Supplementary Table 8. Potentially hepatoprotective genes expressed in adipose.

	Ac. Num.
	Gene name
	Gene function
	Expression changes

	METABOLISM

	AA928584
	AASS 
	aminoadipate-semialdehyde synthase
	0.46

	AA179391
	OXCT/

SCOT
	3-oxoacid CoA transferase
	0.49

	H90906
	CHDH 
	choline dehydrogenase
	2.25

	AA461467
	ODC1 
	ornithine decarboxylase 1
	2.26

	AA504461
	LDLR 
	low density lipoprotein receptor 
	2.2

	R64640
	SPTLC2 
	Serine palmitoyl-CoA transferase long chain 2
	2.51

	AI002403
	COX7A2 
	cytochrome c oxidase subunit VIIa polypeptide 2 
	0.46

	AA046701
	ATP5G1 
	ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c(subunit 9), isoform 1
	2.08

	IMMUNE RESPONSE AND INFLAMMATION RELATED

	AA404284
	IL1RAP
	interleukin 1 receptor accessory protein
	2.37

	AI338791
	SH2D1A 
	SH2 domain protein 1A, Duncan's disease 
	2.21

	CYTOSKELETON

	W72103
	SPTBN1 
	spectrin beta, non-erythrocytic 1
	0.36 

	AA029997
	COL4A5
	collagen, type IV, alpha 5 
	2.17

	AA620426
	AMPH 
	amphiphysin 
	0.47

	CELL CONTACTS EXTRACELLULAR MATRIX AND ECM PROCESSING

	

	AI262129
	POSTN 
	periostin, osteoblast specific factor
	0.46

	T64192
	PRSS1
	Protease, serine, 1 (trypsin 1)
	2.1

	AA282219
	ECE1
	Endothelin converting enzyme 1
	2.1

	AI000677
	ST3GAL1
	ST3 β-galactoside α-2,3-sialyltransferase 1
	3.68

	AI023541
	CA9 
	carbonic anhydrase IX
	2.29

	NON-RECEPTOR TRANSMEMBRANE PROTEINS

	R69603
	OSTM1
	Osteopetrosis associated transmembrane protein 
	3.0

	LIGANDS AND RECEPTORS

	AI356028
	GPRC5B 
	G protein-coupled receptor, family C, group 5, member B
	0.48

	H99427
	PTPRM 
	protein tyrosine phosphatase, receptor type, M
	0.43

	N93476
	EDG1
	endothelial differentiation, sphingolipid G-protein-coupled receptor 1
	0.45

	AA086038
	PLA2R1 
	phospholipase A2 receptor 1
	0.47

	KINASES AND OTHER INTRACELLULAR SIGNAL TRANSDUCERS

	N64014
	PIP5K1A 
	phosphatidylinositol-4-phosphate 5-kinase type I α
	2.2

	AA451895
	ANXA5 
	a phospholipase A2 and protein kinase C inhibitory protein with calcium channel activity
	2.04

	R53966
	CHN1/ RHOGAP2
	chimerin 1
	2.1

	AA112979
	VRK1 
	vaccinia related kinase 1
	2.29

	TRANSCRIPTION FACTORS

	AI092288
	PAX9 
	paired box gene  9
	0.36

	R59192
	HLF 
	hepatic leukemia factor TF
	0.4

	T63779
	KLF9
	Kruppel-like factor 9
	2.01

	N59790
	NFX1 
	nuclear transcription factor, X-box binding 1
	2.73

	W87751
	TIMELESS 
	timeless homolog 
	2.33

	CHROMATIC REMODELING

	AA458981
	PTMS 
	Parathymosin 
	2

	H17334
	CBX6 
	chromobox homolog 6 
	2.03

	AI493835
	HFM1 
	HFM1, ATP-dependent DNA helicase homolog 
	2.35

	AA521388
	RUVBL1 
	RuvB-like 1 (E. coli) 
	2.36

	AI203233
	WDHD1 
	WD repeat and HMG-box DNA binding protein 1
	2.75

	POST-TRANSLATION MODIFICATION OF THE PROTEINS, THEIR TRANSPORT AND DEGRADATION

	AA916906
	TRADD 
	TNFRSF1A-associated via death domain
	2.05

	AA872379
	SUMO3
	SMT3 suppressor of mif two 3 homolog 3
	2.14

	H27912
	KDELR1 
	 KDEL endoplasmic reticulum protein retention receptor 1
	2.61

	RNA PRODUCTION AND SPLICING

	W90506
	U2AF1
	U2(RNU2) small nuclear RNA auxiliary factor 1
	2.52

	AA664135
	RPP38
	Ribonuclease P/MRP 38kDa subunit
	2.1

	AA279662
	SNRPB 
	small nuclear ribonucleoprotein polypeptides B and B1
	2.11

	AI474891
	SERS9
	Splicing factor, arginine/serine-rich 9
	2.65

	T62635
	SRP72
	signal recognition particle 72kDa
	2.39

	RELATED TO MELANOGENESIS

	N27147
	DCT 
	dopachrome tautomerase (TYRP2)
	2.54

	N26562
	MLANA
	Melan-A
	2.2

	AI479347
	MAGEB2 
	melanoma antigen, family B, 2
	2.29

	APOPTOSIS

	AA916906
	TRADD 
	TNFRSF1A-associated via death domain
	2.05

	AA977307
	NME6 
	 nucleoside-diphosphatekinase
	2.26

	MISCELLANEOUS

	AI350508
	FAM107A
	Family with sequence similarity 107, member A
	0.46

	H81304
	FAM63A
	Family with sequence similarity 63, member A
	2.11

	R42785
	LHFP
	Lipoma HMGIC fusion partner
	2.01

	H19109
	KLHL7 
	Kelch-like 7
	2.28

	AI362866
	PTTG1 
	pituitary tumor-transforming 1
	3.31

	AI348451
	FLJ33790 
	Hypothetical protein FLJ33790
	2.06

	H77332
	TRIM58
	Tripartite motif-containing 58
	2.44


Table comprises genes that are suppressed in visceral adipose of obese patients with NASH, but not in the visceral adipose of obese patients with no liver complications (Ratios < 0.5), and genes with an increased levels of expression in visceral adipose of obese patients without liver complications, but not in the visceral adipose of obese patients with NASH (Ratios > 2.0).

