




networks of different TF families through the same target
genes or through direct interactions between the members
of different TF families. The experimental evidence for
each interaction between a TF and its target gene is available
through the references provided in TRED. This is an advan-
tage over other networks computationally predicted from
expression and/or phylogenetic profiles. In this release,
GRNs for the TF families have been generated from the col-
lected interaction data and statically stored in TRED. The
dynamic links to GRNs will be provided in the query result
in the future. Taken together, TRED can facilitate to decipher
the GRNs and help researchers to better understand the gene
regulatory mechanisms.

DATA ACCESS

The website (http://rulai.cshl.edu/TRED) offers the following
services: easy access to TRED entries through text-based
query interface; search for the target genes of a given TF;
retrieval of the promoter sequences and the TF-binding
motifs; further analysis of the retrieved sequences of promot-
ers and motifs. TRED homepage also provides the access to
the GRNs of the TF families in human, mouse and rat, which

were constructed from its collection of the interaction data
between the TFs and their target genes.
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