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VFGYDEL IVAGERRLKRAASKLMAGLNTEKIPAVI I
NTDB id 40079 SGGBAA2069 RS11730 WP 009855222.1 .MPETLILIKIENISPNPYQPRLEFKQEELEELARSIKTNGLIQPIIVRESTVFGYELIAGERRLRASKMAGLTEIPAII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
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logo KKNI SDNDQDESMKQLQAI IVENLQRSDLNP I EEAKAYQNQL ILENKRNHQMTHDEDE I
LAKQFVI

MGKSRPYITNCS ILRLLNLPKLHS ILSDQALVEKGEL ILSQ
NTDB id 40079 SGGBAA2069 RS11730 WP 009855222.1 KNISNQESMQLAIVENLQRSDLNPIEEAKAYQQLLEKNQMTHEELAQFMGKSRPYITNCLRLLNLPKSLSDAVEKGELSQ 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
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LEHRALLKPSAQKTKKKENKRKPKTKSKDI F ILARENKQEEKELSTKQQSLGLPVKVIHIVYNSKTGKHTKQGEQ

NTDB id 40079 SGGBAA2069 RS11730 WP 009855222.1 GHARVLLTLKNAEEQEKWYQKILTEDISVRKLEHLLKPAKKKKNRPKKKDIFIRNQEEELTKQLGLPVKIIVSKTGTKGE 239
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKK.EKKTSKDIFLAEKEKELSQSLGLPVVIHYNK.KHQGQ 238
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NTDB id 40079 SGGBAA2069 RS11730 WP 009855222.1 VSLHFQSEEDLNRIINKLK 258
NTDB id 382 SMU RS09895 WP 011074697.1 LKISFSSEEDFNRLMNKLN 257
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X non conserved

X similar

X ≥ 50% conserved


