
logo MKRI LMIVEDDFVVIARESLAGSELKMKWNYDGVI
V
A
VVDEQTFDDI LVS IWFNVKQHYEQPDQLVLLDINLPTLNGFHWCQE IRKSTSNVP I I F I SSR I

TDNMD
NTDB id 36488 SLGD RS01650 WP 002460617.1 MRIMIVEDDVVIRESLAGELMKWNYDVVAVDTFDDIVSWFVKYEPDLVLLDINLPTLNGFHWCQEIRKSSNVPIIFISSRTDNMD 85
NTDB id 9 SA RS13865 WP 000697877.1 MKILIVEDDFVIAESLASELKKWNYGVIVVEQFDDILSIFNQHQPQLVLLDINLPTLNGFHWCQEIRKTSNVPIIFISSRIDNMD 85
consensus !*!*!!!!! !! !!!! !! !!!! !* !* !!!!*! ! * ! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !!!!

logo QIMAIQMGGDDF I EKPFNLSLTIATKIQALLRRTYDLSTVANHNDNESLTTVKRDGCKTL I ILDEAKTLVVYYKQEEQNS IVHQLSFLTELQI ILKLMLFDQNEQDGKYV
NTDB id 36488 SLGD RS01650 WP 002460617.1 QIMAIQMGGDDFIEKPFNLSLTITKIQALLRRTYDLTVNHNETTVRDCKLIIDEATLYYKEESVHLSFTELQIIKMLFDNQGKYV 170
NTDB id 9 SA RS13865 WP 000697877.1 QIMAIQMGGDDFIEKPFNLSLTIAKIQALLRRTYDLSVANDSLTVKGCTLILDEAKVVYQEQNIQLSLTELQILKLLFQNEDKYV 170
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!*! * !!* ! !!*!!! * ! ! **!! !!!!!*!*!! ! !!!

logo SRTAL I EKCWESEHNF IDDNTLAVNMTRLRKKLNSTIGLVENDF I EITKKNI
VGYKV

NTDB id 36488 SLGD RS01650 WP 002460617.1 SRTALIEKCWESEHFIDDNTLAVNMTRLRKKLNSIGLEDFIETKKNIGYKV 221
NTDB id 9 SA RS13865 WP 000697877.1 SRTALIEKCWESENFIDDNTLAVNMTRLRKKLNTIGVNDFIITKKNVGYKV 221
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!*!!* !!! !!!!*!!!!
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