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Figure 3 The heat map of co-expression genes of YNL309W. The darker the red color, the higher the
gene expression level and the darker the blue, the lower the gene expression level.
Full-size & DOI: 10.7717/peer;j.4927/fig-3
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Figure 4 The network map of YNL309W. The red circle are genes searched out by similar pattern. The
purple circles represent opposite expression genes. The yellow circles are time-delay expression genes and
the blue circles are time-ahead expression genes.

Full-size &l DOI: 10.7717/peer;j.4927/fig-4

Datasets used in GEsture

We used three examples to demonstrate the effectiveness of GEsture. In example 1, a
yeast cell-cycle dataset was chosen to assess the performance of GEsture. The dataset
contains 6187 genes and 18-time points (Spellman et al., 1998), and it is available at
http://genome-www.stanford.edu/cellcycle/data/rawdata/. The same yeast dataset was
also used in example 2 to identify the target genes of transcription factors. In example
3, the circadian rhythm genes of Arabidopsis thaliana were identified using GEsture.
Columbia diurnal gene expression data of Arabidopsis thaliana (Mockler Lab) measured
in the condition of growing with 12h-light 12h-dark/24h-hot (COL_LDHH) was chosen
(Mockler et al., 2007).
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