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NTDB id 615 LCA RS02545 WP 011374200.1 ............MGQQVIACGRQFTAAQLADT....QNNNYSLPQIKRRPAFLRVKHRLVCQRCQQVVPPQ....TC..LPDGRH 63
NTDB id 55962 HD73 RS27900 WP 000879427.1 .................MLAGKQLLLEELSSDLQRELNDLKKKGEIVCVQGVKKKNSKYMCQRCGNVDRRLFASFLCKRCSKVCA 68
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFS.DEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHS..SGKNKL 82
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NTDB id 615 LCA RS02545 WP 011374200.1 YCAQCLLFGRLVEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQGILVALQKG 148
NTDB id 55962 HD73 RS27900 WP 000879427.1 YCRKCITMGRVSECAVLVRGIAERKREKNSNLLQWNGTLSTGQNLAAQGVIEAIKQKESFFIWAVCGAGKTEMLFYGINEALQKG 153
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NTDB id 615 LCA RS02545 WP 011374200.1 QVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNVAVLVLGAEHMVFNEAVLVQIAGRA 402
NTDB id 55962 HD73 RS27900 WP 000879427.1 HVRYIEEISLLLKPL..NNRIEGVHAEDPGRKEKVAAFKKGEIPLLVTTTILERGVTVKNLQVAVLGAEEEMFSESALVQIAGRA 406
NTDB id 108 BSU 35470 NP 391427.1 SVSILEKAAACFKGV..HCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGVLGAESSIFTESALVQIAGRT 420
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