
logo MFYLYQSNRLESLAALFAR IQKVKPLKCSAVLQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKL IPGIPELSP
NTDB id 81059 HT081 RS01080 WP 172762257.1 MFYLYQSNRLESLAALFARIQKVKPLKSVLQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGIPELSP 85
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGIPELSP 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADI FDQYLVYRPQWIDAWQQGR I LGLGDDE IWQSK
NTDB id 81059 HT081 RS01080 WP 172762257.1 FAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILGLGDDEIWQSK 170
NTDB id 1133 OK783 RS06970 WP 010951252.1 FAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILGLGDDEIWQSK 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGI STMAPMYLQLLHKLSEHCDVFVFALNPSGMHWGNVI EAAQI LKGG
NTDB id 81059 HT081 RS01080 WP 172762257.1 LWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGMHWGNVIEAAQILKGG 255
NTDB id 1133 OK783 RS06970 WP 010951252.1 LWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGMHWGNVIEAAQILKGG 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GDPDLTQAGHPLLASLGKQGRDFFDFLNEME I EEETPVFEEGGRDTLLHALQTDIQNLKMPSENTVGSVGNTDGDGS ICR IVSAHSPLR
NTDB id 81059 HT081 RS01080 WP 172762257.1 GDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSETVGSVNTGDGSIRIVSAHSPLR 340
NTDB id 1133 OK783 RS06970 WP 010951252.1 GDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSENVGSVGTDDGSICIVSAHSPLR 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! ! !!!!*!!!!!!!!!

logo ELQI LKDKLLKI LHEHPDWQPHDIAVLTPNI EPYTPF I EAVFGQAQPGAQALPYSVSDVKI SRRQPFLFHYALESCLVFSDLLESRFEVDG
NTDB id 81059 HT081 RS01080 WP 172762257.1 ELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVKISRRQPLFHALSCLFDLLESRFEVD 425
NTDB id 1133 OK783 RS06970 WP 010951252.1 ELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVKISRRQPFFYALECVSDLLESRFEVG 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!! !* !!!!!!!!!

logo KVLAVLLETAPVLRRFGLTGDDLPLLHDMVADLNI
V
H
RWGLDGEMRGGTDQLFTWKQAADRMI

VLGWMLPEGGNPMWQDVSAWYADVNQ
NTDB id 81059 HT081 RS01080 WP 172762257.1 KVLVLLETAPVLRRFGLTGDDLPLLHDMVADLNIRWGLDGEMRGGTDQLFTWKQAADRMVLGWMLPEGGNPMWQDVSAWYADVNQ 510
NTDB id 1133 OK783 RS06970 WP 010951252.1 KVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHWGLDGEMRGGTDQLFTWKQAADRMILGWMLPEGGNPMWQDVSAWYADVNQ 510
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!

logo TAMFGRFAAFLETLSDIAR IWRQPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIR
NTDB id 81059 HT081 RS01080 WP 172762257.1 TAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIR 595
NTDB id 1133 OK783 RS06970 WP 010951252.1 TAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIR 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEAL I SARE I LY
NTDB id 81059 HT081 RS01080 WP 172762257.1 RFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILY 680
NTDB id 1133 OK783 RS06970 WP 010951252.1 RFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILY 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSYIGRDIRKDEELAPSSSLLGEL IDTVAAMTGTNSRQLAQNWI EQHPLQAFSRRYFQEGGRSDGI FGTRTDYAAALGQTPEPPQRP
NTDB id 81059 HT081 RS01080 WP 172762257.1 LSYIGRDIRKDEELAPSSLLGELIDTVAAMTGTNSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPRP 765
NTDB id 1133 OK783 RS06970 WP 010951252.1 LSYIGRDIRKDEELASSSLLGELIDTVAAMTGTNSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQP 765
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo FFDQPVENAEPVAE IGQDEF IRFWRNPVKVWLQQLAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAAR IAAES
NTDB id 81059 HT081 RS01080 WP 172762257.1 FFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQLAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAES 850
NTDB id 1133 OK783 RS06970 WP 010951252.1 FFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQLAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAES 850
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LLPSGELGKLWQQCSFLQTAAKQIDTAVLNSPKLPPFPYAIPSDGQI LKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHL I FCAVM
NTDB id 81059 HT081 RS01080 WP 172762257.1 LLPSGELGKLWQQCLQTAAKQIDTAVLNSPKLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAVM 935
NTDB id 1133 OK783 RS06970 WP 010951252.1 LLPSGELGKLWQQSFQTAAKQIDTAVLNSPKLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAVM 935
consensus !!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PSEAETRQTF IVQSGETEVLAE IAQDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQRTAYYGSKVSK
NTDB id 81059 HT081 RS01080 WP 172762257.1 PSEAETRQTFIVQSGETEVLAEIAQDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKARTAYYGSKVSK 1020
NTDB id 1133 OK783 RS06970 WP 010951252.1 PSEAETRQTFIVQSGETEVLAEIAQDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVSK 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!

logo GQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEKREGTGAA
NTDB id 81059 HT081 RS01080 WP 172762257.1 GQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEKREGTGAA 1068
NTDB id 1133 OK783 RS06970 WP 010951252.1 GQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEKREGTGAA 1068
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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