
logo MPSVPTFF IGEERLKTIKFVCKIGLASLICLLGALRAVTSGHI
VAADNETSEGVSATKVTSEQKDSTSTLTSATSGSSSEQNQSSTNSKSTTQSTSNAEQVRQNTSNVATAAHYWDGDYYVK

NTDB id 29396 SPPN RS07615 WP 080564677.1 MPVPFFIGEERLKTKFVCIGLASLCLLGARVSGIAADETSGSTVSEKSSLSTG........TSSTSSNEQRNSVTAHWDGDYYVK 77
NTDB id 261 KZH43 RS06955 WP 075825861.1 MSVTFFIGEERLKI...KIGLASICLLGLATSHVAANETEVAKTSQDTTTASSSSEQNQSSNKTQTSAEVQTNAAAYWDGDYYVK 82
NTDB id 220 SPD RS07460 WP 075825861.1 MSVTFFIGEERLKI...KIGLASICLLGLATSHVAANETEVAKTSQDTTTASSSSEQNQSSNKTQTSAEVQTNAAAYWDGDYYVK 82
NTDB id 186 SPR RS07105 WP 010976587.1 MSVTFFIGEERLKI...KIGLASICLLGLATSHVAANETEVAKTSQDTTTASSSSEQNQSSNKTQTSAEVQTNAAAYWDGDYYVK 82
consensus !*!*!!!!!!!!!* *!!!!!*!!!!***!**!!*!!*****!*********************!*!******!*!!!!!!!!

logo

A
DDGSKAQSEWI FDNYYKAWFYIKNSDGRYASQNEWHGNYYLKSGGYMAQNEWIYDSNYKSWFYLKSDGAYAHQEWQL IGNKWYYFKEK

NTDB id 29396 SPPN RS07615 WP 080564677.1 ADGSKAQSEWIFDNYYKAWFYIKSDGRYAQNEWHGNYYLKSGGYMAQNEWIYDSNYKSWFYLKSDGAYAHQEWQLIGNKWYYFKE 162
NTDB id 261 KZH43 RS06955 WP 075825861.1 DDGSKAQSEWIFDNYYKAWFYINSDGRYSQNEWHGNYYLKSGGYMAQNEWIYDSNYKSWFYLKSDGAYAHQEWQLIGNKWYYFKK 167
NTDB id 220 SPD RS07460 WP 075825861.1 DDGSKAQSEWIFDNYYKAWFYINSDGRYSQNEWHGNYYLKSGGYMAQNEWIYDSNYKSWFYLKSDGAYAHQEWQLIGNKWYYFKK 167
NTDB id 186 SPR RS07105 WP 010976587.1 DDGSKAQSEWIFDNYYKAWFYINSDGRYSQNEWHGNYYLKSGGYMAQNEWIYDSNYKSWFYLKSDGAYAHQEWQLIGNKWYYFKK 167
consensus *!!!!!!!!!!!!!!!!!!!!!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo WGYMAKSQWQGSYFLNGQGAMMIQNEWLYDPAYSAYFYLKSDGTYANQEWQKVGGKWYYFKKWGYMARNEWQGNYYLTGSGAMATD
NTDB id 29396 SPPN RS07615 WP 080564677.1 WGYMAKSQWQGSYFLNGQGAMMQNEWLYDPAYSAYFYLKSDGTYANQEWQKVGGKWYYFKKWGYMARNEWQGNYYLTGSGAMATD 247
NTDB id 261 KZH43 RS06955 WP 075825861.1 WGYMAKSQWQGSYFLNGQGAMIQNEWLYDPAYSAYFYLKSDGTYANQEWQKVGGKWYYFKKWGYMARNEWQGNYYLTGSGAMATD 252
NTDB id 220 SPD RS07460 WP 075825861.1 WGYMAKSQWQGSYFLNGQGAMIQNEWLYDPAYSAYFYLKSDGTYANQEWQKVGGKWYYFKKWGYMARNEWQGNYYLTGSGAMATD 252
NTDB id 186 SPR RS07105 WP 010976587.1 WGYMAKSQWQGSYFLNGQGAMIQNEWLYDPAYSAYFYLKSDGTYANQEWQKVGGKWYYFKKWGYMARNEWQGNYYLTGSGAMATD 252
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EVIMDGARYI FAASGELKEKKDLNVGWVHKRDGKRYFFNNREEQVGTEHAKKVI IDI SEHNGR INDWKKVIDENKEVDGVIVRLGYSG
NTDB id 29396 SPPN RS07615 WP 080564677.1 EVIMDGARYIFAASGELKEKKDLNVGWVHKDGKRYFFNNREEQVGTEHAKKVIDISEHNGRINDWKKVIDENEVDGVIVRLGYSG 332
NTDB id 261 KZH43 RS06955 WP 075825861.1 EVIMDGARYIFAASGELKEKKDLNVGWVHRDGKRYFFNNREEQVGTEHAKKIIDISEHNGRINDWKKVIDENEVDGVIVRLGYSG 337
NTDB id 220 SPD RS07460 WP 075825861.1 EVIMDGARYIFAASGELKEKKDLNVGWVHRDGKRYFFNNREEQVGTEHAKKIIDISEHNGRINDWKKVIDENEVDGVIVRLGYSG 337
NTDB id 186 SPR RS07105 WP 010976587.1 EVIMDGARYIFAASGELKEKKDLNVGWVHRDGKRYFFNNREEQVGTEHAKKIIDISEHNGRINDWKKVIDENKVDGVIVRLGYSG 337
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!

logo KEDKELAHNIKELNRLGIPYGVYLYTYAENETDAENDAEKQTI ELLIKKYNMNLSYP IYYDVENWEYVNKSKRAPSDTGDTWVKI INK
NTDB id 29396 SPPN RS07615 WP 080564677.1 KEDKELAHNIKELNRLGIPYGVYLYTYAENETDAENDAEQTIELLKKYNMNLSYPIYYDVENWEYVNKSKRAPSDTGTWVKIINK 417
NTDB id 261 KZH43 RS06955 WP 075825861.1 KEDKELAHNIKELNRLGIPYGVYLYTYAENETDAENDAKQTIELIKKYNMNLSYPIYYDVENWEYVNKSKRAPSDTDTWVKIINK 422
NTDB id 220 SPD RS07460 WP 075825861.1 KEDKELAHNIKELNRLGIPYGVYLYTYAENETDAENDAKQTIELIKKYNMNLSYPIYYDVENWEYVNKSKRAPSDTDTWVKIINK 422
NTDB id 186 SPR RS07105 WP 010976587.1 KEDKELAHNIKELNRLGIPYGVYLYTYAENETDAENDAKQTIELIKKYNMNLSYPIYYDVENWEYVNKSKRAPSDTDTWVKIINK 422
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!

logo YMEDTMKQAGYQNVYVYSYRSLLQTRLKHPDI LKHVNWVAAYTNALEWENPHYYSGEKGWQYTSSEYMKGIQGRVDVSVWY
NTDB id 29396 SPPN RS07615 WP 080564677.1 YMETMKQAGYQNVYVYSYRSLLQTRLKHPDILKHVNWVAAYTNALEWENPHYSGEKGWQYTSSEYMKGIQGRVDVSVWY 496
NTDB id 261 KZH43 RS06955 WP 075825861.1 YMDTMKQAGYQNVYVYSYRSLLQTRLKHPDILKHVNWVAAYTNALEWENPYYSGEKGWQYTSSEYMKGIQGRVDVSVWY 501
NTDB id 220 SPD RS07460 WP 075825861.1 YMDTMKQAGYQNVYVYSYRSLLQTRLKHPDILKHVNWVAAYTNALEWENPYYSGEKGWQYTSSEYMKGIQGRVDVSVWY 501
NTDB id 186 SPR RS07105 WP 010976587.1 YMDTMKQAGYQNVYVYSYRSLLQTRLKHPDILKHVNWVAAYTNALEWENPYYSGEKGWQYTSSEYMKGIQGRVDVSVWY 501
consensus !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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