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NTDB id 1090952 ACL6EO RS17170 WP 413384270.1 ....MSEGDSEFSEVRDFFYGRRLLRSEIPFSDQRIKRLTEKEYITAEPSIIRRKNRYVCQRCGQSDQASFAAFWAPSAK 76
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHS..SG 78
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NTDB id 1090952 ACL6EO RS17170 WP 413384270.1 RQITYCRACVMMGRADELTSLYSWNQAPENSWEPVKLSWEGTLTDGQKRAAAALTDAIKERQELLVWAVCGSGKTEMLFP 156
NTDB id 108 BSU 35470 NP 391427.1 KNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFP 158
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logo GI EFSALNHQGLRVC I
VATPRTDVVLELALPRLKNAKAFEQGKAVDE I

VSALYGGSDEDKGRLSTPLMI STATHQLLMRYKRDAI FIDVMI IDEVDAF
NTDB id 1090952 ACL6EO RS17170 WP 413384270.1 GIEFALNHGLRVCVATPRTDVVLELLPRLNKAFEKVEVSALYGGSEDKGRLTPLMISTAHQLMRYRDIFDVMIIDEVDAF 236
NTDB id 108 BSU 35470 NP 391427.1 GIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAF 238
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logo PFYSADEQTLQRFAVDQKARKKNSATLVYLVSTATPPSDKETLKKRKAELANGLQLHKSVR IPARHYHRKPLPEPRFLVWCDGNWKKKLNQKRGNKI
LPPRASV

NTDB id 1090952 ACL6EO RS17170 WP 413384270.1 PFSADETLRFAVDKARKKNSALVYVTATPSDTLKKKAEAGLLKSVRIPARYHRKPLPEPRFLWCDNWKKKLQKGKLPRSV 316
NTDB id 108 BSU 35470 NP 391427.1 PYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAV 318
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NTDB id 1090952 ACL6EO RS17170 WP 413384270.1 TDWVRQKLQLQLPVFLFVPSVHVLKKTTDYFRKLNIRAEGVHAEDTFRKDKVKRFRDGRLDLLVTTTILERGVTVPKVQT 396
NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 398
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KTKNGSMKLDKAKRKHI EKEHMNEKLAAQKSVEKCLLTD
NTDB id 1090952 ACL6EO RS17170 WP 413384270.1 CVLGAEAPIFTESALVQIAGRTGRHYKHFSGDVVMFHFGITNGMKKAKKHIEHMNKLAQKSKLLD 461
NTDB id 108 BSU 35470 NP 391427.1 GVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
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