
canonical Wnt receptor signaling pathway, positive regulation of wound healing
cell adhesion
Rho protein signal transduction
cholesterol efflux
positive regulation of T cell proliferation
Ras protein signal transduction
regulation of endothelial cell migration
epidermal growth factor receptor signaling pathway
ERK1 and ERK2 cascade
cytokinesis after mitosis
glycolysis
glucocorticoid metabolic process
low−density lipoprotein particle remodeling
positive regulation of innate immune response
positive regulation of NAD(P)H oxidase activity
MyD88−independent toll−like receptor signaling pathway
stress−activated MAPK cascade
Toll signaling pathway
DNA damage checkpoint
fatty acid beta−oxidation
bile acid metabolic process
mitotic cell cycle G1/S transition checkpoint
AMP biosynthetic process
brown fat cell differentiation
regulation of interphase of mitotic cell cycle
adrenergic receptor signaling pathway
oxidative phosphorylation
peroxisome organization
regulation of fibroblast proliferation
glycogen catabolic process
regulation of epidermal growth factor receptor signaling pathway
complement activation
acute−phase response
fat cell differentiation
cytokine production
acyl−CoA metabolic process
cellular respiration
electron transport chain
protein complex disassembly
regulation of inflammatory response
vasodilation
respiratory electron transport chain
response to unfolded protein
carbohydrate transpor t
regulation of G1/S transition of mitotic cell cycle
regulation of protein kinase A signaling cascade
positive regulation of ERK1 and ERK2 cascade
regulation of angiogenesis
triglyceride biosynthetic process
energy derivation by oxidation of organic compounds
regulation of blood vessel size
inflammatory response
acute inflammatory response
regulation of interleukin−1 beta production
regulation of MAP kinase activity
positive regulation of intracellular protein kinase cascade
regulation of ERK1 and ERK2 cascade
regulation of cytokine production
regulation of cytokine secretion
regulation of lipid storage
JAK−STAT cascade involved in growth hormone signaling pathway
peroxisomal transport
Rab protein signal transduction
regulation of fatty acid beta−oxidation
regulation of macrophage derived foam cell differentiation
drug catabolic process
oxidation−reduction process
steroid metabolic process
circadian regulation of gene expression
gluconeogenesis
immune response−activating signal transduction
fructose metabolic process
regulation of circadian rhythm
response to carbohydrate stimulus
apoptosis
leukocyte migration
foam cell differentiation
positive regulation of carbohydrate metabolic process
regulation of collagen metabolic process
leukocyte activation involved in immune response
mast cell activation
macrophage activation
regulation of macrophage cytokine production
arachidonic acid metabolic process
glucan metabolic process
positive regulation of phospholipase A2 activity
carbohydrate metabolic process
liver development
glutathione metabolic process
regulation of protein serine/threonine kinase activity
cellular response to lipopolysaccharide
platelet activation
coagulation
anti−apoptosis
response to wounding
wound healing
cellular ketone metabolic process
response to drug
glucose metabolic process
circadian rhythm
response to insulin stimulus
cellular amino acid metabolic process
response to external stimulus
response to nutrient levels
cellular response to glucocorticoid stimulus
fatty acid oxidation
regulation of tumor necrosis factor production
aging
tissue remodeling
regulation of cell adhesion
response to oxidative stress
lipid biosynthetic process
positive regulation of immune system process
fatty acid metabolic process
response to stress
developmental process
regulation of cell size
urea cycle
ceramide metabolic process
positive regulation of protein kinase B signaling cascade
endoplasmic reticulum unfolded protein response
negative regulation of cell proliferation
B cell mediated immunity
response to endoplasmic reticulum stress
T cell proliferation
induction of apoptosis
monosaccharide biosynthetic process
positive regulation of hepatocyte differentiation
positive regulation of apoptosis
regulation of apoptosis
positive regulation of I−kappaB kinase/NF−kappaB cascade
response to glucose stimulus
regulation of I−kappaB kinase/NF−kappaB cascade
immune response
immune system process
regeneration
positive regulation of lipase activity
regulation of lipase activity
innate immune response
triglyceride metabolic process
cholesterol homeostasis
tissue regeneration
response to cytokine stimulus
sphingolipid metabolic process
antigen processing and presentation
glycosylation
interferon−gamma−mediated signaling pathway
cellular response to superoxide
lipid storage
sphingosine biosynthetic process
lipid metabolic process
lipid localization
lipid transpor t
regulation of lipoprotein lipase activity
regulation of lipid biosynthetic process
regulation of lipoprotein oxidation
regulation of plasma lipoprotein particle oxidation
positive regulation of cholesterol esterification
plasma lipoprotein particle organization
regulation of triglyceride catabolic process
triglyceride−rich lipoprotein particle remodeling
cellular response to leptin stimulus
negative regulation of interleukin−1 beta secretion
regulation of hepatocyte growth factor production
reverse cholesterol transport
negative regulation of natural killer cell mediated immunity
regulation of T cell mediated cytotoxicity
regulation of natural killer cell mediated cytotoxicity
regulation of T cell mediated immunity
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Supporting Information Fig 2. Biological 
processes affected by drug and dietary 
lifestyle interventions on a transcriptome 
level
 
Representative Gene Ontology Biological Pro-
cess categories overrepresented among differen-
tially expressed transcripts in dietary lifestyle 
(DLI) and drug intervention groups (vs. HFD), 
and their corresponding p-values (heatmap). The 
clustering tree highlights a similarity between 
process-enrichment profiles of chow control and 
DLI groups and between fenofibrate and 
T0901317 groups. 


