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NTDB id 222988 A6J72 RS03035 WP 003078259.1 MKKTRNKFKKWPIVFVVGLVLLFISFVVPLPYYIEVPGSAADVRQVLRVDNKEDKEKGSYNFVTVGIQHATFAHLVYAWL 80
NTDB id 360 SMU RS02495 WP 002262039.1 .MKTNKKFK.WWLISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPIQVLYAWL 78
consensus * !! !!!*!*** * !*!! * ! !!!!!*!*!! ! !*! !* ! *!!!!!!!!!!!! ! * *!!* ***!!!!

logo TPFTDE ITYSAKDELTTGGTVSDAKDEYMRINQFYMETSQNGLAI
KYKQAGLKSKLAGHKDKAI SFLKNYLMGVYVLQVSTKRNSTFKGI

VLNIADTVTGVN
NTDB id 222988 A6J72 RS03035 WP 003078259.1 TPFTDIYSAKDLTGGTSDKEYMRINQFYMETSQNLAKYQGLKKAGKDISLKYLGVYVLQVTKNSTFKGILNIADTVTGVN 160
NTDB id 360 SMU RS02495 WP 002262039.1 TPFTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNIADTVTGVN 158
consensus !!!!*! !!!* !!! !! *!!!!!!!!!!!!!! ! ! *! !*! ! !*!!!!!!!**!!!!!!*!!!!!!!!!!!

logo DKTFHSSSKDEL IDKYVGSGSLQKI
LGSKVKSVNQYTVESDEGNKQKKSTAI

KGKI
V IKLESNGKNGIG IGSL IVDHRTEKVTSDSDIKP I EFSTANGIGGPSAGL

NTDB id 222988 A6J72 RS03035 WP 003078259.1 DKTFSSSKDLIDYVGSQKIGSKVKVNYVEDGQKKSAIGKIIKLENGKNGIGISLIDRTEVTSSIPIEFSTAGIGGPSAGL 240
NTDB id 360 SMU RS02495 WP 002262039.1 DKTFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNGIGGPSAGL 238
consensus !!!!*!!!*!! !! !*!!!! !*! * !!*! !!*!!! !!!!!!!! !*!*! !!! *!!!!! !!!!!!!!!
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NTDB id 222988 A6J72 RS03035 WP 003078259.1 MFSLAIYTQIAEPTLRDGRNIAGTGSIDREGKVGDIGGIDKKVVSAAKNGAEIFFAPNNPVTKEAKKANSKAKTNYETAL 320
NTDB id 360 SMU RS02495 WP 002262039.1 MFTLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKALTNYQEAK 318
consensus !!*! !! !* * !! !! !!!!!*! *! !!!!!! ! !! ! * !*!!! !!!!!*! ! !*!! !!! !
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NTDB id 222988 A6J72 RS03035 WP 003078259.1 ETAKKIKTKMKIVPVKNLQDAIDYLKRTKKS 351
NTDB id 360 SMU RS02495 WP 002262039.1 QAAKKLGTKMKIVPVKNVQEAIDYLRKH... 346
consensus !!!* !!!!!!!!!!*!*!!!!!******
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