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Supplementary Figure S1. Expression levels of the nine differentially expressed genes with |LFC| of > 7, identified 
by the edgeR program, in each of the study subjects. Read counts represent the estimated expression abundance at the 
gene level.
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Supplementary Figure S2. Venn diagram of Gene Ontology terms estimated from 30 differentially 
expressed genes using three enrichment analysis methods.
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Supplementary Figure S3. Hierarchical tree of the overrepresented Gene Ontology terms (shown in red characters) estimated from 30 differentially expressed genes.

GO:0001655, urogenital system development
GO:0001822, kidney development
GO:0007275, multicellular organism development
GO:0032501, multicellular organismal process
GO:0032502, developmental process
GO:0035264, multicellular organism growth
GO:0035850, epithelial cell differentiation involved in 
     kidney development
GO:0040007, growth
GO:0040008, regulation of growth
GO:0040014, regulation of multicellular organism growth
GO:0040015, negative regulation of multicellular organism growth
GO:0045926, negative regulation of growth
GO:0048513, animal organ development
GO:0048519, negative regulation of biological process

GO:0048638, regulation of developmental growth
GO:0048640, negative regulation of developmental growth
GO:0048731, system development
GO:0048856, anatomical structure development
GO:0050793, regulation of developmental process
GO:0051093, negative regulation of developmental process
GO:0051239, regulation of multicellular organismal process
GO:0051241, negative regulation of multicellular organismal process
GO:0061005, cell differentiation involved in kidney development
GO:0072001, renal system development
GO:0090183, regulation of kidney development
GO:2000026, regulation of multicellular organismal development
GO:2000696, regulation of epithelial cell differentiation involved in 
     kidney development

GO:0048589, developmental growth


	Figure S1
	Figure S2
	Figure S3

