PAGE  

Supplemental Digital Content 6: Representative differentially regulated pathways between RIPC and placebo (examples)

	 GSEA Pathway
	Brief description
	NES
	Nom. P-value
	FDR q-val

	SANA_TNF_SIGNALING_UP
	Genes up-regulated in five primary endothelial cell types (lung, aortic, iliac, dermal, and colon) by TNF
	1.823
	0.000
	0.184

	IVANOVA_HEMATOPOIESIS_STEM_CELL_AND _PROGENITOR
	
Genes in the expression cluster 'HSC and Progenitors Shared': up-regulated in hematopoietic stem cells (HSC) and progenitors from adult bone marrow and fetal liver
	1.555
	0.002
	0.241

	MITOTIC_CELL_CYCLE
	Genes annotated by the GO term GO:0000278. Progression through the phases of the mitotic cell cycle, which canonically comprises four successive phases called G1, S, G2, and M
	1.567
	0.004
	0.232

	CHEN_LVAD_SUPPORT_OF_FAILING_HEART_UP
	Up-regulated genes in the left ventricle myocardium of patients with heart failure following implantation of a left ventricular assist device
	1.640
	0.02
	0.203

	REACTOME_DNA_STRAND_ELONGATION
	Genes involved in DNA strand elongation
	1.920
	0.000
	0.120

	PETRETTO_CARDIAC_HYPERTROPHY
	Genes that correlated most highly with left ventricular mass index
	1.443
	0.04
	0.336

	MITOCHONDRIAL_INNER_MEMBRANE
	Genes annotated by the GO term GO:0005743 (inner mitochondrial membrane)
	-1.492
	0.04
	1.000

	V$AP4_Q6
	Genes with promoter regions around transcription start site containing the motif CWCAGCTGGN which matches annotation for transcription factor AP-4
	-1.396
	0.028
	1.000

	NEGATIVE_REGULATION_OF_MULTICELLULAR
_ORGANISMAL_PROCESS
	Genes annotated by the GO term GO:0051241 (downregulation of multicellular organismal process)
	-1.637
	0.016
	1.000

	CTAWWWATA_V$RSRFC4_Q2
	Genes with promoter regions [-2kb,2kb] around transcription start site containing the motif CTAWWWATA which matches annotation for MEF2A
	-1.379
	0.036
	1.000


AP-4 activating enhancer binding protein 4

GSEA Gene Set Enrichment Analysis

FDR False Discovery Rate (FDR is the estimated probability that a set with a given NES represents a false positive finding)
GO Gene Ontology§ 

HSC hematopoietic stem cells

MEF2A MADS box transcription enhancer factor 2, polypeptide A (myocyte enhancer factor 2A)
NES Normalized Enrichment Score (positive=induction or up-regulation in RIPC; negative=induction or up-regulation in placebo)

RIPC remote ischemic preconditioning
TNF tumor necrosis factor-α
§ � HYPERLINK "http://www.geneontology.org/" ��http://www.geneontology.org/�  (accessed April 20, 2011)





