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KDINVAPNPYQPRLQSFDKTKELEMELAHQS IKEMNGL IQP I IVRKSDI FGYDEL IVAGERRLKRAASKQLAGLNTKTIPAVI

V I
NTDB id 261138 SPSF3K RS00005 WP 003102468.1 .MTEHLKTIPIADIVANPYQPRLSFDTKELMELAHSIKMNGLIQPIIVRKSDIFGYELIAGERRLRASQLAGLTTIPAVI 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!!!*!! ** !! *!!!!!!! ! !!!! !!!*!!! !!!!!!!!!!!!!!!!!*!*!!!!!!*! !!!! !! *!

logo KDKI SDNDKDSMHKQAI IVENLQRSDNLNP I EEAKAFYQNI
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LAKQVYI
MGKSRPYI STNS ILRLLNQLPKLHS IKSEQAI

LEKGHHL I SQS
NTDB id 261138 SPSF3K RS00005 WP 003102468.1 KDISNKDSMHQAIVENLQRSNLNPIEEAKAFQNILEKEEMTHDQLAQYMGKSRPYISNSLRLLQLPKSIKEAIEKHHISS 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! !! !!!*!!!*!!!!!! !!!!!!!!!*!!** * *!!!! *! *!!!!!!!*!!*!!!*!! *! !*!!**!!

logo GHARALLLAS IVETKSKQDKELQDEKNW
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NTDB id 261138 SPSF3K RS00005 WP 003102468.1 GHARALLAVTSKKEQENYFKQIISQNLSVRQTENLVKKKTNKKLSKIEKDIFNQAIENEIAKSLGLPIQLHKKNDGTGHI 239
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTK.KEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQL 239
consensus !!!! !! * !* *! !** *!!!*! ! *! ! *! ! !!!! ! !* !!!!!* *! * !**
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NTDB id 261138 SPSF3K RS00005 WP 003102468.1 KLTFSNTEELNRIINKLK 257
NTDB id 382 SMU RS09895 WP 011074697.1 KISFSSEEDFNRLMNKLN 257
consensus !**!! !* !!**!!!

X non conserved
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X ≥ 50% conserved


