The Sequence Attribute Method for Determining
Relationships Between Sequence and Protein Disorder
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Abstract

The conditional probability, P(s , is a statement of the probability that the event, s, ill occur
given prior kno ledge for the value of . If is given and if s is randomly distributed, then an
empirical approximation of the true conditional probability can be computed by the application of
Bayes Theorem. ere s represents one of t o structural classes, either ordered, s , or disordered,
s , and represents an attribute value calculated over a indo of 21 amino acids. Plots of
P(s  versus provide information about the correlation bet een the given se uence attribute
and disorder or order. These conditional probability plots allo  uantitative comparisons bet een
individual attributes for their ability to discriminate bet een order and disorder states. Using
such uantitative comparisons, 3 di erent se uence attributes have been rank-ordered. Attributes
based on cysteine, the aromatics, exible tendencies, and charge ere found to be the best attributes
for distinguishing order and disorder among those tested so far.
























