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NTDB id 1028 TT RS08215 WP 011173991.1 EAAITKLIERFYGKAELSEIAKEFA............................KKQAEEEVPSPLE...LDESAAQKFVK 512
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NTDB id 1410 SGL RS13950 WP 010873519.1 QDDFNQLLEQYYAIREEWEAAQEKRDQERALDKLNDLTDIVGSID......MNLGEDKEDVDNALDSNDANQAPVINLVN 238
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NTDB id 1028 TT RS08215 WP 011173991.1 QVIREAFLQDASDIHIEPRQNDVQVRLRIDGALRPYS.TLPKGALNAVISVVKIMGGLNIAEKRLPQDGRVRYREGAIDV 591
NTDB id 418615 SynRS9909 RS00100 WP 007101116.1 RILLQALQLGASDIHVEPQQAGLQVRFRQDGVLQSYSEPLPSRLVPAVTSRFKIMADLDIAERRQAQDGRIRRRFQERTV 200
NTDB id 1410 SGL RS13950 WP 010873519.1 KILAKALQEGTSDIHVEPQEETLRIRFRKDGVLNQAFDPLPRKITPAVVARFKIMADMDIAERRSPQDGKIRRIYQGRKV 318
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NTDB id 1028 TT RS08215 WP 011173991.1 DLRLSTLPTVYGEKAVMRLLKKASDIPEIEDLGFAPGVFERFKEVISKPYGIFLITGPTGSGKSFTTFSILKRIATPDKN 671
NTDB id 418615 SynRS9909 RS00100 WP 007101116.1 DFRVNSLPSRFGEKIVLRLLDSSATQLGLDTLITDPAALDLVRNLGAKPFGMILVTGPTGSGKSTTLYSLLAERNDPGIN 280
NTDB id 1410 SGL RS13950 WP 010873519.1 DFRVNTLPSRYGEKVCLRILDNSATQLGLDFLITNPETLQTVRELAARPYGLMLVTGPTGSGKSTTLYSVLAERNSPEVN 398
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NTDB id 1028 TT RS08215 WP 011173991.1 TQTIEDPVEYEIPGINQTQVNPQAGLTFARALRAFLRQDPDIIMVGEIRDSETAKIATEAALTGHLVIATLHTNDAAQAI 751
NTDB id 418615 SynRS9909 RS00100 WP 007101116.1 ISTVEDPIEYTLPGITQCQVNRDKGFDFSTALRAFMRQDPDVLLVGETRDLETAKTAIEAALTGHLVLTTLHCNDAPSAI 360
NTDB id 1410 SGL RS13950 WP 010873519.1 INTAEDPIEYALPGITQVQVIREKGMDFSNILRAFMRQDPDVILVGETRDKETAKTAIEAALTGHLVLTTLHTNDAAGAI 478
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NTDB id 1028 TT RS08215 WP 011173991.1 TRLDEMGVEPFNISAALIGVLSQRLVRRVCEHCKVEVKPDPETLRRLGLSEAEIQGARLY...............KGMGC 816
NTDB id 418615 SynRS9909 RS00100 WP 007101116.1 ARLSEMGVEPFMVSASLIGIVSQRLLRKVCHHCCESYQPDASELGRFGLMTHNEADVRFVRAH........HHDGDGQAC 432
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NTDB id 1028 TT RS08215 WP 011173991.1 ERCGGTGYKGRYAIHELLVVDDEIRHAIVAGKSATEIKEIARRKGMKTLREDGLYKALQGITTLEEVLARTIE....... 889
NTDB id 418615 SynRS9909 RS00100 WP 007101116.1 PHCQGSGYRGRIGVYEVLRMNEELATAVARGATTDVIRRLALESGMTTLLGYSLELVRRGQTTLEEVGRMILTDAGLESE 512
NTDB id 1410 SGL RS13950 WP 010873519.1 QKCSGSGYKGRVGVYEVMRNSERIAELINQGATTDRIKDCAVEEGMITLLAYSLNLVQEGYTTLEEVERVTFTDTGLESE 638
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NTDB id 1028 TT RS08215 WP 011173991.1 .................................. 889
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