This file describes the data files for the yeast network.

yeastInter_st.txt is a text file that includes all the interactions in the network. The convention used in the file is that the order of the columns is: 
regulating gene (TF), regulated gene, mode of regulation. 

In the basic yeastInter.txt network the mode of regulation is always 1, we did not differentiate between activators and repressors. See below for information on datasets that include the mode of regulation.
The conversion between node indexes and gene names can be found in the yeastData.mat file. 
yeastData.mat is a matlab file, and to open it you should use Matlab. The file is actually a workspace of several variables/datasets as follows:

im is the complete interaction matrix including auto-regulations and with signs for the regulation 1=activator 2=repressor 3=dual regulation. the names of the nodes are at namesWNull.

imnd refers to the interaction matrix with the auto regulations that are located on the diagonal of the matrix being omitted (nd - NoDiagonal)

after taking the diagonal off sometimes there is no other interaction at all for that node and it is therefore a null. imnn omits these null (nn - NoNull)

im1 is with all interactions being represented as 1 without reference to the type of regulation, and again with no nulls. The names are at the variable called names.

Usually we use the im1 for most applications.

It is possible by using the names to find the genes participating in any of the motifs using the motif detection tool - mfinder.

