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KDINVAPNPYQPRLQFKNQTKELEELAHQS IKQAENGL IQP I IVRKSDI

VFGYDELVAGERRFLKAAKLAGLNQKIPAVI I
NTDB id 1136603 DQL35 RS10550 WP 111678805.1 .MTEILMHIPIEDIVANPYQPRLQFNQKELEELAHSIQANGLIQPIIVRKSDVFGYELVAGERRFKAAKLAGLQKIPAII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!!! ! *** !! *!!!!!!!!! !!!!!!!*!! !!!!!!!!!!!!!*!!!*!!!!!!! !!!!!!!!*!!! !!

logo KEKI
MSDTDLDESMKQQAI IVENLQRSDNLNAP I EEAKAYQLNL IDNKRNHKMTHDEDIAAKVYI

MGKSRPYI STNSTIRLLNQLPDLHVIKSQAI
LEDKGLTI SAQ

NTDB id 1136603 DQL35 RS10550 WP 111678805.1 KEMSTLESMQQAIVENLQRSNLNAIEEAKAYQLLIDKNKMTHEDIAAYMGKSRPYISNTIRLLQLPDVIKQAIEDGTISA 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! *! *!! !!!*!!!!!! !!*!!!!!!!! !! *!*!!!*!!! *!!!!!!!*!*!!!!*!! *! !!*! ! !!

logo GHARALLLS ILESKTPQDKELQDEKLWYFHQKNI LDTEQGQLSVHRQI EQRALLVKASKQHTKYKPEQKKRKSKTHSKDTI FLVAKESKLEKELSKQSLGLPVAVI
L
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NTDB id 1136603 DQL35 RS10550 WP 111678805.1 GHARALLSLSTPKEQELYFHNILDQGLSVRQIEQLVKAKHYPQKRSKHKTIFVKSLEKELSKSLGLPVALSLKKNDSGQL 239
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKE.KKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQL 239
consensus !!!! !!!* * !* *!* !! !!!*!!! *! * * ** *! !!* !!!!! !!!!!! ** ! * !!!
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NTDB id 1136603 DQL35 RS10550 WP 111678805.1 QLSFSNQEELNRIINKLK 257
NTDB id 382 SMU RS09895 WP 011074697.1 KISFSSEEDFNRLMNKLN 257
consensus *!!! !* !!**!!!

X non conserved
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X ≥ 50% conserved


