Figure S5. Functional analysis of genes up- and downregulated in Human and
Mouse ESCs and iPSCs in comparison to somatic cells using DAVID

Gene Ontology annotations of biological process, molecular function and cellular
component as well as genes enrichment in KEGG pathways for the following
comparisons: (A) genes upregulated in Human ESCs and iPSCs; (B) genes
downregulated in Human ESCs and iPSCs; (c) genes upregulated in mouse ESCs and
IPSCs; (d) genes downregulated in ESCs and iPSCs

A. Functional analysis of genes upregulated in Human ESCs and iPSCs in
comparison to somatic cells using DAVID

(a) Gene Ontology annotations of biological process, molecular function and cellular
component (b) Genes enrichment in KEGG pathways

(a) Gene Ontology annotations of biological process, molecular function and
cellular component. Significantly (p<0.01) overrepresented annotations are
shown as blue bars.
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(b) Genes enrichment in KEGG pathways. Significantly (p<0.01) enriched
pathways are shown in bold.
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B. Functional analysis of genes downregulated in Human ESCs and iPSCs in
comparison to somatic cells using DAVID

(@) Gene Ontology annotations of biological process, molecular function and cellular
component (b) Genes enrichment in KEGG pathways

(a) Gene Ontology annotations of biological process, molecular function and
cellular component. Significantly (p<0.01) overrepresented annotations are
shown as blue bars.
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(b) Genes enrichment in KEGG pathways. Significantly (p<0.01) enriched

pathways are shown in bold.
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C. Functional analysis of genes upregulated in mouse ESCs and iPSCs in
comparison to MEF using DAVID

(@) Gene Ontology annotations of biological process, molecular function and cellular
component (b) Genes enrichment in KEGG pathways

(a) Gene Ontology annotations of biological process, molecular function and
cellular component. Significantly (p<0.01) overrepresented annotations are
shown as blue bars.
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(b) Genes enrichment in KEGG pathways. Significantly (p<0.01) enriched
pathways are shown in bold.
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D. Functional analysis of genes downregulated in mouse ESCs and iPSCs in
comparison to MEF using DAVID

(@) Gene Ontology annotations of biological process, molecular function and cellular
component (b) Genes enrichment in KEGG pathways

(a) Gene Ontology annotations of biological process, molecular function and
cellular component. Significantly (p<0.01) overrepresented annotations are
shown as blue bars.
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(b) Genes enrichment in KEGG pathways. Significantly (p<0.01) enriched
pathways are shown in bold.

KEGG pathway Number of genes
Focal adhesion 29
ECM-receptor interaction 20
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