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VATPRTDVVLELALPRLKAKAFEQGKAVDI

VSALYGGSDEDKGRLSTPLMI STATHQLLMRYKRDAI FIDVMI IDEVDAF
NTDB id 173454 AS588 RS16420 WP 015387627.1 GIEFALNQGLRVCVATPRTDVVLELLPRLKKAFEKVDVSALYGGSEDKGRLTPLMISTAHQLMRYRDIFDVMIIDEVDAF 236
NTDB id 108 BSU 35470 NP 391427.1 GIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAF 238
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logo PFYSADEQTLQRFAVDQKARKKNSATLVYLVSTATPPSDKETLKKRKNAELANGLQLHKSVR IPARHYHRKPLPEPRFLVWCGNWKKKLNQKRGNKI
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NTDB id 173454 AS588 RS16420 WP 015387627.1 PFSADETLRFAVDKARKKNSALVYVTATPSDTLKKNAEAGLLKSVRIPARYHRKPLPEPRFLWCGNWKKKLQKGKLPRSV 316
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NTDB id 173454 AS588 RS16420 WP 015387627.1 TDWVRQKLQSQLPVFLFVPSVHVLKKTTDYFQKLNIRAEGVHAEDTFRKDKVKRFRDGRLDLLVTTTILERGVTVPKVQI 396
NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 398
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NTDB id 173454 AS588 RS16420 WP 015387627.1 CVLGAEAPIFTESALVQIAGRTGRHYKHFSGDVVLFHFGITNGMKKAKKHIEHMNKLAQKSKLLD 461
NTDB id 108 BSU 35470 NP 391427.1 GVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
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