
logo MF
I LDFLFLFLPNRCLHKCNLR I I SVSDEEI ILVCDWALCFKSHQIHNFTHYNYDNFYFGEGKNGNDPFIKYEQKCVSVLFKFPVENKNAFGSL IMKRFYEEKEKEGLSQRDKI IHAELKYHR

NTDB id 1120294 EL165 RS11870 WP 002976801.1 MILDLLFPNRCLHCNRIIVSEILVCDLCFSQIHFTHYNYFENNPIKEKCSLFFPVENAFGLIRFEEEGLSRKIIHELKYR 80
NTDB id 1333 RA0C RS05105 WP 004918078.1 MFLDFFLPNRCLKCNLIISSDEIVCWACKSHINFTYNDFGGKGDFYQKVVLKFPVNKAFSLMKYEKKELSQDIIHALKYH 80
consensus ! !! !!!!!*!! !! !* *!! ! !*!*!!* * * !* ! !!! !! !***! !! !!! !!!*

logo SMREKRTVGKI
VLAHNWTVSTENRLMDFLQSDHDQGNI

PDI
LLTVNS IVPLHPKKLQKRERGYNQLHLFYTEKTLSKQFLQYHR IPFYDSHEYL ILKRRNFHYSKAPQALKDQKKL

NTDB id 1120294 EL165 RS11870 WP 002976801.1 SREKTGKILANWTTERLDFQDDNPDLLVSVPLHPKKLKERGYNQLHLYTETLSKFYHIPFDHELIRRNHYSKAQALKDKK 160
NTDB id 1333 RA0C RS05105 WP 004918078.1 SMERVGKVLAHWVSENMDLSHQGIDILTNIPLHPKKQRERGYNQLHLFTKTLSQLQRIPYSHYLLKRNFYSKPQALKQKL 160
consensus ! !* !!*!!*! *! *! * *!*! *!!!!!! *!!!!!!!!!*! !!! *!!* ! !**!!*!!!*!!!! !

logo

D
HRELEKMTDQNI

TFS IVDTERKP I
V
E
TGKHI LL IDDVFYTTGNTMVSKSAVAVWE I

LLKNAGGNDGNKQVSVLVLMAEIDEV
NTDB id 1120294 EL165 RS11870 WP 002976801.1 HRLETDNTFSITRPVTGKHILLIDDVFTTGNTVSSVAWEILNAGDNKVSVLVMAEDV 217
NTDB id 1333 RA0C RS05105 WP 004918078.1 DREKMQNIFSVDEKIEGKHILLIDDVYTTGNTMSKAVWELLKGNGNQVSVLVLAIDE 217
consensus *! ! !!* ** !!!!!!!!!!*!!!!!*! !!*! * ! !!!!!*! !

X non conserved

X similar

X ≥ 50% conserved


