
logo MKTKTENKNKRGFLKTVWVWGCAGLVAI SGI I SVL IVLFLLFMS
VFFI FVPLPYYI

LEMVPGGAEYDIRKSVLVTVDNGHKEDKQAEAKGSYNFVATVGS ILQSHKATFPAIHQLVLV
NTDB id 1139493 DQM67 RS02775 WP 037586341.1 MTKENKRGLTVVGCAGVASIIVLVLFLFSFIVPLPYYIEVPGGAEDIRKVLTVDGKEDQAAGSYNFVTVGIQHATFAHLV 80
NTDB id 360 SMU RS02495 WP 002262039.1 MKTNKK..FKWW....LISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPIQVL 74
consensus ! !** ***** ! ! !*! ! ! !!!!!*!*!!!! !!! !*!! *!!! !!!!!! ! * *!!* ***

logo YAWLTPFTDE ITYSAKQDEMTTGGSVSDADEYMRINQFYMETSQNGMAI
KYKQAGLKSALAGHKDKAIKSFMNYLMGVYVLKQVASPRNSTFKGI

VLNIADTV
NTDB id 1139493 DQM67 RS02775 WP 037586341.1 YAWLTPFTDIYSAQDMTGGSSDAEYMRINQFYMETSQNMAKYQGLKAAGKDIKMNYLGVYVLKVAPNSTFKGILNIADTV 160
NTDB id 360 SMU RS02495 WP 002262039.1 YAWLTPFTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNIADTV 154
consensus !!!!!!!!*! !! * !!! !!!*!!!!!!!!!!!!!! ! ! *! !*! !!*!!!!! ! *!!!!!!*!!!!!!!

logo TGVNDKTFEHSSEKDEL IVKYVNSGSLQAKLGDSKSVKSVQTYETESDEGNKKTKTAKTGKI
V IKLESNGKNGIG IGSL IVDHRTEKVNTSDSDVKP I EFSTENGIGGP

NTDB id 1139493 DQM67 RS02775 WP 037586341.1 TGVNDKTFESSEDLVKYVNSQALGDSVKVTYEEDGKTKTATGKIIKLENGKNGIGISLIDRTEVNSSVPIEFSTEGIGGP 240
NTDB id 360 SMU RS02495 WP 002262039.1 TGVNDKTFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNGIGGP 234
consensus !!!!!!!!*!! *!*!!! !! ! ! ! * ! !!! !!*!!! !!!!!!!! !*!*! ! ! *!!!!! !!!!!

logo SAGLMFSTLADIYDTQLAVKNEPDLRDKGR I
V IAGTGSTIDGERDEGKSVGDIGGAIDKMKVAVASAADKR IGNADTI FFAVPDNNPVSEKAEETKLKAKNPKAKLTNY

NTDB id 1139493 DQM67 RS02775 WP 037586341.1 SAGLMFSLAIYTQLANPDLRDGRVIAGTGSIDREGKVGDIGGIDKKVVSAAKIGATIFFAPDNPVSEEEKKANPKAKTNY 320
NTDB id 360 SMU RS02495 WP 002262039.1 SAGLMFTLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKALTNY 314
consensus !!!!!!*! !! !! *!!! !!*!!!!!*! *! !!!!!! ! !! ! *! ! !!! ! !!!! ! !!!! !!!

logo

E
Q
E
TAKLEQAAKEKI

L
G
KTDKMKIVPVKNTLVQDEAIDYLERKHTKKS

NTDB id 1139493 DQM67 RS02775 WP 037586341.1 ETALEAAKEIKTDMKIVPVKTLQDAIDYLEKTKKS 355
NTDB id 360 SMU RS02495 WP 002262039.1 QEAKQAAKKLGTKMKIVPVKNVQEAIDYLRKH... 346
consensus ! !!! * ! !!!!!!! *!*!!!!! !****
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X ≥ 50% conserved


