
logo MFYLYQSDNRLEASLAAELMCFAHR IHQKQTVKLPLDKCSAVLAQPQEEQI
VVVQSQGMRRYLNTVCFFLARDKLGVAANLAKFSLPAGLATWKQLMKRKL IVPDGI

V

NTDB id 1154769 OGY80 RS08875 WP 263340723.1 MFYLYQSDRLEALAEMCAHIHQTLPLDSVLAQEEVVVQSQGMRRYLNVFFARKLGVAANLKFSLPAGLAWQLMRKLVPDV 80
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGI 80
consensus !!!!!!! !!! !! **!*!* !! * ! *! *!!!!!!!!!!!! * !! !!!!!!! !!!!!!! ! !!*!!*! *

logo PEPLSPFASPEVMRWRLLDLFRSAEAEFQNTAGAPEFYEDNVRLNKVLEQDSYLGHSGSAESADYQLAGQLMADI FDQYLVYRPDQWIDAWQAQGKR I
LLG

NTDB id 1154769 OGY80 RS08875 WP 263340723.1 PPLSPFSPEVMRWRLLDLFRSEAFQTAPEYENVRLKLESYLHSSASADYQLAGQMADIFDQYLVYRPDWIDAWQAGKLLG 160
NTDB id 1133 OK783 RS06970 WP 010951252.1 PELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILG 160
consensus !*!!!! !!!!!!!!!!!!!! !! **!*! !! ! !!*! !!!!!!!!!*!!!!!!!!!!!! !!!!!! !**!!

logo LGDDEDIWQASKRLWRYLDDGRSQSAPHRVALWEKLLAAQLDKDSKVLPEQRLYFVFGI STMAPMYLQLLHKQI
LSEKHCDVFVFALNPSGSMQ

NTDB id 1154769 OGY80 RS08875 WP 263340723.1 LGDDEDWQARLWRYLDDGSQSAPHRVALWEKLLAQLDKSVLPQRLFVFGISTMAPMYLQLLHQISKHCDVFVFALNPSSQ 240
NTDB id 1133 OK783 RS06970 WP 010951252.1 LGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGM 240
consensus !!!!! !! *!!!!!!!! !!!!!!!!!!!!!!! !!! !! ! !!!!!!!!!!!!!!!!! *! !!!!!!!!!!!!
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NTDB id 1154769 OGY80 RS08875 WP 263340723.1 YWGEVIDEAQILKRGDEADLSQAGHPLLASLGKQGRDFFDFLSEVETEQDIQVYEEGKDDTLLHCLQNDIQNLIMPSERL 320
NTDB id 1133 OK783 RS06970 WP 010951252.1 HWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSENV 320
consensus *!! !!* !!!!! ! **!!*!!!!!!!!!!!!!!!!!!!!! !*! ! * *!*!!! !!!!!*!! !!!!! !!!! *
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NTDB id 1154769 OGY80 RS08875 WP 263340723.1 YQQEEGEAGAQPALVQVHDADGNPVCVEPDKLLNDGSVKIVAAHSPLRELQILKEELSLVLQNNPDWQPHDIAVLTPNIE 400
NTDB id 1133 OK783 RS06970 WP 010951252.1 GSV............................GTDDGSICIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIE 372
consensus **************************** !!!**!! !!!!!!!!!!!!* ! *!* *!!!!!!!!!!!!!!!!

logo PYSTPF I EAVFGQAEHQAPGASQALPYS IVSDVKI
LSRRQPFLFLYALAECQTVLSDLLESRFEVDGKVLAPLLESTARLPVLQRRFGLSTEGDEDLVPLLHDE

NTDB id 1154769 OGY80 RS08875 WP 263340723.1 PYSPFIEAVFGQEHAGSQALPYSISDVKLSRRQPLLYALAQTLDLLESRFEVDKVLPLLESRLVLQRFGLSEEDVPLLHE 480
NTDB id 1133 OK783 RS06970 WP 010951252.1 PYTPFIEAVFGQAQPGAQALPYSVSDVKISRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLLHD 452
consensus !!*!!!!!!!!! **! !!!!!!*!!!!*!!!!! !!! * !!!!!!!!! !!!*!!!* *!! !!!!* *!*!!!!*
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M
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QWQR
NTDB id 1154769 OGY80 RS08875 WP 263340723.1 TVAGLNVHWGLDQTMREGKDNLFTWQQAIERLTLGWMLPEGSNGMWQGVSAWHSNVNQLDVFSGFAEFIRTLADMAAQWQ 560
NTDB id 1133 OK783 RS06970 WP 010951252.1 MVADLNVHWGLDGEMRGGTDQLFTWKQAADRMILGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLSDIARIWR 532
consensus !! !!!!!!!! !! ! !*!!!! !! *!* !!!!!!!! !*!!! !!!!* !!! *! !! !* !! !*! !
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NTDB id 1154769 OGY80 RS08875 WP 263340723.1 EPADVESWVQRCRDLLEKLFAPDMDDQYAKQQFEQSLAKWQEEAQLAEFDGLLPCETVIRHIRRFLDSESQAGFLSGGIT 640
NTDB id 1133 OK783 RS06970 WP 010951252.1 QPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDSESEAGFLRGGIT 612
consensus !! ! !! !!!!!!! !! * *!!! ! !* !* !!!!! !! ! ! !!* !!!!!!!!!!!!!! !!!! !!!!
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NTDB id 1154769 OGY80 RS08875 WP 263340723.1 FCSMVPMRSLPFKMVCLLGLNDGDFPRNTKAAVFDLIAKHPKKGDRARRDDDRYLFLEALISAREMLYLSYIGRDIRNDA 720
NTDB id 1133 OK783 RS06970 WP 010951252.1 FCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILYLSYIGRDIRKDE 692
consensus !!!!!!!!!!!!!**!!!!!!!!!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !
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NTDB id 1154769 OGY80 RS08875 WP 263340723.1 EFAPSSLISELLDTIAAMTGKSGRELTEKWVKYHPLQAFSRRYFQKDALSDGLFSTRQDYADALNQPQAEAQPFFLEVLS 800
NTDB id 1133 OK783 RS06970 WP 010951252.1 ELASSSLLGELIDTVAAMTGTNSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQPFFDQPVE 772
consensus ! !*!!!* !!*!!*!!!!! ! ! !* !!!!!!!!!!!! * !!!*! !! !!! !! !** **!!!! **
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NTDB id 1154769 OGY80 RS08875 WP 263340723.1 QEEPDKTIHQDELISFWRNPVKVWLKKNLSWDQPYLDGAWESAEPFEPQHGGRIADAYLDARRKGEDFEDTAIRLNVESL 880
NTDB id 1133 OK783 RS06970 WP 010951252.1 NAEPVAEIGQDEFIRFWRNPVKVWLQ.QLAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAESL 851
consensus * !! !*!!! ! !!!!!!!!!! **! ! !** !!!*!!!!!!!!* !!* !* !!! ! !! !! !* !!!
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NTDB id 1154769 OGY80 RS08875 WP 263340723.1 MPVGELGGLWQKQYQISAKNVDAELIRSNKRPSEPYEESFDDLVLQGTIGNLYECGRIVFLNQKDNAPNRIARLLEHLIF 960
NTDB id 1133 OK783 RS06970 WP 010951252.1 LPSGELGKLWQQSFQTAAKQIDTAVLNSPKLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIF 931
consensus *! !!!! !!! *! !!**! ** !*! !* !! * ! *! !**!!!! !! * * !*!!!*!*! !!!!!!!
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V
A
MPKSESAVAENTRQTFYI

MVQSLSGEQTETVLYAAE IAEQDQRTAKLEQLLKSEWLMAVFYFNR IGQNRTPLPSFFAKTSLAAAEAEFYANKQKEQDWDEATALKRKAQYDT
NTDB id 1154769 OGY80 RS08875 WP 263340723.1 CAIAPKSVANRQTYMVSLGQTETYAAIEQQTAKELLKEWLVYFRIGQNTPLSFFAKTSLAAAEEYNKKEDWDTALRKAYD 1040
NTDB id 1133 OK783 RS06970 WP 010951252.1 CAVMPSEAETRQTFIVQSGETEVLAEIAQDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQT 1011
consensus !!* ! !!!**! ! !! ! ! ! ! !! !!* *! !!!! !!*!!!!!!!!!!! * ! !!* !!*!!
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NTDB id 1154769 OGY80 RS08875 WP 263340723.1 VFNGNKMSKAQKEYTEVKLVFGHSEESPLDEPLFENLVVNLLVPLLTGVAGKTDTTEQE 1099
NTDB id 1133 OK783 RS06970 WP 010951252.1 AYYGSKVSKGQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEK.REGTGAA. 1068
consensus * ! !*!!*!!*!!!! !!!!* !!* !!!!!! ! *! * ** ! *



X non conserved

X similar

X ≥ 50% conserved


