
logo MFYLYQSNRLESTLAALFAR IQKVKPLKCSAVLQPEQI IVVQSQGMRRYLNTCLARDLGVAANLASFSLPAGLTWKLMKK
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 MFYLYQSNRLETLAALFARIQKVKPLKSVLQPEQIIVQSQGMRRYLNTCLARDLGVAANLSFSLPAGLTWKLMKK 75
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKK 75
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!* !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo L IPG IPELSPFAPEVMRWRLLDLFRSAEAEFQRNGTAEFEDVRNVLQDYLGSGESADYQLAGQLADI FDQYLVYRPQWI
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 LIPGIPELSPFAPEVMRWRLLDLFRSEAFRNTAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWI 150
NTDB id 1133 OK783 RS06970 WP 010951252.1 LIPGIPELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWI 150
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DAWQQGRI LGSLGDDE IWQSKLWRYLDDGRQSAPHRVALWEKLLAEASLDSKSDKLPERYFVFGI STMAPMYLQLLHKLS
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 DAWQQGRILSLGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLESLSSDKLPERYFVFGISTMAPMYLQLLHKLS 225
NTDB id 1133 OK783 RS06970 WP 010951252.1 DAWQQGRILGLGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLS 225
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EHCDVFVFALNPSGMHYWGNVI EAAQI LKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEME I EEGETPVFEEGGSRD
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 EHCDVFVFALNPSGMYWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEGETPVFEEGSRD 300
NTDB id 1133 OK783 RS06970 WP 010951252.1 EHCDVFVFALNPSGMHWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRD 300
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!

logo TLLHALQTDIQNLDKMPSEKNAVGNS IVGNTDDGS ICR IVSAHSPLRELQI LKDKLLKI LHEHPDWQPHDIAVLTPNI EPSYT
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 TLLHALQTDIQNLDMPSEKAGNINTDDGSIRIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIESYT 375
NTDB id 1133 OK783 RS06970 WP 010951252.1 TLLHALQTDIQNLKMPSENVGSVGTDDGSICIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYT 375
consensus !!!!!!!!!!!!! !!!! ! * !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo PF I EAVFGQAQPGAQALPYSVSDVKI SRRQPFFYATLECLVSDLLESRFEVDGKVLAVLLETAPVLRRFGLTEGDDLPLL
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 PFIEAVFGQAQPGAQALPYSVSDVKISRRQPFFYTLECLSDLLESRFEVDKVLVLLETAPVLRRFGLTEDDLPLL 450
NTDB id 1133 OK783 RS06970 WP 010951252.1 PFIEAVFGQAQPGAQALPYSVSDVKISRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLL 450
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!! !!! !!!!!!!!!!!!!! !!!!!!

logo HDMVADLNVHRWGLDGEMRGGTDQLFTWKQAAVDERMI LGWMLPEGGNPMWQDVSAWYADVNQTALMFGRFAAFLLETLS
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 HDMVADLNVRWGLDGEMRGGTDQLFTWKQAVERMILGWMLPEGGNPMWQDVSAWYADVNQTALFGRFAALLETLS 525
NTDB id 1133 OK783 RS06970 WP 010951252.1 HDMVADLNVHWGLDGEMRGGTDQLFTWKQAADRMILGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLS 525
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!!!!



logo DIAVR IWQRQPATVGEWVARCRDLLETLFQATEGAPDDQKAVQNLENEWVKWQAEESTETLAGQFFSGQLPPQHQTVIRHIRRFLDS
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 DIVRIWQQPATVGEWVARCRDLLETLFQTEADDQKAVQNLENEWVKWQAETELAQFSGQLPPHTVIRHIRRFLDS 600
NTDB id 1133 OK783 RS06970 WP 010951252.1 DIARIWRQPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDS 600
consensus !! !!! !!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!! !* !! ! !!!!**!!!!!!!!!!!!

logo ESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDL IVAKHPAKGDRARRDDDRYLFLEAL I SA
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 ESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLIAKHPAKGDRARRDDDRYLFLEALISA 675
NTDB id 1133 OK783 RS06970 WP 010951252.1 ESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISA 675
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RE I LYLSYIGRDIRKDEELAPSSSLLGEL IDTVAAMATGI
T
G
NSRQLAQNWI EQHPLQAFSRRYFQEGGRSDGI FGTRT

NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 REILYLSYIGRDIRKDEELAPSSLLGELIDTVAAMAGIGSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRT 750
NTDB id 1133 OK783 RS06970 WP 010951252.1 REILYLSYIGRDIRKDEELASSSLLGELIDTVAAMTGTNSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRT 750
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DYAATALGQTPEPPQPFFDQPVENAEPVAE IGQDEF IRFWRNPVKVWLQQQLAWSEPHIGEAWEPAEPFEPQHADEQ
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 DYATALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQQLAWSEPHIGEAWEPAEPFEPQHADQ 825
NTDB id 1133 OK783 RS06970 WP 010951252.1 DYAAALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQ.QLAWSEPHIGEAWEPAEPFEPQHAEQ 824
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!

logo IAE I
TYI EGARREGQDFSQTAAR IARAESLLPSGELGKRLWQQDSFQTAAKQIDTAVLNSPKLPPFLPYAIPSDGQI LKGS

NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 IAEIYIEARREGQDFSQTAARIRAESLLPSGELGRLWQQDFQTAAKQIDTAVLNSPKLPPLPYAIPSDGQILKGS 900
NTDB id 1133 OK783 RS06970 WP 010951252.1 IAETYIGARREGQDFSQTAARIAAESLLPSGELGKLWQQSFQTAAKQIDTAVLNSPKLPPFPYAIPSDGQILKGS 899
consensus !!! !! !!!!!!!!!!!!!!! !!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo LGNLYRCGQVFYAYGKPNAPQRI
VAFLLEHL I FCAVMPSEAEMTRQTF IVQSGETE I

VLAE IAQDRALQLLSEWMAFF
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 LGNLYRCGQVFYAYGKPNAPQRIAFLLEHLIFCAVMPSEAEMRQTFIVQSGETEILAEIAQDRALQLLSEWMAFF 975
NTDB id 1133 OK783 RS06970 WP 010951252.1 LGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAVMPSEAETRQTFIVQSGETEVLAEIAQDRALQLLSEWMAFF 974
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo NIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNPLEQPLFENLAV
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 NIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNPLEQPLFENLV 1050
NTDB id 1133 OK783 RS06970 WP 010951252.1 NIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNPLEQPLFENLA 1049
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RLLADTFLAAAEKKREEGATGAA
NTDB id 47949 NMBM01240149 RS02630 WP 002223496.1 RLLADTFAAAEKKEEAGAA 1069
NTDB id 1133 OK783 RS06970 WP 010951252.1 RLLADTLAAAEKREGTGAA 1068
consensus !!!!!! !!!!!*! !!!
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