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NTDB id 598 KW2 RS08500 WP 021037660.1 MRTAIDENNKIINLLELDRKELTGKFYCPSCHSELLIKNGQIKVLHFAHKSLKSCNLWLENESEQHLGLKKILYQWFKRT 80
NTDB id 163391 ATM98 RS01045 WP 061563768.1 MFIATDAKQQRWNCLEKIPMKKEGPFFCLLCGKEVRLKKGPVMRPHFAHVNLEACPFHHETESPEHLELKLGLYQWAKQN 80
NTDB id 155 SP RS04850 WP 000495909.1 MFVARDARGELVNVLEDKL..EKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKE 78
NTDB id 265 KZH43 RS04315 WP 000495911.1 MFVARDARGELVNVLEDKL..EKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKE 78
NTDB id 224 SPD RS04655 WP 000495911.1 MFVARDARGELVNVLEDKL..EKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKE 78
NTDB id 190 SPR RS04415 WP 000495911.1 MFVARDARGELVNVLEDKL..EKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKE 78
NTDB id 495 SM12261 RS04415 WP 000495920.1 MFVARDSRGELVNVLEDKL..EKQAYTCPACGGQLRLRQGPSVRIHFAHKTLKDCDFSSENESPEHLENKEVLYHWLKKE 78
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NTDB id 598 KW2 RS08500 WP 021037660.1 DKVEIERYLPELNQRPDLLVN.DKIAIEIQCSHLSIKRLKERTENYKTHGFKVLWLMGKDLWLAEQVTELQKNLVYFSEN 159
NTDB id 163391 ATM98 RS01045 WP 061563768.1 TQAEVESPLQALQQIADVLLPDQKIALEVQCSSLSMERLKERSDSYRKHGYQVYWLLGKNLWLKKGLSALQEGFVYFSQN 160
NTDB id 155 SP RS04850 WP 000495909.1 TKVQLEYPLSELKQIADVFVN.GNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQN 157
NTDB id 265 KZH43 RS04315 WP 000495911.1 TKVQLEYPLSELKQIADVFVN.GNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQN 157
NTDB id 224 SPD RS04655 WP 000495911.1 TKVQLEYPLSELKQIADVFVN.GNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQN 157
NTDB id 190 SPR RS04415 WP 000495911.1 TKVQLEYPLSELKQIADVFVN.GNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQN 157
NTDB id 495 SM12261 RS04415 WP 000495920.1 AEVQLEYLLPELKQIADVFVN.GNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGKKLWLKERLTRLQQGFLYFSQN 157
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NTDB id 598 KW2 RS08500 WP 021037660.1 RGFFYWELDFQRKKLRLKSLIHEDLRGRIICLQEEIPFGKGRLIAHLRLPYLAQKLVKIPTFKDSKLSSFIRQQLYYQSP 239
NTDB id 163391 ATM98 RS01045 WP 061563768.1 RGFHLWELDLEKQEVRLHYLIHQDLRGRLHYRTQHFSFYGGNLLEVLRTPYAKQSLQQMTVPLDRQFKDYLRQQLYYRNP 240
NTDB id 155 SP RS04850 WP 000495909.1 MGFYVWELDKEKQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKRQKISHFTVSEDKDICRYIRQQLYYQNL 237
NTDB id 265 KZH43 RS04315 WP 000495911.1 MGFYVWELDKGKQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNL 237
NTDB id 224 SPD RS04655 WP 000495911.1 MGFYVWELDKGKQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNL 237
NTDB id 190 SPR RS04415 WP 000495911.1 MGFYVWELDKGKQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNL 237
NTDB id 495 SM12261 RS04415 WP 000495920.1 MGFYVWELDSEKQVLRLKYLIHQDLRGKLHYQIKEFPYGHGSLLEILRFPYKKQKISHFTVSQDKDICRYIRQQLYYQNP 237
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NTDB id 598 KW2 RS08500 WP 021037660.1 KWMKIQEKYYQKGENLLTKKFEGPYIAPLGLNLLENFTDEMTITTFTQIDQNVKLYYENFLINFQRN...SLEMLYPPRS 316
NTDB id 163391 ATM98 RS01045 WP 061563768.1 KWMALQEQLYLKGKHLLDLDLEAFYPL..........CRPLKSSHFIQIKGDWRSYYQNFMTYYLQTGMKATQTLYSPRF 310
NTDB id 155 SP RS04850 WP 000495909.1 FWMKEQAEAYQKGENILTYGLKEWYPQ..........IRPIVG.KFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAF 306
NTDB id 265 KZH43 RS04315 WP 000495911.1 FWMKEQAEAYQKGENILTYGLKEWYPQ..........IRPIVG.KFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAF 306
NTDB id 224 SPD RS04655 WP 000495911.1 FWMKEQAEAYQKGENILTYGLKEWYPQ..........IRPIVG.KFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAF 306
NTDB id 190 SPR RS04415 WP 000495911.1 FWMKEQAEAYQKGENILTYGLKEWYPQ..........IRPIVG.KFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAF 306
NTDB id 495 SM12261 RS04415 WP 000495920.1 IWMKEQAEAYKKGENLLTYGLKEWYPQ..........IRPLVG.NFCQIEQDLIRYYLYFQTYYQENPQNDWQMLYPPAF 306
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NTDB id 598 KW2 RS08500 WP 021037660.1 YAIMGKQKKEK 327
NTDB id 163391 ATM98 RS01045 WP 061563768.1 YQNGKA..... 316
NTDB id 155 SP RS04850 WP 000495909.1 YQQYFLKNMVE 317
NTDB id 265 KZH43 RS04315 WP 000495911.1 YQQYFLKNMVE 317
NTDB id 224 SPD RS04655 WP 000495911.1 YQQYFLKNMVE 317
NTDB id 190 SPR RS04415 WP 000495911.1 YQQYFLKNMVE 317
NTDB id 495 SM12261 RS04415 WP 000495920.1 YQQYFLKNMVE 317
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