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VATPRTDVVLELALPRLKAKAFEQGKAVDI

VSALYGGSSDEDKGRLSTPLMI STATHQLLMRYKRDAI FIDVMI IDEVDAF
NTDB id 1064862 ACHKST RS17040 WP 101562487.1 GIEFALNHGLRVCVATPRTDVVLELLPRLKKAFEKVDVSALYGSSEDKGRLTPLMISTAHQLMRYRDIFDVMIIDEVDAF 236
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TLQRFAVDQKARKKNSATLVYLVSTATPPSDKETLKKRKNAELANGLQLHKSVR IPARHYHRKPLPEPRFLVWCGNWKKKLNQKRGNKI
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NTDB id 1064862 ACHKST RS17040 WP 101562487.1 TDWVRQKLQSQLPVFLFVPSLHVLKKTTDYFQKLNIRAEGVHAEDTFRKDKVKRFRDGLLDLLVTTTILERGVTVPKVQT 396
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NTDB id 1064862 ACHKST RS17040 WP 101562487.1 CVLGAEAPIFTESALVQIAGRTGRHYKHFSGDVVMFHFGMTNGMKKAKKHIEHMNKLAQKSKLLD 461
NTDB id 108 BSU 35470 NP 391427.1 GVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
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