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NTDB id 110018 ABXS88 RS01335 WP 353673406.1 MNSTGKWLKAYRGWLLVALALVVAAAIIIGAY............LRDGGRLPPLPQDPQIQVYFNHNQAQGADYRDPYRQ 68
NTDB id 1416 SGL RS14595 WP 010873643.1 ......MGKLNRGWKPNPVVIFVALALLVAIAVIGIGKVDPLGLGQSLARPDPLPQQEEIQVYFNLNNAKGADFIDPDRD 74
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NTDB id 110018 ABXS88 RS01335 WP 353673406.1 IQRPGDNLEAIILQAINNAQSRIDLAVQELRLPRIAQALVAQKQKGRQVRVILENQYNFVVAEKIGSGATSATSDQDGDQ 148
NTDB id 1416 SGL RS14595 WP 010873643.1 FKRQGDNFEQIILEQIDQAQSTIDLAVQELRLPRIAQALVEKQKTGVRVRLVLENTYNQTIKEAVETE...........K 143
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NTDB id 110018 ABXS88 RS01335 WP 353673406.1 ADDRLEDYQAFLDQNRDGQISESESAERDAIQILRQGGVPLIDDTEDGSKGTGLMHHKFLVVDGQTVIVTSANFTLSDQH 228
NTDB id 1416 SGL RS14595 WP 010873643.1 DPFRYRGPLAYLDQNQDGRISPAESAERDAIEILRTQKIPLIDDTEDGSKGSGLMHHKFMVLDNKTVIVTSANFTPSDQH 223
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NTDB id 110018 ABXS88 RS01335 WP 353673406.1 GDYSRPATRGNANNLLVIQSPALADIFSEEFNLMWGDGPGGRADSRFGLKKPHRSAQTVTVGQSTVTVKFSPDSRQLPWS 308
NTDB id 1416 SGL RS14595 WP 010873643.1 GDYDDNFTRGNANNLLVVQSPAVAHLFTEEFNLLWGDGPGAEKDSLFGINKPSRPAKVLKVGETTVTVKFSPDRRAIPFP 303
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NTDB id 110018 ABXS88 RS01335 WP 353673406.1 ETSNGLIARYLNTAQKSIDLALFVFSEQPLVDVLQQPFQRGVEIKTLIDPGFAFRSYSEGLDLLGVSLREQCRVEAGNRP 388
NTDB id 1416 SGL RS14595 WP 010873643.1 NTSNGLIAQYLNQAQQKIQLALFVFSEQALSNVINQRFQAGTEVKALIDRGFAFRYYSEGLDLLGVTLLEDCLEQPGNSP 383
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NTDB id 110018 ABXS88 RS01335 WP 353673406.1 WPLAASFVGIPTLVEGDKLHHKLAVIDVQTVITGSHNWSPSANLQNDETLLILQNPKIAAHYQRELERLQANAQWGLPEG 468
NTDB id 1416 SGL RS14595 WP 010873643.1 WALPTEFVGTPALPRGDKLHHKFALVDDDTVITGSHNWSPAANHNNDETVLVLQNAQIAAHYQRELDRLYAVTEYGLPPT 463
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NTDB id 110018 ABXS88 RS01335 WP 353673406.1 LKRKIKAQERACGQNVTPQPSPLAIATTAPLVNLNTATQTELESLPGIGPSLAKKIITARQNQPFTGLEDLERVPGLKAK 548
NTDB id 1416 SGL RS14595 WP 010873643.1 VQARIDRQEQECAN.PRPSPKPLAKATPNRLVNLNRGSQEELESLPGIGPSTAEKIISTREQKAFTSLEDLGRVKGIGPS 542
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NTDB id 110018 ABXS88 RS01335 WP 353673406.1 KINALRGQVIW 559
NTDB id 1416 SGL RS14595 WP 010873643.1 KIEGLRGKVTW 553
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