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NTDB id 1386 A4U84 RS02735 WP 005710402.1 YQQTGDNQKAEEAYQQALKLSKTQSKNNQVRPDVLNNYGTFLCKQKLFDKAYQQFETALTSQEAYYNQADTLENIALCAN 160
NTDB id 367717 FEE42 RS04030 WP 164027766.1 HQLQGDVNEARKSYLKSIKLDEK.......QGDVHNNFGAFLCSQGEFEQANKQFELALLSP.NYYRQADTYENMVLCSQ 151
NTDB id 1358 HI 0366 AAC22024.1 YQQQGQIENAFREYEIAVNLNHK.......QGDVHNNFGTFLCSQKKFEQAQQQFELALNSP.NYYHQADTFENIVLCAY 149
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NTDB id 1386 A4U84 RS02735 WP 005710402.1 MKKDIEKQKTALSQLEKIDKSRAERLYNFMEIR 193
NTDB id 367717 FEE42 RS04030 WP 164027766.1 ALNQSEAYQKAIDKLRQIDVNRAEKLSLIK... 181
NTDB id 1358 HI 0366 AAC22024.1 SAQKMDIYQQTLEKLRQIDGKRAEKFNSLK... 179
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