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NTDB id 1094607 ACMHYH RS03325 WP 414839953.1 MSEFKKLPKREEVPEKLTWNLEVIFKTDEDFFISYRDLESKLTGMNSFKGKLSSSSEMLVSSIQSILEVSSQLETIYVYA 80
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NTDB id 1094607 ACMHYH RS03325 WP 414839953.1 HLKNDQDTTNTIYQAMFEQASLLATKVSESISWFEPEVLGIPEETLSKFLKDNNELTTYQHFIDKLTALRKHVLSAESES 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SMKNDQDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEE 155
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NTDB id 1094607 ACMHYH RS03325 WP 414839953.1 LLAGAGELFGASSRTFNILNNADIQFPTIEDKDGNTIQLSHGVYGQVMESTDRLLREVGFKALYNVYQGLNNTFASTLSS 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 LLAAAGDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQG 235
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NTDB id 1094607 ACMHYH RS03325 WP 414839953.1 HIKYHNYNAAVHHYGSAREAALSAGHIPEAVYDTLLSVVDENLHLLHRYVALRKKLLSVDELHMYDMYTPIMGEATIEFN 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 VVKVHNYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETE.TALT 314
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NTDB id 1094607 ACMHYH RS03325 WP 414839953.1 YNEAKETILKALEPLGEEYQAVLKQAFDDRWIDVVENEGKRSGAYSSGAYNTKPYILLNWHDSLNHLYTLAHELGHSVHS 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 YEESLKKAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHS 394
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NTDB id 1094607 ACMHYH RS03325 WP 414839953.1 YFTRKNQPYVYGDYSIFLAEIASTTNENLLTEYLLETQTKPEIRSYILNHYLDGFKGTIFRQTQFAEFEHFIHEESAKET 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TFTRQTQPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQ 474
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NTDB id 1094607 ACMHYH RS03325 WP 414839953.1 PLTADFLNQAYKKLNTKYYGPSVSQDPEIGYEWSRIPHFYYNYYVYQYSTGFSAATALADNILKDKSSKSLEKFLIYLKS 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGT.EEDKEAYLTYLKA 553
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NTDB id 1094607 ACMHYH RS03325 WP 414839953.1 GSSDYPIDVMKKAGVDMTQKTYLEEAMTVFKLRLDELEKIAKSSE... 605
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
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