Additional file 3: Clustered genes that exhibit slightly different expression patterns
between replicates may have some common regulatory mechanism.

To illustrate that consensus clustering has the potential to identify groups of genes that
respond to stimuli as a group, but have a different response in each biological replicate
experiment, we show two heat maps of a single consensus cluster (cluster 19) generated from
experiments 1 and 2 (Supplementary Figure 3). These 5 temporal profiles (5 probe sets
representing 4 unique genes) are not perfectly consistent across the experiments—an expected
result in biological replicate experiments. In experiment 1 (Supplementary Figure 3, left), all 5
probe sets reach a peak repression at 12 hours whereas in experiment 2 (Supplementary Figure 3,
right) the peak occurs at 24 hours. This discrepancy may be a result of experimental variation
such as inexact timing of stimulation or harvest; however, consensus clustering identifies a
strong relationship between these genes because all 5 expression profiles changed together in the
second experiment, suggesting that these 4 genes may have some common regulatory motif or
mechanism for future investigation.

Cluster 19
Experiment 1 Experiment 2

Josd3 | Josephin domain containing 3
Gart | phosphoribosylglycinamide formyltransferase
RIKEN | RIKEN cDNA E330036119 gene

Abcel | ATP-binding cassette, sub-family E (OABP), member 1

Abcel | ATP-binding cassette, sub-family E (OABP), member 1
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Supplementary Figure 3: A heat map representation of a consensus cluster containing genes that were

expressed differently in replicate experiments, but still formed a robust cluster. The color scale is the SLR of
each gene’s expression (blue = down-regulated, yellow = up-regulated).
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