
Table 4.   Conserved transcription factor binding sites identified in orthologous Fiaf
genes 

List of the TRANSFAC matrices that meet the selection criteria described above. Column 1,
name of the TRANSFAC matrix. Column 2, consensus sequence of the matrix defined by
using the International Union of Pure and Applied Chemistry  (IUPAC) alphabet (M
equals A or C; R, A or G; W, A or T; S, C or G; Y, C or T; K, G or T; V, A or C or G; H,
A or C or T; D, A or G or T; B,  C or G or T; and N, A or C or G or T). Column 3,
number of high scoring sites in each sequence based on the results of applying the
program PATSER to the selected genomic sequence. HMRZF each represents the species of
the selected sequence (H-human, M-mouse, R-rat, Z-zebra fish, F-fugu). Column 4, CHN
statistic (defined in ref. 1), number of high scoring sites that appear in conserved blocks
between human and mouse Fiaf genes. Column 5, a description of the matrix based on
the TRANSFAC database annotation.

TRANSFAC                                                                  No. of potential sites
matrices                Consensus                        H     M     R    Z      F       CHN    Notes
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