
logo MKKI LV IDDHPAVMEGTKSTI LESTDQSNQLSVDCLSPDEAPESEGAQF ILKQTHDFS ISYDLVI LMDLNLGGDE I
VNGMDE I

L
A
SKQI LEQETNPQHQCVKI I IVYTG

NTDB id 56045 TM2 RS14625 WP 007500477.1 MKKILVIDDHPAVMEGTKSILESDQQLSVDCLSPDAEGAFLKTHDFSIYDVILMDLNLG.DINGMDIAKQILETNQQVKIIIYTG 84
NTDB id 90 BSU 31680 NP 391046.1 MKKILVIDDHPAVMEGTKTILETDSNLSVDCLSPEPSEQFIKQHDFSSYDLILMDLNLGGEVNGMELSKQILQENPHCKIIVYTG 85
consensus !!!!!!!!!!!!!!!!!!*!!!*! *!!!!!!!!** !*! !!!! !!*!!!!!!!!***!!!** !!!! !***!!!*!!!

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

TQQKQETKPAEPQASQSQKTDEHQDELVLTEPRECL I LQREVEKGFYT
NTDB id 56045 TM2 RS14625 WP 007500477.1 YEVDDYFEEAIRAGLHGAISKTETKDKIIEYIHRTLQGEVVIQLSYLKKLISQQQEKPEQAQQTDHELLTERECLILREVEKGYT 169
NTDB id 90 BSU 31680 NP 391046.1 YEVEDYFEEAIRAGLHGAISKTESKEKITQYIYHVLNGEILVDFAYFKQLMTQQKTKPAPSSQKEQDVLTPRECLILQEVEKGFT 170
consensus !!!*!!!!!!!!!!!!!!!!!!!*!*!! !!** !*!!*** ! ! !**!! !! * ! ****!!*!!!!!! !!!!!*!

logo NQE IADAVLHLSKRS I EYSLTS I FNKLNVGSRTEAVL IAKSDEGSVL
NTDB id 56045 TM2 RS14625 WP 007500477.1 NQEIADVLHLSKRSIEYSLTSIFNKLNVGSRTEAVLIAKSESVL 213
NTDB id 90 BSU 31680 NP 391046.1 NQEIADALHLSKRSIEYSLTSIFNKLNVGSRTEAVLIAKSDGVL 214
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!
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