Supplemental Table 1. Classification of biological processes and pathways significantly regulated in the microarray data set
	Term
	Gene number
	p-value

	Control RNAi: vehicle vs. insulin*
	
	

	Biological processes
	
	

	-
	
	

	Pathways
	
	

	-
	
	

	
	
	

	IDE RNAi: vehicle vs. insulin
	
	

	Biological processes
	
	

	GO:0010605~negative regulation of macromolecule metabolic process
	4
	0.0302

	GO:0007167~enzyme linked receptor protein signaling pathway
	3
	0.0414

	
	
	

	Pathways
	
	

	REACT_152:Cell Cycle, Mitotic
	4**
	0.0189



	
	
	

	Vehicle: Control RNAi vs. IDE RNAi
	
	

	Biological processes
	
	

	GO:0008202~steroid metabolic process
	7
	0.0040

	GO:0006869~lipid transport
	6
	0.0046

	GO:0010876~lipid localization
	6
	0.0064

	GO:0042445~hormone metabolic process
	5
	0.0081

	GO:0048545~response to steroid hormone stimulus
	6
	0.0145

	GO:0009100~glycoprotein metabolic process
	6
	0.0176

	GO:0009725~response to hormone stimulus
	8
	0.0199

	GO:0010817~regulation of hormone levels
	5
	0.0265

	GO:0007586~digestion
	4
	0.0306

	GO:0008203~cholesterol metabolic process
	4
	0.0315

	GO:0009719~response to endogenous stimulus
	8
	0.0319

	GO:0006917~induction of apoptosis
	7
	0.0326

	GO:0012502~induction of programmed cell death
	7
	0.0330

	GO:0016125~sterol metabolic process
	4
	0.0398

	GO:0006029~proteoglycan metabolic process
	3
	0.0409

	GO:0009611~response to wounding
	9
	0.0445

	GO:0010721~negative regulation of cell development
	3
	0.0499

	
	
	

	Pathways
	
	

	hsa04115:p53 signaling pathway
	4***
	0.0181

	REACT_602:Metabolism of lipids and lipoproteins
	5
	0.0290

	hsa04512:ECM-receptor interaction
	4
	0.0314

	
	
	

	Insulin: Control RNAi vs. IDE RNAi
	
	

	Biological processes
	
	

	GO:0009100~glycoprotein metabolic process
	7
	0.0005

	GO:0006029~proteoglycan metabolic process
	4
	0.0012

	GO:0042445~hormone metabolic process
	5
	0.0019

	GO:0006790~sulfur metabolic process
	5
	0.0025

	GO:0009636~response to toxin
	4
	0.0034

	GO:0010817~regulation of hormone levels
	5
	0.0066

	GO:0030166~proteoglycan biosynthetic process
	3
	0.0073

	GO:0009611~response to wounding
	8
	0.0156

	GO:0051186~cofactor metabolic process
	5
	0.0158

	GO:0016051~carbohydrate biosynthetic process
	4
	0.0160

	GO:0005976~polysaccharide metabolic process
	4
	0.0176

	GO:0050651~dermatan sulfate proteoglycan biosynthetic process
	2
	0.0197

	GO:0050655~dermatan sulfate proteoglycan metabolic process
	2
	0.0245

	GO:0044272~sulfur compound biosynthetic process
	3
	0.0254

	GO:0030203~glycosaminoglycan metabolic process
	3
	0.0303

	GO:0042592~homeostatic process
	9
	0.0314

	GO:0009725~response to hormone stimulus
	6
	0.0351

	GO:0006869~lipid transport
	4
	0.0351

	GO:0006732~coenzyme metabolic process
	4
	0.0402

	GO:0006022~aminoglycan metabolic process
	3
	0.0412

	GO:0010876~lipid localization
	4
	0.0428

	GO:0009101~glycoprotein biosynthetic process
	4
	0.0435

	GO:0009719~response to endogenous stimulus
	6
	0.0499

	
	
	

	Pathways
	
	

	hsa04115:p53 signaling pathway
	4***
	0.0079


Genes with mean expression changes greater than 1.3 fold (log2 greater than 0.3785 and lower than -0.3785) and which were significant after a false-discovery rate correction (p<0.05) were selected as regulated by experimental conditions and subjected for gene ontology and pathway analyses. Functional annotation was done with DAVID (Database for Annotation, Visualization, and Interpreted Discovery; http://david.abcc.ncifcrf.gov/).

*No genes showed expression changes greater than 1.3 fold.

**Genes CDC6, GINS4, CDC20, CENPI.
***Genes TP53I3, FAS, CCNG2, SESN1.

