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NTDB id 312 STER RS02400 WP 011680817.1 MLIAKNQKGLLVSALENGLNREETYRCPGCQGIVLLRQGKVICPHFAHKSLQDCQFFSENESAQHLSLKATVYQSLDNHGERVCI 85
NTDB id 155 SP RS04850 WP 000495909.1 MFVARDARGELVNVLEDKLE.KQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKE.TKVQL 83
NTDB id 265 KZH43 RS04315 WP 000495911.1 MFVARDARGELVNVLEDKLE.KQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKE.TKVQL 83
NTDB id 224 SPD RS04655 WP 000495911.1 MFVARDARGELVNVLEDKLE.KQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKE.TKVQL 83
NTDB id 190 SPR RS04415 WP 000495911.1 MFVARDARGELVNVLEDKLE.KQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKE.TKVQL 83
NTDB id 495 SM12261 RS04415 WP 000495920.1 MFVARDSRGELVNVLEDKLE.KQAYTCPACGGQLRLRQGPSVRIHFAHKTLKDCDFSSENESPEHLENKEVLYHWLKKE.AEVQL 83
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logo EKYLVPLPSELGKQIADLVFVGNDGSNLALEVQCSRPLSPQKRVLRKERTSLEAGYHRQS IQGYEQVRLWLLGKQEKLWLGKQERLTDRLQRQDGFLYFTSTQKNI
MGFHYLVWELDSWKEG

NTDB id 312 STER RS02400 WP 011680817.1 EKVLPELGQIADLFVGDSLALEVQCSRLSQKRLRERTLAYHQIGYEVRWLLGQELWLGQRLTDLQRDFLYFTTKIGFHLWELDWE 170
NTDB id 155 SP RS04850 WP 000495909.1 EYPLSELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDKE 168
NTDB id 265 KZH43 RS04315 WP 000495911.1 EYPLSELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDKG 168
NTDB id 224 SPD RS04655 WP 000495911.1 EYPLSELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDKG 168
NTDB id 190 SPR RS04415 WP 000495911.1 EYPLSELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDKG 168
NTDB id 495 SM12261 RS04415 WP 000495920.1 EYLLPELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGKKLWLKERLTRLQQGFLYFSQNMGFYVWELDSE 168
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NTDB id 312 STER RS02400 WP 011680817.1 REEIRLKYLIYEDIFGRVYYLTKTWSLI.ENLMTILRFPYQARKVETYQVTQRKKVSHVIQRELMGKNPRWMRRQEEAYLKGMNL 254
NTDB id 155 SP RS04850 WP 000495909.1 KQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKRQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGENI 253
NTDB id 265 KZH43 RS04315 WP 000495911.1 KQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGENI 253
NTDB id 224 SPD RS04655 WP 000495911.1 KQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGENI 253
NTDB id 190 SPR RS04415 WP 000495911.1 KQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGENI 253
NTDB id 495 SM12261 RS04415 WP 000495920.1 KQVLRLKYLIHQDLRGKLHYQIKEFPYGHGSLLEILRFPYKKQKISHFTVSQDKDICRYIRQQLYYQNPIWMKEQAEAYKKGENL 253
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NTDB id 312 STER RS02400 WP 011680817.1 LSLSDQDFFPQVRFPESKHGFVQIRLSIDGFEKLFMQYYRKRDFSYKQTLCPPNFYAKIVDYRHN. 319
NTDB id 155 SP RS04850 WP 000495909.1 LTYGLKEWYPQIRPIV..GKFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE 317
NTDB id 265 KZH43 RS04315 WP 000495911.1 LTYGLKEWYPQIRPIV..GKFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE 317
NTDB id 224 SPD RS04655 WP 000495911.1 LTYGLKEWYPQIRPIV..GKFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE 317
NTDB id 190 SPR RS04415 WP 000495911.1 LTYGLKEWYPQIRPIV..GKFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE 317
NTDB id 495 SM12261 RS04415 WP 000495920.1 LTYGLKEWYPQIRPLV..GNFCQIEQDLIRYYLYFQTYYQENPQNDWQMLYPPAFYQQYFLKNMVE 317
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