
logo MFYLYQSNRLESTLAALFAR IQKVKPLKCSALQPEQI IVVQSQGMRRYLNTCLARDLGVAANLASFSLPAGLTWKLMKK
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 MFYLYQSNRLETLAALFARIQKVKPLKSALQPEQIIVQSQGMRRYLNTCLARDLGVAANLSFSLPAGLTWKLMKK 75
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKK 75
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo L IPG IPELSPFAPEVMRWRLLDLFRSAEAEFQRNGTAEFEDVRNVLQDYLGSGESADYQLAGQLADI FDQYLVYRPQWI
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 LIPGIPELSPFAPEVMRWRLLDLFRSEAFRNTAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWI 150
NTDB id 1133 OK783 RS06970 WP 010951252.1 LIPGIPELSPFAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWI 150
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DAWQQGRI
RLGLGDDE IWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGI STMAPMYLQLLHKLS

NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 DAWQQGRRLGLGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLS 225
NTDB id 1133 OK783 RS06970 WP 010951252.1 DAWQQGRILGLGDDEIWQSKLWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLS 225
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EHCDVFVFALNPSGMHYWGNVI EAAQI LKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEME I EEGETPVFEEGGRD
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 EHCDVFVFALNPSGMYWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEGETPVFEEGGRD 300
NTDB id 1133 OK783 RS06970 WP 010951252.1 EHCDVFVFALNPSGMHWGNVIEAAQILKGGGDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRD 300
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!

logo TLLHALQTDIQNLKMPSENVGSVGTDDGS ICR IVSAHSPLRELQI LKDKLLKI LHEHPDWQPHDIAVLTPNI EPSYT
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 TLLHALQTDIQNLKMPSENVGSVGTDDGSIRIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIESYT 375
NTDB id 1133 OK783 RS06970 WP 010951252.1 TLLHALQTDIQNLKMPSENVGSVGTDDGSICIVSAHSPLRELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYT 375
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo PF I EAVFGQAQPGAQALPYSVSDVKI SRRQPFLFHYALESCLVFSDLLESRFEVDGKVLAVLLETAPVLRHRFGLTEGDDLPLL
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 PFIEAVFGQAQPGAQALPYSVSDVKISRRQPLFHALSCLFDLLESRFEVDKVLVLLETAPVLRHFGLTEDDLPLL 450
NTDB id 1133 OK783 RS06970 WP 010951252.1 PFIEAVFGQAQPGAQALPYSVSDVKISRRQPFFYALECVSDLLESRFEVGKVLALLETAPVLRRFGLTGDDLPLL 450
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!! !* !!!!!!!!! !!! !!!!!!!!!*!!!! !!!!!!

logo HDMVADLNVHRWGLDGEMRGGTDQLFTWKQAAVDERMI LGWMLPEGGNPMWQDGVSAWYADVNQTALMFGRFAAFLETLST
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 HDMVADLNVRWGLDGEMRGGTDQLFTWKQAVERMILGWMLPEGGNPMWQGVSAWYADVNQTALFGRFAAFLETLT 525
NTDB id 1133 OK783 RS06970 WP 010951252.1 HDMVADLNVHWGLDGEMRGGTDQLFTWKQAADRMILGWMLPEGGNPMWQDVSAWYADVNQTAMFGRFAAFLETLS 525
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!*



logo DIAVR IWRQPATI
VGEWVARCRDGLLEKTLFQAEGAPDDQKAVQNLENEWVKWQAEESTETLAGQFFSGQLPPQHQTVIRHIRRFLDS

NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 DIVRIWRQPATIGEWVARCRGLLKTLFQAEADDQKAVQNLENEWVKWQAETELAQFSGQLPPHTVIRHIRRFLDS 600
NTDB id 1133 OK783 RS06970 WP 010951252.1 DIARIWRQPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIRRFLDS 600
consensus !! !!!!!!!!*!!!!!!!! !! !!!!! *!!!!!!!!!!!!!!!!! !* !! ! !!!!**!!!!!!!!!!!!

logo ESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDL IVAKHPAKGDRARRDDDRYLFLEAL I SA
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 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 47997 NMBM04240196 RS02850 WP 014581368.1 REILYLSYIGRDIRKDEELAPSSLLGELIDTVAAMAGIGSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRT 750
NTDB id 1133 OK783 RS06970 WP 010951252.1 REILYLSYIGRDIRKDEELASSSLLGELIDTVAAMTGTNSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRT 750
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DYAAALGQTPEPPQPFFDQPSVENAEPVAE IGQDEF IRFWRNPVKVWLQQQLAWSEPHIGEAWEPAEPFEPQHADEQ
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 DYAAALGQTPEPPQPFFDQSVENAEPVAEIGQDEFIRFWRNPVKVWLQQQLAWSEPHIGEAWEPAEPFEPQHADQ 825
NTDB id 1133 OK783 RS06970 WP 010951252.1 DYAAALGQTPEPPQPFFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQ.QLAWSEPHIGEAWEPAEPFEPQHAEQ 824
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!

logo IAE I
TYI EGARREGQRDFASQTAAR IAGAESLLPSGELGKRLWQQDSFQTAAKQIDTAVLNSPKLPPFLPSYAIPSDGQI LKGS

NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 IAEIYIEARREGRDFAQTAARIGAESLLPSGELGRLWQQDFQTAAKQIDTAVLNSPKLPPLSYAIPSDGQILKGS 900
NTDB id 1133 OK783 RS06970 WP 010951252.1 IAETYIGARREGQDFSQTAARIAAESLLPSGELGKLWQQSFQTAAKQIDTAVLNSPKLPPFPYAIPSDGQILKGS 899
consensus !!! !! !!!!! !! !!!!!!*!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!

logo LGNLYRCGQVFYAYGKPNAPQRI
VAFLLEHL I FCAVMPSEAETRQTF IVQSGETE I

VLAE IAQDRALQLLSEWMAFF
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 LGNLYRCGQVFYAYGKPNAPQRIAFLLEHLIFCAVMPSEAETRQTFIVQSGETEILAEIAQDRALQLLSEWMAFF 975
NTDB id 1133 OK783 RS06970 WP 010951252.1 LGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAVMPSEAETRQTFIVQSGETEVLAEIAQDRALQLLSEWMAFF 974
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo NIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGNSKVSKGQKDYTEVALVFGNASQNPLEQPLFENLA
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 NIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGNKVSKGQKDYTEVALVFGNASQNPLEQPLFENLA 1050
NTDB id 1133 OK783 RS06970 WP 010951252.1 NIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSKGQKDYTEVALVFGNASQNPLEQPLFENLA 1049
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RLLADTFLAAAEKKREEGATGAA
NTDB id 47997 NMBM04240196 RS02850 WP 014581368.1 RLLADTFAAAEKKEEAGAA 1069
NTDB id 1133 OK783 RS06970 WP 010951252.1 RLLADTLAAAEKREGTGAA 1068
consensus !!!!!! !!!!!*! !!!
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