Homology:

In order to understand cellular function conserved across species, we study the conservation of human genes with an ortholog in each of 5 lower eukaryotes (Rattus norvegicus, Mus musculus, Drosophila melanogaster, Caenorhabditis elegans, Saccharomyces cerevisiae) deposited in the NCBI HomoloGene [] database. Besides, the hyperlinks of RGD [], MGI [], SGD [], WormBase [], and FlyBase [] are also provided for more details of genes among the different species respectively.

Pathway:

The pathway information is important to understand the functionality of genes and proteins. In this study, we integrate the well-known pathway databases, KEGG [] and BioCarta [], and collect all known pathways in which each gene involves. All of the results are separated as two parts. In the first part, the results are listed in a descendant order according to the number of pathway of a gene. In the second part, the results are listed in a descendant order according the number of gene of a pathway. Besides, in our system, we also provide the KEGG and BioCarta hyperlinks of each pathway map and these hyperlinks can help the biologists to understand the details of specific pathways of interest.
P-P Interactions:

The DIP [] protein-protein interactions of 5 model organisms are also provided. Visualization of protein-protein interactions can be represented by two approaches. First, a graph of the protein-protein interactions networks is visualized via a Java applet. Second, the graph provides a tree-view structure with hyperlinks to external databases, such as GO, PIR-NREF, UniProt, and so on. In addition, as protein-protein interactions require precise spatial proximity and temporal synchronicity, we also provide additional information with respect to such interactions
TF Predictions:

Identifying a gene as regulator for a certain set of gene(s) and, hence, as a regulator of a certain pathway is important in the identification of pharmacologically relevant initiators for drug development. The regulator prediction tool can accept a list of genes of interest as input. The upstream promoter sequences of these genes are downloaded from DBTSS [] database. The range of promoter sequences can be taken as parameter from -3000 to +1000 bps. The cis-regulatory elements and corresponding trans-regulatory factors will be predicted by MATCH [] downloaded from TRANSFAC []. Besides, the non-redundant cis-regulatory elements and corresponding trans-regulatory factors will be identified.
