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VSALYGGSDEDKGRLSTPLMI STATHQLLMRYKRDAI FIDVMI IDEVDAF
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NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 398
consensus !* ** !!!!!!!!!**! ! *!* ***! !!!!! *!!*!! !!!! !!!!*!!!!!!!!!!!!!!!!

logo

C
GVLGAEASPS I FTESALVQIAGRTGRHKYEKHYAFDSGDVI

V
M
YFHFGI

KTKNGSMKLDKAKRKHI EKEHMNEKLAAQKSVEKCLLTD
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