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NTDB id 313202 Ahae2126ch RS01720 WP 008941160.1 ..............MVSLALGLIIVAAATQLFITGLTSYKLQKAMAHIQDSASFGLNFIVDDIRKANLSSPMPAVNDQIA 66
NTDB id 1001 ACIAD RS15020 WP 004923834.1 MKISRHSGFTLVELMVAITLGLLVTAAAIQLYITGITSYNVQKAMSSIQDSASFGVNYILDDVRRANLSAPSAYMNDQQP 80
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L I LTSKSNVGSESKL IKDNLNKNCPLTALCTFLNSDANKYLTKSASFVGDNAGNVTVGSLQAKNSDQLLTIRYQRASPVEQDPGFYDCSTGKNTLTPTATNTFYVVQRYF IVGSDTKS
NTDB id 313202 Ahae2126ch RS01720 WP 008941160.1 YSGIILTSKNVGSKINLNCTACFSDNKLT..SFGNANVTGLANDQLLIRYRSPQDGFDCSGNTTTTNTFVVQRYFVGSTS 144
NTDB id 1001 ACIAD RS15020 WP 004923834.1 NSGLILTSSNVSELKDNKPLLTLNDAYLTKSAVGDGN.VSQKSDQLTIRYQAVEPGYDCTGKTLPANTYVVQRYFIGSDK 159
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NTDB id 313202 Ahae2126ch RS01720 WP 008941160.1 TDLRQSLRCQAAQYTQAQLDAAT...EANPLLLSWSASQVILPNVDFFQVRLGYIDGELESANSSLAYTDIKNYMA...L 218
NTDB id 1001 ACIAD RS15020 WP 004923834.1 .....ALRCVSDQYQQTGNTITGMDNKTKTTLDLSGNGQIIIPNVDYMRVQLGYVKGALNNPT.AMSYVSIGDYLDTNKT 233
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NTDB id 313202 Ahae2126ch RS01720 WP 008941160.1 SAKTKNIDGVVQTVRPHVHAVQIGVLVQSADSAGHQSIIKDRNKQPFQVLGTQVTLTPTYQDTRLRQVVDQTISLRNAMG 298
NTDB id 1001 ACIAD RS15020 WP 004923834.1 SAVKKNINGIQQSIKPNINVIQIGLLVQSNETAGNDSIVRNRNKQAFDVLGQSVTLNEKNQDTRLRQVVTQTISLRNAMG 313
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logo WVETEGCYDVSTPSKTTCTGGA
NTDB id 313202 Ahae2126ch RS01720 WP 008941160.1 WVTEGCDSSKTTCTGGA 315
NTDB id 1001 ACIAD RS15020 WP 004923834.1 WVEEGYVTP........ 322
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