
Overview of the sequence similarity searches. Each family or subfamily is represented by a box with solid borders. In each box, the family name, number of family members (in parentheses) and the representative protein are shown in the same color as in the Euclidean distance map (Fig. 2A). Query or hit sequences in regular or seeded PSI-BLAST searches are shown with their NCBI gene identification (gi) number. A regular PSI-BLAST search linking two families is represented by an arrow with solid line, which points away from the query sequence in one family and toward the hit sequence in the other family. Shown beside the arrow are the E-value and the iteration number (in parenthesis) of the search. A seeded PSI-BLAST search is represented by an arrow with dotted line, which starts at a dotted box defining the families used for the input multiple sequence alignment and points to the hit sequence in another family.
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