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NTDB id 1386 A4U84 RS02735 WP 005710402.1 MTFAKFFRNLTACSVALWLVACANQTTQVDFNRSEAVKARINLALAYLEQSDFPKAKENIDKALEHDVKDYLPHSVLAYY 80
NTDB id 111169 ACMCNG RS01040 WP 226692532.1 .MKPFFIQYLSVVIFPLVFSACVSQTSPADFNKRQAAKARVELALGYLHHNNFPQAKQNLDKALEHDKNYYLVHSAFAHF 79
NTDB id 1358 HI 0366 AAC22024.1 ..MKTISKQLSAVIFPFIFSACVSQSA.SSLNHQTAAKARVELALSYLQQNNPQLAKINLDKALQHDKNYYLVHSALAHY 77
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NTDB id 1386 A4U84 RS02735 WP 005710402.1 YQQTGDNQKAEEAYQQALKLSKTQSKNNQVRPDVLNNYGTFLCKQKLFDKAYQQFETALTSQEAYYNQADTLENIALCAN 160
NTDB id 111169 ACMCNG RS01040 WP 226692532.1 YQLQGDVTSARESYLQAIKLNDK.......QGETYNNFGAFLCGLGEFEQARQAFDRALSS.PHYYRQADTYENMALCAR 151
NTDB id 1358 HI 0366 AAC22024.1 YQQQGQIENAFREYEIAVNLNHK.......QGDVHNNFGTFLCSQKKFEQAQQQFELALNS.PNYYHQADTFENIVLCAY 149
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NTDB id 1386 A4U84 RS02735 WP 005710402.1 MKKDIEKQKTALSQLEKIDKSRAERLYNFMEIR 193
NTDB id 111169 ACMCNG RS01040 WP 226692532.1 AFNQKDVYQQAVDKLRQIDEYRAEKLNQIK... 181
NTDB id 1358 HI 0366 AAC22024.1 SAQKMDIYQQTLEKLRQIDGKRAEKFNSLK... 179
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