
logo MSVPTFF IGEERLKTIKIGKIGLAS ICLLGLATSHVAANETEVSAKTSQDTTTVASSSSEQNQSSNKTQTSTAGEVKQTNVAAAHYWDGDYYVK
NTDB id 26039 SPT RS07525 WP 078134694.1 MSVPFFIGEERLKTKIGKIGLASICLLGLATSHVAANETEVSKTSQDTTTVSSSSEQNQSSNKTQTSTGVKTNVAAHWDGDYYVK 85
NTDB id 261 KZH43 RS06955 WP 075825861.1 MSVTFFIGEERLKIK...IGLASICLLGLATSHVAANETEVAKTSQDTTTASSSSEQNQSSNKTQTSAEVQTNAAAYWDGDYYVK 82
NTDB id 220 SPD RS07460 WP 075825861.1 MSVTFFIGEERLKIK...IGLASICLLGLATSHVAANETEVAKTSQDTTTASSSSEQNQSSNKTQTSAEVQTNAAAYWDGDYYVK 82
NTDB id 186 SPR RS07105 WP 010976587.1 MSVTFFIGEERLKIK...IGLASICLLGLATSHVAANETEVAKTSQDTTTASSSSEQNQSSNKTQTSAEVQTNAAAYWDGDYYVK 82
consensus !!!*!!!!!!!!!*! !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!**!*!!*!!*!!!!!!!!

logo

A
DDGSKAQSEWI FDNYYKAWFYIKNSDGRYASQNEWHGNYYLKSGGYMAQNEWLIYDNSNYKSWFYLKSDGAYAHQEWQL IGNKWYYFKK

NTDB id 26039 SPT RS07525 WP 078134694.1 ADGSKAQSEWIFDNYYKAWFYIKSDGRYAQNEWHGNYYLKSGGYMAQNEWLYDNNYKSWFYLKSDGAYAHQEWQLIGNKWYYFKK 170
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 26039 SPT RS07525 WP 078134694.1 WGYMAKSQWQGSYFLNGQGAMMQNEWLYDPAYSAYFYLKSDGTYANQEWQKVGGKWYYFKKWGYMARNEWQGNYYLTGSGAMATD 255
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 FAASGELKEKKDLNVGWVHRDGKRYFFNNREEQVGTEHAKKVI IDI SEHNGR INDWKKVIDENKEVDGVIVRLGYSG
NTDB id 26039 SPT RS07525 WP 078134694.1 EVIMDGARYIFAASGELKEKKDLNVGWVHRDGKRYFFNNREEQVGTEHAKKVIDISEHNGRINDWKKVIDENEVDGVIVRLGYSG 340
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 26039 SPT RS07525 WP 078134694.1 KEDKELAHNIKELNRLGIPYGVYLYTYAENETDAENDAEQTIELLKKYNMNLSYPIYYDVENWEYVNKSKRAPSDTGTWVKIINK 425
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 26039 SPT RS07525 WP 078134694.1 YMETMKQAGYQNVYVYSYRSLLQTRLKHPDILKHVNWVAAYTNALEWENPHYSGEKGWQYTSSEYMKGIQGRVDVSVWY 504
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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