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NTDB id 1082766 ACK1LH RS02980 WP 203289555.1 MPTISKITTQKSSEERFNVFLNDGKGEKFAFSVDQNVLLKFGLKKGLELDEMEILEIQYGDSVKKAFNKAIEFLGFRMRS 80
NTDB id 116 BSU 08520 NP 388733.1 MPFITKISTQKKNTERFNIFLDD....KYAFSVDADVLVKFELKKGKELDDLDIIEIQYGDEVKKGFNRALDFLSYRMRS 76
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NTDB id 1082766 ACK1LH RS02980 WP 203289555.1 EKETADMLLKKEYPESVVTEVIHQLRHYKYVNDSEFADAFVRTHWKTGGKGPGVIKRELSLKGIDKATAEKALEQYTKED 160
NTDB id 116 BSU 08520 NP 388733.1 TKEVEDHLKKKETSPPVIAEVIHRLNDYKYLNDQEFAAAYVSTHKKTNGKGPDVLFRELRAKGIDDDTIKEALSSFSFED 156
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NTDB id 1082766 ACK1LH RS02980 WP 203289555.1 QIEQAMVHAEKTVRKEAKSSTVQTKQKIEQTLLRKGFNFDVISIVTEEMTYENNDDEEYQSLVKQAEKLQRKYAKEKPSA 240
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NTDB id 1082766 ACK1LH RS02980 WP 203289555.1 YRLKMKQALYRKGFQIDMIERFLNEEEEQD 270
NTDB id 116 BSU 08520 NP 388733.1 SAMKVKQFLFRKGFSLDLIEQLLQEEEY.. 264
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