894.1 DLDSLDITGPMCGMKRISWREVFY. 1054
NTDB id 1090 CAA90909.1 1..3114( ) DLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!! !!!!!!!!!!!!!



X non conserved

X similar

X ≥ 50% conserved


