Supplementary Information for Kyoda et al., “DBRF-MEGN method: an algorithm for deducing minimum equivalent gene networks from large-scale gene expression profiles of gene deletion mutants”
‘Detailed_Algorithm.doc’
Detailed algorithm of the DBRF-MEGN method.

‘DeletantList.xls’
A list of 265 single-gene deletion mutants included in the Rosetta Compendium (Hughes et al., 2000). We used the expression profiles of these 265 genes and their gene deletion mutants.

‘IDE-p0.01.xls’
The list of initially deduced edges deduced from the S. cerevisiae expression profiles with the P-value threshold = 0.01. Each row represents a deduced edge, which directs from the gene in the 1st column to that in the 2nd column. The 3rd column represents the sign of the edge (P: positive, N: negative).

‘MEGN-p0.01.xls’
The list of edges in the MEGN deduced from the S. cerevisiae profiles with the P-value threshold = 0.01.

‘MEGN-p0.02.xls’
The list of edges in the MEGN deduced from the S. cerevisiae profiles with the P-value threshold = 0.02.

‘MEGN-p0.03.xls’
The list of edges in the MEGN deduced from the S. cerevisiae profiles with the P-value threshold = 0.03. First worksheet: the list of essential edges, 2nd worksheet: the list of restored edges. There is 1 independent group of essential unexplained edges, from which an edge is chosen to generate the MEGN.

‘MEGN-p0.04.xls’ 

The list of edges in the MEGN deduced from the profiles with the P-value threshold = 0.04.

’MEGN-p0.05.xls’ 

The list of edges in the MEGN deduced from the profiles with the P-value threshold = 0.05. First worksheet: the list of essential edges, 2nd worksheet: the list of restored edges. There are 10 independent groups of unexplained edges. One of 2 edges is chosen from each group (groups 1 through 9). One of 32 sets of edges is chosen from the group 10, which consists of 10 edges. Each set consists of 5 edges.

‘Supplementary_Figure_S1.bmp’
MEGN deduced from the expression profiles of S. cerevisiae 265 genes. The network consists of 265 genes (yellow circles) and 675 edges, of which 230 are positive edges (red arrows) and 445 are negative edges (blue arrows). Graphical display of the gene network was created using the Pajek program for large network analysis (http://vlado.fmf.uni-lj.si/pub/networks/pajek/). All deduced edges are listed in MEGN-p0.01.xls in Supplementary Information.

‘TranscriptionalRegulators.xls’ 

The list of transcriptional regulators used to predict transcriptional targets and modulators of transcriptional activity. Genes that are annotated with “transcriptional regulator activity” in the Saccharomyces Genome Database (http://www.yeastgenome.org) were chosen from the 265 S. cerevisiae genes. We excluded the genes that are annotated with “transcription co-activator activity”, “transcription co-repressor activity”, or “RNA polymerase II transcription mediator activity”, because those genes are co-factors or mediators of transcriptional regulators.
