
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMQAEQTHKNYAI IVMNEQRNQLEKVKGQKNDGQSYSTI
L
K
R
D
EKDRERKF IYNKDGRWGQGGGSVFLFDNTD

NTDB id 128992 LA50 RS04010 WP 079884993.1 MNKTLKRRVFRHTALYAAILMFSHTGGG.AQAETHNYAIVMNEQNQLKVKQKDSYSTLREKDRERKFIYNKGWQGGGSVLFDNTD 84
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVFFDNTD 85
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!*! ! !! !!!*!!! !!! !! !!!***!!!!!!!!!!! !!!!! !!!!!

logo TLVSQRQRSGTAVFGTATYLPPYGKVSGFDADNAGLKQEKRNNAVDWIHTTQRAGLAGYAYTDNVICRSHNQCPQLVYEKTKRFSFDGNI
P
D
GLAKNRAGG

NTDB id 128992 LA50 RS04010 WP 079884993.1 TLVSRQSGTAVFGTATYLPPYGKVSGFDANALKERNNAVDWIHTTRAGLAGYAYTNVICRSHQCPQLVYKTRFSFDNPDLAKRGG 169
NTDB id 1090 CAA90909.1 1..3114( ) TLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSFDGIGLAKNAG 170
consensus !!!! ! !!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!! !!!!!!!!! !!!!!*!!!!!!! !*!!!! * !!! *!

logo

G
SLDRHPTDEPSRDENSLP IYKLKDHPWLGVSFNLGSENTVKDNGSKQSFSNSKRL I SSFSEDGNNNQTIVSTTERGNHPS I SLGSDGWKQREHTAMVAYYLNA

NTDB id 128992 LA50 RS04010 WP 079884993.1 GLDRHTEPSRDNSLIYKLKDHPWLGVSFNLGSENTVKNSQSSSRLISSFSEDNNNQTIVSTTENHPISLGDGQREHTAVAYYLNA 254
NTDB id 1090 CAA90909.1 1..3114( ) SLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLSDWKREHTAMAYYLNA 255
consensus !!!!**!!!*!!*!!!!!!!!!!!!!!!!!!!!!!! ! *!!!!!!! !!!!!!!!!! !*!!! ! !!!!!*!!!!!!

logo KLHLLDKKGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRRTGLRGEGLLGNFHWAKTWDKI EKDKTGNQIPTVERLGLPEQI
VKAGRC I

VNKAPNPNPKNAKQALPSPA
NTDB id 128992 LA50 RS04010 WP 079884993.1 KLHLLDKKGIKDIT.GKTVRLGVLKPSIDVKTQRTGLGGLLGFHAKWDIKDTGQIPVELGLPQIKAGRCINKPNPNPKAQALSPA 338
NTDB id 1090 CAA90909.1 1..3114( ) KLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPA 337
consensus !!!!!!!!!! !! *!!!! !! !*! ** *** ! !! !*! ! ! ! !*!*! !!!! *!!!!!*!!*!!!! ! !*!!!

logo LTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSQR I FYLQNLKSRKDTDPTGSKPGRHYSLEKPTLSTETNSDE IKSKREPNTFTGRQTI
V IRLDNGGVQREQIK

NTDB id 128992 LA50 RS04010 WP 079884993.1 LTAPALWFGPVQNGKVQMYSASVSTYPDSSSSQIFLQNLSRKDDTSKPGRYSLKPLSTSEIKSKEPTFTGRQTVIRLDGGVQQIK 423
NTDB id 1090 CAA90909.1 1..3114( ) LTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIK 422
consensus !!!!!!!!!!! !! !!!!!!!!!!!!!!! !*!!!! !! !* !!!!*!! *!* *!!!*!! !!!!!!*!!! !!! !!

logo LDQGRNENTVETVVNSFNGVNDNGGNNDNTFGIVKDLGVDEPDATSEWKKVLLPWTVRAGFANDNDGNKQFKNATFNKEENNDNGNKPKYSQKYRSRDNGNKGHERNL
NTDB id 128992 LA50 RS04010 WP 079884993.1 LQGNEVT..SFNVNN.GNNTFGIVKDLGVDPDASEWKKVLLPWTVRAFNNDGQFNTFNKEEN.NGKPKYSQKYRSRDNGKHERNL 504
NTDB id 1090 CAA90909.1 1..3114( ) LDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNL 507
consensus ! ! ** !! ! * ! !!!!!!!!!!*!! !!!!!!!!!!!!!*! ! ! !!!!!!* !!!!!!!!!!!!! !*!!!!

logo GDIVNSP IVAVGEYLATSANDGMVHI FKKQNSGGSDEKRSYNLKLSYIPGTMPRKDI EQNSKTDESTLAKDELVRTFAEKGYVGDRYGVDGGFV
NTDB id 128992 LA50 RS04010 WP 079884993.1 GDIVNSPIVAVGEYLATSANDGMVHIFKKNGGSDERSYNLKLSYIPGTMPRKDIESKDSTLAKELRTFAEKGYVGDRYGVDGGFV 589
NTDB id 1090 CAA90909.1 1..3114( ) GDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFV 591
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*! !!!!!!!!!!!!!!!!!!! *!!!!!**!!!!!!!!!!!!!!!!!!!!



logo LRKQVDENLNSGKQKNHRVFMFGAMGFGGRGAYALDLTKADGNGSDNPTAVSLFDVKDNDNNGKNNGSNNRSVEQLGYTVGTPQIGKTHDGKYAAFLAS
NTDB id 128992 LA50 RS04010 WP 079884993.1 LRQVE.LSGKKHVFMFGAMGFGGRGAYALDLTKADNGNPTAVSLFDVKNDNNGKNSNNSVQLGYTVGTPQIGKTHDGKYAAFLAS 673
NTDB id 1090 CAA90909.1 1..3114( ) LRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKD..NGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLAS 674
consensus !! !**! ! *!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!! **!! ! !! ! !!!!!!!!!!!!!!!!!!!!!!!!

logo GYATKE I ITSGDENKTTALYVYDLEGSNSGTNNTL IKKIDEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNSMYRFDLSSDQDNPQSQSWSTVR
NTDB id 128992 LA50 RS04010 WP 079884993.1 GYATKEI.TSGENTTALYVYDLESSG..TLIKKIDVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGSMYRFDLSSDNPSSWTVR 755
NTDB id 1090 CAA90909.1 1..3114( ) GYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVR 759
consensus !!!!!!!*!!!*! !!!!!!!!! !** !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! ! !*!!

logo TI FEQGTKP ITSAPAI SQLKDKRVVI FGTGSDLSEDEDVDLNSMTDEEQHYIYGI FDDNDTANTGTGTATVNFQDSDGQSGGNGLLEQVLKRKRDNDGNKNTLFLST
NTDB id 128992 LA50 RS04010 WP 079884993.1 TIFQGTKPITSAPAISQLKDKRVVIFGTGSDLSEDDVLSTDEQHIYGIFDNDTNTGTA..QDGQGNGLLEQVLKKD..GNTLFLS 836
NTDB id 1090 CAA90909.1 1..3114( ) TIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLT 844
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! *!!*!!!!!! !! ! ** ! !!!!!!!**!** !!!!*

logo DYKRSDNGSGDNKGWVVKLEKADGQRVTVKPTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPEKANQTAVAQYSG
NTDB id 128992 LA50 RS04010 WP 079884993.1 DYKRSNGSGDKGWVVKLEAGQRVTVKPTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPKANQAVAQYSG 921
NTDB id 1090 CAA90909.1 1..3114( ) DYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSG 929
consensus !!!!! !!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!

logo HKKQGTATKNGKS IP IGCMEQKDSNEGIVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI
T
D
F
K
P
A
EGKKRPSAGKRNNRCFSQRKGVRTLLMND

NTDB id 128992 LA50 RS04010 WP 079884993.1 HKQTAKGKSIPIGCMEKDNGIVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSRKGVRTLLMND 1006
NTDB id 1090 CAA90909.1 1..3114( ) HKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMND 1014
consensus !! !!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!

<0

logo LDSLDITGPTCGMKRI SWREVFYO
NTDB id 128992 LA50 RS04010 WP 079884993.1 LDSLDITGPTCGMKRISWREVFY. 1029
NTDB id 1090 CAA90909.1 1..3114( ) LDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


