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Sequence Name:

Graphics:

a3v Sequence Average (a3vSA):

Number of Hot Spots (nHS):

Normalized nHS for 100 residues (NnHS):

Area of the profile Above Threshold (AAT):

Total Hot Spot Area (THSA):

Total Area (TA):

AAT per residue (AATr):

THSA per residue (THSAr):

Normalized a4v Sequence Sum for 100 residues (Na4vSS):
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