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NTDB id 239022 QMA0248 RS10275 WP 016356271.1 .MTETYKKIAIKDIVANPYQPRLHFNEDELKELAASISLNGLIQPIIVRKSEVFGYELIAGERRLRASQIAGLTEIPAII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!!! ! * !!! *!!!!!!!*! !! !!! !! !!!!!!!!!!!!**!!!*!*!!!!!!*! *!!! !! !!

logo KKTI SDNDSDESMKNQAI I ENLQRSDNLNP I EEAKAFYQNS IL IDNKRNHQLMTHDDQI
LAAKVYI

MGKSRPYITNSTIRLLNQLPSLTHS IVLSDQAI
LEKGKLTI SQS

NTDB id 239022 QMA0248 RS10275 WP 016356271.1 KTISNSESMNQAIIENLQRSNLNPIEEAKAFQSIIDKNQLTHDQLAAYMGKSRPYITNTIRLLQLSTSVLDAIEKKTISS 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! !! *!! !!!!!!!!!! !!!!!!!!!*! *! *!**!!! *! *!!!!!!!!!*!!!!*!* ** !*!! !!
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TERSAL ILKRKSKQTVKKEKKKTESKDTI
LFLTAKAE I

KEKNELASKQSLGLAPVSVIHSLYNKDKGHQSGQCL
NTDB id 239022 QMA0248 RS10275 WP 016356271.1 GHARSLLALSTKEEQDKYLNYIISQNLNVRQTESLIRKSKVKKEKKKEKTLFTKAIENELAKSLGLAVSISLNKDGSGQC 239
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALK.SQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQL 239
consensus !!!! !! * * !!!* * !** *! !*! ! ***! !!!!! ! *! ! !! !!!!*! !* !! * !!*
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NTDB id 239022 QMA0248 RS10275 WP 016356271.1 HFTFHNDDELNRIINKLK 257
NTDB id 382 SMU RS09895 WP 011074697.1 KISFSSEEDFNRLMNKLN 257
consensus * *!* *** !!**!!!

X non conserved

X similar

X ≥ 50% conserved


