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NTDB id 598 KW2 RS08500 WP 021037660.1 MRTAIDENNKIINLLELDRKELTGKFYCPSCHSELLIKNGQIKVLHFAHKSLKSCNLWLENESEQHLGLKKILYQWFKRTDKVEI 85
NTDB id 51130 SPAF RS03800 WP 013903305.1 MFIAMDNNQQRWNCIKEVPPTTAGPFYCLACHSQVRLKNGSVLRAHFAHVELQHCPYHHEAESFEHLELKASLYDWASKESKTEV 85
NTDB id 265 KZH43 RS04315 WP 000495911.1 MFVARDARGELVNVLED..KLEKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKETKVQL 83
NTDB id 224 SPD RS04655 WP 000495911.1 MFVARDARGELVNVLED..KLEKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKETKVQL 83
NTDB id 190 SPR RS04415 WP 000495911.1 MFVARDARGELVNVLED..KLEKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKETKVQL 83
NTDB id 155 SP RS04850 WP 000495909.1 MFVARDARGELVNVLED..KLEKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKETKVQL 83
NTDB id 495 SM12261 RS04415 WP 000495920.1 MFVARDSRGELVNVLED..KLEKQAYTCPACGGQLRLRQGPSVRIHFAHKTLKDCDFSSENESPEHLENKEVLYHWLKKEAEVQL 83
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NTDB id 598 KW2 RS08500 WP 021037660.1 ERYLPELNQRPDLL.VNDKIAIEIQCSHLSIKRLKERTENYKTHGFKVLWLMGKDLWLAEQVTELQKNLVYFSENRGFFYWELDF 169
NTDB id 51130 SPAF RS03800 WP 013903305.1 ESYLADFQQIADLLVVDKNLALEVQCSSLSLERLKERSDAYRSHGYQVYWLLGKKLWLKERLTKLQAGFLYFSQNRGFHLWELDL 170
NTDB id 265 KZH43 RS04315 WP 000495911.1 EYPLSELKQIADVF.VNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDK 167
NTDB id 224 SPD RS04655 WP 000495911.1 EYPLSELKQIADVF.VNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDK 167
NTDB id 190 SPR RS04415 WP 000495911.1 EYPLSELKQIADVF.VNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDK 167
NTDB id 155 SP RS04850 WP 000495909.1 EYPLSELKQIADVF.VNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDK 167
NTDB id 495 SM12261 RS04415 WP 000495920.1 EYLLPELKQIADVF.VNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGKKLWLKERLTRLQQGFLYFSQNMGFYVWELDS 167
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NTDB id 598 KW2 RS08500 WP 021037660.1 QRKKLRLKSLIHEDLRGRIICLQEEIPFGKGRLIAHLRLPYLAQKLVKIPTFKDSKLSSFIRQQLYYQSPKWMKIQEKYYQKGEN 254
NTDB id 51130 SPAF RS03800 WP 013903305.1 AKKELRLQYLIHEDLRGRLHYQTEIFPFGQRSLLEVLRTPYLSQSMQQMAVELDRTFLTYIQQQLFYRHPKWMRFQEELYLQGHH 255
NTDB id 265 KZH43 RS04315 WP 000495911.1 GKQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGEN 252
NTDB id 224 SPD RS04655 WP 000495911.1 GKQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGEN 252
NTDB id 190 SPR RS04415 WP 000495911.1 GKQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGEN 252
NTDB id 155 SP RS04850 WP 000495909.1 EKQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKRQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGEN 252
NTDB id 495 SM12261 RS04415 WP 000495920.1 EKQVLRLKYLIHQDLRGKLHYQIKEFPYGHGSLLEILRFPYKKQKISHFTVSQDKDICRYIRQQLYYQNPIWMKEQAEAYKKGEN 252
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NTDB id 598 KW2 RS08500 WP 021037660.1 LLTKKFEGPYIAPLGLNLLENFTDEMTITTFTQIDQNVKLYYENFLINFQRN...SLEMLYPPRSYAIMGKQKKEK 327
NTDB id 51130 SPAF RS03800 WP 013903305.1 LLELGLDFFY..........PLCRPILSQNLLQIEEDVEGYYQQFMAYYQSQGIQPVQILYPPRFYAQQKS..... 316
NTDB id 265 KZH43 RS04315 WP 000495911.1 ILTYGLKEWY..........PQIRPIVG.KFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE 317
NTDB id 224 SPD RS04655 WP 000495911.1 ILTYGLKEWY..........PQIRPIVG.KFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE 317
NTDB id 190 SPR RS04415 WP 000495911.1 ILTYGLKEWY..........PQIRPIVG.KFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE 317
NTDB id 155 SP RS04850 WP 000495909.1 ILTYGLKEWY..........PQIRPIVG.KFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE 317
NTDB id 495 SM12261 RS04415 WP 000495920.1 LLTYGLKEWY..........PQIRPLVG.NFCQIEQDLIRYYLYFQTYYQENPQNDWQMLYPPAFYQQYFLKNMVE 317
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