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2. Methods and Examples
2.1. Intrinsic Properties of Protein Sequences
2.1.1. Statistical Analysis of Amino Acid Sequences

Exploring simple statistical properties, such as the presence of clusters of
certain types of residues (e.g., charged or hydrophobic) or short repeats, is a
good starting point in analyzing an amino acid sequence. The straightforward

Fig. 1. Statistical analysis of a protein sequence. An excerpt of the SAPS output for
the potato leaf roll virus (PLRV) capsid protein. The + value shows statistical significance
of residue-clustering expressed as the number of standard deviations above the mean.


