TABLE X. Obesity related genes identified in the adipose tissue both in obese patients with NASH and in obese patients without liver complications

	Accn
	GENE NAME
	GENE FUNCTION
	GE in Adipose obese NASH/

GE in adipose LEAN
	GE in Adipose obese non-NAFLD/

GE in adipose LEAN
	Confirming previous study (Baranova et al., 2005) or novel gene

	METABOLISM 

	N53169
	APOC3 
	apolipoprotein C-III
	2.27
	2.14
	YES (MO)

	AA885311
	BCHE 
	butyrylcholinesterase
	2.13
	2.22
	YES (MO)

	T61078
	CPS1 
	carbamoyl-phosphate synthetase 1, mitochondrial (hepatic urea cycle)
	2.24
	2.69
	YES (MO)

	AA775241
	ALDOA 
	aldolase A, fructose-bisphosphate
	2.08
	Three independent hits 2.36. 2.86. 3.09
	YES (MO)

	AA633818
	EST in the 3’ area of ACSL4 and three other intergenic and intronic hits
	acyl-CoA synthetase long-chain family member 4
	2.24
	2.84
	YES (MO)

	DETOXIFICATION

	AI018607
	SULT1A2 
	sulfotransferase family, cytosolic, 1A, phenol-preferring, member 2
	3.44
	2.99
	YES (MO)

	AA181307
	AHR 
	aryl hydrocarbon receptor
	0.44
	0.49
	YES (MO)

	AA877213
	CYP24A1 
	cytochrome P450, family 24, subfamily A, polypeptide 1
	2.36
	2.16
	NOVEL

	H81046
	ASNA1 
	arsA arsenite transporter, ATP-binding, homolog 1 (bacterial)
	2.31
	2.43
	YES (MO)

	AA031770
	NUDT21
	Nudix (nucleoside diphosphate linked moiety X)-type motif 21
	Three independent hits 

2.36. 2.64. 2.67
	Four independent hits 

2.08. 2.28. 2.30. 2.78
	YES (MO)

	IMMUNE RESPONSE AND INFLAMMATION RELATED

	AI371874
	TLR4
	toll-like receptor 4
	0.19
	0.2
	YES 

(MO, NGO, DO)

	AI123732
	EBI2
	Epstein-Barr virus induced gene 2 (lymphocyte-specific G protein-coupled receptor) 
	0.34
	0.26
	YES 

(MO, NGO, DO)

	AI268937
	CCL8 
	chemokine (C-C motif) ligand 8
	0.47
	0.4
	YES 

(MO, NGO, DO)

	H69878
	RARB
	retinoic acid receptor, beta 
	0.43
	0.5
	YES (MO)

	H40681
	MYD88 
	myeloid differentiation primary response gene (88) MyD88 is a Key Mediator of Anorexia, But Not Weight Loss TLR4 signaling
	2.70
	2.12
	YES (MO)

	AA913480
	KLRC1
	Killer cell lectin-like receptor subfamily C, member 1
	3.25
	2.66
	YES (MO)

	CYTOSKELETON

	AA425649
	DMD 
	dystrophin (muscular dystrophy, Duchenne and Becker types)
	0.37
	0.47
	YES 

(MO, NGO, DO)

	AI263095
	RDX 
	radixin
	2.54
	2.48
	YES (MO)

	T60068
	MSN 
	moesin
	2.15
	2.57
	NOVEL

	AI680557
	COL4A6 
	collagen, type IV, alpha 6
	2.25
	2.53
	YES (MO)

	R20625
	EVL 
	Enah/Vasp-like 
	2.16
	2.62
	NOVEL

	T98491
	EST, intronic hit in the ACTN4
	actinin, alpha 4 
	2.49
	2.74
	YES (MO)

	AA464250
	KRT17
	keratin 17
	3.12
	3.13
	YES (MO)

	W92769
	CAPZA1 
	capping protein (actin filament) muscle Z-line, alpha 1
	2.02
	3.22
	YES (MO)

	AI076396
	EST, intronic hit in CTNNB1 
	catenin (cadherin-associated protein), beta 1, 88kDa   
	3.33
	4.36
	YES (MO)

	EXTRACELLULAR MATRIX AND ECM PROCESSING

	AI160964
	DSC1 
	desmocollin 1
	2.11
	2.51
	NOVEL

	AI375048
	ADAMTS5 
	a disintegrin-like and metalloprotease (reprolysin type) with thrombospondin type 1 motif, 5 (aggrecanase-2)
	0.41
	0.36
	YES 

(MO, NGO, DO)

	AA878951
	ADAM17 
	a disintegrin and metalloproteinase domain 17 (TNFalpha converting enzyme)
	2.3
	2.8
	YES (MO)

	AI369218
	NAPSA
	Napsin A aspartic peptidase
	3.93
	4.35
	YES (MO)

	AA987261
	ECE2 
	endothelin converting enzyme 2
	2.04
	2
	NOVEL

	AI340883
	TACSTD1 
	tumor-associated calcium signal transducer 1 (Ep-CAM)
	3.89
	3.79
	YES (MO)

	AA598955
	TNC 
	tenascin C (hexabrachion)
	2.15
	3.25
	YES (MO)

	SOLUTE TRANSPORTERS AND OTHER NON-RECEPTOR TRANSMEMBRANE PROTEINS

	AI361349
	SLC43A3 
	solute carrier family 43, member 3 (EEG1, found in rapidly growing tissues)
	2.53
	2.68
	YES (MO)

	AI174255
	KCNH3 
	potassium voltage-gated channel, subfamily H (eag-related), member 3
	2.83
	3.43
	YES (MO)

	AI139968
	SLC26A4
	Solute carrier family 26, member 4 (chloride/anion exchanger)
	2.53
	3.69
	YES (MO)

	AI219155
	CACNA1C
	Calcium channel, voltage-dependent, L type, alpha 1C subunit
	2.58
	4.14
	YES (MO)

	AA436374
	TMED4
	Transmembrane emp24 protein transport domain containing 4 (putative NFkB activating protein HNLF)
	2.04
	2.37
	NOVEL

	AI478107
	TMEM123/PORIMIN 
	Transmembrane protein 123 (pro-oncosis receptor inducing membrane injury gene)
	2.65
	2.95
	YES (MO)

	LIGANDS AND RECEPTORS

	AA975301
	CALCRL 
	calcitonin receptor-like

 (adrenomedullin receptor)
	0.272
	0.35
	YES 

(MO, NGO, DO)

	AA995128
	FIGF 
	c-fos induced growth factor (vascular endothelial growth factor D)
	0.31
	0.26
	YES 

(MO, NGO, DO)

	AI049675
	GFRA1 
	GDNF family receptor alpha 1
	3.03
	3.79
	YES (MO)

	KINASES AND OTHER INTRACELLULAR SIGNAL TRANSDUCERS

	AA424938
	PRKCA 
	protein kinase C, alpha
	2.49
	2.08
	YES (MO)

	H18068
	PKN1 
	Protein kinase N1
	2.44
	2.09
	YES (MO)

	AI380324
	PLK4 
	polo-like kinase 4 (Drosophila)
	2.40
	2.68
	YES (MO)

	AA465723
	PPM1G 
	protein phosphatase 1G (formerly 2C), magnesium-dependent, gamma isoform
	2.08
	2.42
	YES (MO)

	AI393043
	GNAT2 
	guanine nucleotide binding protein (G protein), alpha transducing activity polypeptide 2
	3.32
	3.27
	YES (MO)

	AI261561
	INPP5B
	Inositol polyphosphate-5-phosphatase, 75kDa (Calcium signaling)
	2.82
	3.87
	YES (MO)

	AA406326
	DKFZp686K16132 
	similar to BMP2 inducible kinase   
	2.13
	2.19
	NOVEL

	TRANSCRIPTION FACTORS

	AA056465
	NONO 
	non-POU domain containing, octamer-binding
	2.38
	Two independent hits 2.08, 2.71
	YES (MO)

	N95243
	MEIS1 
	Meis1, myeloid ecotropic viral integration site 1 homolog  tr fac
	2.33
	2.1
	NOVEL

	AI270906
	KLF12 
	Kruppel-like factor 12
	2.74
	2.76
	YES (MO)

	AI240559
	TCF2/HNF1B
	transcription factor 2, hepatic, LF-B3, variant hepatic nuclear factor
	2.44
	2.9
	YES (MO)

	AA911236
	MYBL1 
	v-myb myeloblastosis viral oncogene homolog (avian)-like 1
	3.38
	3.62
	YES (MO)

	H92070
	SKI
	V-ski sarcoma viral oncogene homolog (avian) 
	4.16
	3.18
	Yes (MO)

	CHROMATIC REMODELING

	H91167
	HELLS 
	helicase, lymphoid-specific (LSH homologue)
	2.33
	2.45
	YES (MO)

	AA434391
	NAB2
	NGFI-A binding protein 2 (EGR1 binding protein 2) 
	2.09
	2.25
	YES (MO)

	AI129891
	RCC1
	regulator of chromosome condensation 1
	3.4
	4.26
	YES (MO)

	AI201344
	SUZ12P
	Suppressor of zeste 12 homolog pseudogene
	3.08
	3.25
	NOVEL

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

	AA425545
	DCUN1D1
	DCN1, defective in cullin neddylation 1, domain containing 1
	0.37
	0.36
	YES 

(MO, NGO, DO)

	AI383794
	PRMT3 
	protein arginine N-methyltransferase 3
	2.48
	2.32
	YES (MO)

	R20646
	EHD1 
	EH-domain containing 1 recycling of membrane proteins
	2.24
	2.35
	YES (MO)

	H15246
	HECW1
	HECT, C2 and WW domain containing E3 ubiquitin protein ligase 1
	2.5
	2.5
	NOVEL

	AI219333
	MAN1C1 
	mannosidase, alpha, class 1C, member 1
	3.32
	3.84
	YES (MO)

	T53302
	MAN2A2 
	mannosidase, alpha, class 2A, member 2
	0.46
	0.5
	YES (MO)

	AA775378
	MGAT1 
	mannosyl (alpha-1,3-)-glycoproteinbeta-1,2-N-acetylglucosaminyltransferase
	2.65
	2.54
	YES (MO)

	RNA PRODUCTION AND SPLICING

	H50677
	RBM6 
	RNA binding motif protein 6
	2.3
	2.08
	YES (MO)

	AA459947
	SNRP70 
	small nuclear ribonucleoprotein 70kDa polypeptide (RNP antigen)
	2.06
	2.17
	NOVEL

	AI583623
	SFRS10 
	splicing factor, arginine/serine-rich 10 (transformer 2 homolog,Drosophila)
	2.26
	2.27
	YES 

(MO, NGO, DO)

	AI263109
	SFRS5
	Splicing factor, arginine/serine-rich 5
	2.68
	3.26
	YES (MO)

	AA521416
	LOC390284
	similar to signal recognition particle 14kDa (homologous Alu RNA binding protein)
	2.27
	3.95
	YES (MO)

	R64359
	LIN28B
	Lin-28 homolog B (C. elegans) 
	3.3
	5.42
	YES (MO)

	RIBOSOME BIOGENESIS AND PROTEIN BIOSYNTHESIS

	AI218585
	MRPL4 
	mitochondrial ribosomal protein L4
	2.44
	2.06
	YES (MO)

	R56251
	EMG1
	EMG1 nucleolar protein homolog
	2.00
	2.13
	NOVEL

	H56428
	LOC644582 and 3 other intronic hits 
	similar to Ribosome biogenesis protein BMS1 homolog
	2.28
	2.96
	NOVEL

	AA285043
	EIF2S3 
	eukaryotic translation initiation factor 2, subunit 3 gamma, 52kDa
	2.08
	2.89
	YES (MO)

	AA424956
	EIF2S1 
	eukaryotic translation initiation factor 2, subunit 1 alpha, 35kDa
	2.39
	3.74
	YES (MO)

	AA668520
	NARS 
	asparaginyl-tRNA synthetase
	2.99
	3.15
	YES (MO)

	RELATED TO MELANOGENESIS 

	AA995045
	MAGEA6 
	Melanoma antigen, family A, 6
	3.07
	6.73
	YES (MO)

	AI200443
	MAGEA10
	Melanoma antigen family A, 10
	3.49
	2.99
	YES (MO)

	AA962407
	YWHAB 
	tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, beta polypeptide
	Three independent hits 

2.13, 2.34, 2.86
	3.08
	YES (MO)

	AA668457
	TYRP1 
	tyrosinase-related protein 1
	2.38
	3.19
	YES (MO)

	APOPTOSIS

	T47483
	PPID and other hits
	peptidylprolyl isomerase D (cyclophilin D) 
	2.27
	2.28
	NOVEL

	W56356
	PEG10 
	paternally expressed 10
	2.38
	3.18
	YES (MO)

	MISCELLANEOUS

	H65334
	YLPM1
	YLP motif containing 1 (ZAP3)
	2.08
	3.71
	YES (MO)

	R99354
	LEREPO4 
	likely ortholog of mouse immediate early response, erythropoietin 4
	2.46
	2.5
	YES (MO)

	T56880
	AFP 
	alpha-fetoprotein
	2.29
	2.01
	YES (MO)

	AA995464
	NIPSNAP1 
	nipsnap homolog 1 (C. elegans)
	2.7
	2.05
	YES (MO)

	AA280677
	ZMYM6/ZNF258 
	Zinc finger, MYM-type 6
	2.07
	2.37
	YES (MO)

	AI376113
	TINP1
	TGF beta-inducible nuclear protein 1 
	2.29
	2.11
	NOVEL

	AI050071
	MEGF8
	Multiple EGF-like-domains 8
	2.61
	2.9
	YES (MO)

	AI077350
	C19orf37
	Chromosome 19 open reading frame 37
	2.1
	2.51
	YES (MO)

	NO FUNCTIONAL INFORMATION AVAILABLE

	AI457695
	CGI-115
	CGI-115 protein
	2.98
	3.63
	YES (MO)

	H73261
	Introinic and intergenic hits in WDR25
	WD repeat domain 25   
	4.68
	2.97
	NOVEL

	R26462
	Intergenic hits
	NA
	2.61
	2.56
	NOVEL

	AI345617
	Two hits in hypothetic transcripts
	NA
	2.88
	2.87
	YES (MO)


