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LEMVPGGASEYDIRQSVLVKTVNDHKTEDKEAKGASYNQFVATVGSLVQSHKATLPAIHQMVI
LYAWLTPFTDE IRT

NTDB id 85721 STYK RS01585 WP 000727281.1 ..MKKKIRWPLYVIAALIVTFLAFVVPLPYYIEVPGGSEDIRQVLKVNDTEDKEAGAYQFVTVGVQHATLAHMIYAWLTPFTDIR 83
NTDB id 360 SMU RS02495 WP 002262039.1 MKTNKKFKWWLISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPIQVLYAWLTPFTEIT 85
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logo SAKQETTGGSVSDAVDEFYMRINQFYMEQTSQNGMAI
KYKQAGLKSLTAGHKDKAI ESFLKNYLMGVYVLQTVSTDRNSTFKGI

VLNIASDTVTAGVNDKQTFDHSSKDEL IDK
NTDB id 85721 STYK RS01585 WP 000727281.1 SAQETTGGSSDVEFMRINQFYMQTSQNMAKYQGLKTAGKDIELKYLGVYVLTVTDNSTFKGILNISDTVTAVNDQTFDSSKDLID 168
NTDB id 360 SMU RS02495 WP 002262039.1 SAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNIADTVTGVNDKTFHSSKELIK 170
consensus !! !!!!! !! **!!!!!!!! !!!! ! ! *! !*! !*!!!!! !* !!!!!!*!!! !!!!*!!! !!*!!!*!!

logo YVNSGSLQKLGDSKSVKSVQTYETESDEGNKQKTKSTAEKGKI
V IKTLESNGKNGIG IGL IVDHRTEKVTSDDVKP I ERFSTANGIGGPSAGLMFSTLADIYDTQI
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NTDB id 85721 STYK RS01585 WP 000727281.1 YVNSQKLGDSVKVTYEEDGQTKSAEGKIITLENGKNGIGIGLIDRTEVTSDVPIRFSTAGIGGPSAGLMFSLAIYTQIADPGLRN 253
NTDB id 360 SMU RS02495 WP 002262039.1 YVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNGIGGPSAGLMFTLDIYDQLVKEDLRK 255
consensus !! !!! ! ! ! * !*! !!*! ! !!!!!!!!!!*!*! !!!! *! !!! !!!!!!!!!!!*! !! !* * !!

logo GR I IVAGTGTIDGERDGNSVGDIGGAIDKMKVAVAASADREIGNAADI FFAVPDNNPVSEKAEETLQKAKHNPDKAKLNTNYQETAKLEQAAKKTI
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NTDB id 85721 STYK RS01585 WP 000727281.1 GRIVAGTGTIDRDGNVGDIGGIDKKVVASAREGAAIFFAPDNPVSEEEQKAHPDAKNNYQTALEAAKTIKTDMKIVPVKTLQDAI 338
NTDB id 360 SMU RS02495 WP 002262039.1 GRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKALTNYQEAKQAAKKLGTKMKIVPVKNVQEAI 340
consensus !!!*!!!!!! !! !!!!!! ! !! ! ! ! !!! ! !!!! ! *! ! !!! ! !!! * ! !!!!!!! *!*!!

logo DYLKRKNHNP
NTDB id 85721 STYK RS01585 WP 000727281.1 DYLKNNP 345
NTDB id 360 SMU RS02495 WP 002262039.1 DYLRKH. 346
consensus !!!* **
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