
logo MKKI LV IDDHPAVMEGTKSTI LESTDQSNQLSVDCLSPDEAPESEGAQF ILKQTHDFS ISYDLVI LMDLNLGGDE I
VNGMDE I

L
A
SKQI LEQETNPQHQCVKI

NTDB id 1006185 ABG082 RS14695 WP 007500477.1 MKKILVIDDHPAVMEGTKSILESDQQLSVDCLSPDAEGAFLKTHDFSIYDVILMDLNLG.DINGMDIAKQILETNQQVKI 79
NTDB id 90 BSU 31680 NP 391046.1 MKKILVIDDHPAVMEGTKTILETDSNLSVDCLSPEPSEQFIKQHDFSSYDLILMDLNLGGEVNGMELSKQILQENPHCKI 80
consensus !!!!!!!!!!!!!!!!!!*!!!*! *!!!!!!!!** !*! !!!! !!*!!!!!!!!***!!!** !!!! !***!!

logo I IVYTGYEVDEDYFEEAIRAGLHGAI SKTESTKDEKI ITEQYIHYHRTVLNQGE I
V
L
V
I
V
D
Q
F
L
A
SYFLKKQL IMS

TQQKQETKPAEPQASQSQKTDEHQDELVLTEPRECL
NTDB id 1006185 ABG082 RS14695 WP 007500477.1 IIYTGYEVDDYFEEAIRAGLHGAISKTETKDKIIEYIHRTLQGEVVIQLSYLKKLISQQQEKPEQAQQTDHELLTERECL 159
NTDB id 90 BSU 31680 NP 391046.1 IVYTGYEVEDYFEEAIRAGLHGAISKTESKEKITQYIYHVLNGEILVDFAYFKQLMTQQKTKPAPSSQKEQDVLTPRECL 160
consensus !*!!!!!!*!!!!!!!!!!!!!!!!!!!*!*!! !!** !*!!*** ! ! !**!! !! * ! ****!!*!!!!

logo I LQREVEKGFYTNQE IADAVLHLSKRS I EYSLTS I FNKLNVGSRTEAVL IAKSDEGSVL
NTDB id 1006185 ABG082 RS14695 WP 007500477.1 ILREVEKGYTNQEIADVLHLSKRSIEYSLTSIFNKLNVGSRTEAVLIAKSESVL 213
NTDB id 90 BSU 31680 NP 391046.1 ILQEVEKGFTNQEIADALHLSKRSIEYSLTSIFNKLNVGSRTEAVLIAKSDGVL 214
consensus !! !!!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!

X non conserved

X similar

X ≥ 50% conserved


