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NTDB id 1111730 HMPREF9425 RS01760 WP 050777741.1 ...MWRIKWWLLSILTVLFLLFALFFPLNNYYVELPGGAFDTKEVLTVDKKADDSKGSYNFVAVAQTKATLALML 72
NTDB id 360 SMU RS02495 WP 002262039.1 MKTNKKFKWWLISGISLILLLMVFFFPL.PYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPIQVL 74
consensus *** * !!!!*! **** !! !!!!**!!*!*!!!!*! * !*!! *! ! !!!!!!!!! *!!!* *!
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NTDB id 1111730 HMPREF9425 RS01760 WP 050777741.1 YAQLNDFAKLQTAKEATGNYSDEDFMRINQFYMETSQNQAIYQGLTLAGKEASLEYMGVYVLQVADDSSFKSVLN 147
NTDB id 360 SMU RS02495 WP 002262039.1 YAWLTPFTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLN 149
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NTDB id 1111730 HMPREF9425 RS01760 WP 050777741.1 IADTVTAVNGKTFDNSTDLIKYVQGLKLGSKVKVTYTTDDKEKTATGKIIKIANGKNGIGIGLTDHTEVKSPENV 222
NTDB id 360 SMU RS02495 WP 002262039.1 IADTVTGVNDKTFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKI 224
consensus !!!!!!*!! !!!* ! *!!!!! !!!!!!!! ! !!** ! !!! !!*!!* !!!!!!!!!! !!! ! !** *
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NTDB id 1111730 HMPREF9425 RS01760 WP 050777741.1 KFKLDGVGGPSAGLMFTLAIYDQVSGQDLKAGRKIAGTGTIEKDGSVGDIGGAYLKVKSAADSGADIFFVPNNPV 297
NTDB id 360 SMU RS02495 WP 002262039.1 EFSTNGIGGPSAGLMFTLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPV 299
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NTDB id 1111730 HMPREF9425 RS01760 WP 050777741.1 TKEMKKVDPDAKTNYQEAKEAAKKLGTKMKIVPIKTAQEAIDYLKKTK 345
NTDB id 360 SMU RS02495 WP 002262039.1 SKATLKKNPKALTNYQEAKQAAKKLGTKMKIVPVKNVQEAIDYLRKH. 346
consensus *! ! ! ! !!!!!!! !!!!!!!!!!!!!*! !!!!!!!*!**
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