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NTDB id 418582 CyaNS01 RS00095 WP 186697883.1 ............MPLRPFPPFPPLPPGPLPGDHS........................AAGGDQAAAGLLQQP....L.. 38
NTDB id 1410 SGL RS13950 WP 010873519.1 MTSSSSSKKSRAVALRN..YFSPFGNKLVAGGHVDAEQLRQALVQVKKTGRSLPEELKAVTGRELSPELLRQYKKNQLFE 78
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LAEQQREGDPPGSVLVAVAMVDPPSDNWGLRAEAPQRDRAELVNQLRAI LRSAVKLGFLE
NTDB id 418582 CyaNS01 RS00095 WP 186697883.1 ....LDRGDLTPEE....VR......NPGLSFERWGEFGACPIAER....PGVLVVAVPSDWGREPRRAVQLALSALGLE 100
NTDB id 1410 SGL RS13950 WP 010873519.1 LKVLYGVDSVDPEVAPIATQQMAELIGRFFPLDTCRRFKFLPLAQQEGDPPSVLVAMVDPDNL.AAQDELNRILRVKGFE 157
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NTDB id 418582 CyaNS01 RS00095 WP 186697883.1 ADLLQARSRDITDALEQMALLTSLEQEESSRETAGKDEASDLMEPRSLTKDLELPSASGQLQEVLELEDLEVSEAETNSS 180
NTDB id 1410 SGL RS13950 WP 010873519.1 LRRLVVTQDDFNQLLEQYYAIRE..EWEAAQEKRD........QERALDKLNDLTDIVGSIDMNLGEDKEDVDNALDSND 227
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KDGVLNQKQALFDEDPLPRKS ILTVPAVTVASRFLKIMADELMDIAERRLSPQDG
NTDB id 418582 CyaNS01 RS00095 WP 186697883.1 ANASPIVSLVDRILIEALSIGASDIHVEPYDQTLEIRFRIDGVLQKLFEDLPRSLVPAVTSRLKIMAELDIAERRLPQDG 260
NTDB id 1410 SGL RS13950 WP 010873519.1 ANQAPVINLVNKILAKALQEGTSDIHVEPQEETLRIRFRKDGVLNQAFDPLPRKITPAVVARFKIMADMDIAERRSPQDG 307
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NTDB id 418582 CyaNS01 RS00095 WP 186697883.1 RIRRLFRGRKMDFRVSTLPTRNGEKVVLRLLDSSSTELGLDTLITNPDARATLRELGSNPYGMVLVTGPTGSGKSTTLYA 340
NTDB id 1410 SGL RS13950 WP 010873519.1 KIRRIYQGRKVDFRVNTLPSRYGEKVCLRILDNSATQLGLDFLITNPETLQTVRELAARPYGLMLVTGPTGSGKSTTLYS 387
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NTDB id 418582 CyaNS01 RS00095 WP 186697883.1 LLSERNNPDINISTVEDPIEYTLQGITQTQVNRDKGLDFPTTLRAFMRQDPDVLLVGETRDLETAKTAIEAALTGHLVFT 420
NTDB id 1410 SGL RS13950 WP 010873519.1 VLAERNSPEVNINTAEDPIEYALPGITQVQVIREKGMDFSNILRAFMRQDPDVILVGETRDKETAKTAIEAALTGHLVLT 467
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NTDB id 418582 CyaNS01 RS00095 WP 186697883.1 TLHCNDAASAITRLDEMGVEPFMVSASLLGIVSQRLVRRVCSQCRISYHPDPEELSRFGLLVSEVSDVTFYRADTGH... 497
NTDB id 1410 SGL RS13950 WP 010873519.1 TLHTNDAAGAIARLDEMGVEPFMVSGSLLGVLAQRLMRKVCTECRIAYHPSKEELSRFGLSASGDEVVTFYKANSLSPDE 547
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NTDB id 418582 CyaNS01 RS00095 WP 186697883.1 ....GRQKRACPNCNGNGYKGRVAAFEVLRINDAISTAIAQRQTTDVIRRLALESGMKTLLGYGLELVREGHTTLAEVQR 573
NTDB id 1410 SGL RS13950 WP 010873519.1 IHLARQKGNLCQKCSGSGYKGRVGVYEVMRNSERIAELINQGATTDRIKDCAVEEGMITLLAYSLNLVQEGYTTLEEVER 627
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NTDB id 418582 CyaNS01 RS00095 WP 186697883.1 ILLTDTGLESERRSRALSTLTCKDCGAGLSDAWLECPYCLTPR.. 616
NTDB id 1410 SGL RS13950 WP 010873519.1 VTFTDTGLESEMRAKRKSALTCRTCAAELQQEWLDCPYCMTSRFS 672
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