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Supplemental Figure 2 B
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Relevant Functions & Diseases
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Correlation of genes in defense response
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Correlation of genes in keratinocyte differentiation
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Control Groups for TFBS Candidate TFs for TFBS
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Co-citation and Binding
TFs sites
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Supplemental Table 1.
Over-represented transcriptional binding sites in the lipid biosynthesis group.



GO terms for up-regulated genes

GO terms for down-regulated genes

Name p-value # of genes Name p-value # of genes
Keratinocytes Differentiation 9.2E-08 6 Lipid Metabolic Process 1.0E-09 25
Keratinization 6.6E-07 5 Cellular Lipid Metabolic Process 4.8E-09 22
Epidermis Development 4.7E-06 7 Monocarboxylic Acid Metabolic Process 5.2E-09 15
Epidermal Cell Differentiation 6.3E-06 5 Carboxylic Acid Biosynthetic Process 5.7E-09 10
Ectoderm Development 7.8E-06 7 Organic Acid Biosynthetic Process 5.7E-09 10
Epidermis Morphogenesis 1.1E-05 5 Fatty Acid Metabolic Process 9.0E-09 13
Oxygen Transport 1.3E-05 4 Fatty Acid Biosynthetic Process 3.3E-08 9
Gas Transport 2.0E-05 4 Lipid Biosynthetic Process 1.7E-07 14
Tissue Morphogenesis 5.6E-05 5 Carboxylic Acid Metabolic Process 2.6E-07 19
Multi-Organism Process 5.6E-05 8 Organic Acid Metabolic Process 2.8E-07 19
Defense Response 8.2E-05 10 Phosphate Transport 4.7E-05 7
Defense Response to Bacterium 1.4E-04 5 Inorganic Anion Transport 1.2E-03 7
Response to External Stimulus 2.2E-04 18 Proximal/Distal Pattern Formation 1.7E-03 3
Response to Bacterium 2.4E-04 5 Anion Transport 2.8E-03 7
Tissue Development 6.6E-04 7 Whnt Receptor Signaling Pathway 2.9E-03 6

Supplemental Table 2.

GO terms for up- and down-regulated transcripts.
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