Supplementary Table 9. Potentially NASH related genes expressed in the liver.

	Ac. Num.
	Gene name
	Gene function
	Expression changes

	METABOLISM 

	AA496149
	HMGCS2
	3-hydroxy-3-methylglutaryl-Coenzyme A synthase 2 (mitochondrial)
	2.14

	AA633818
	ACSL4
	Acyl-CoA synthetase long-chain family member 4
	2.517 and 2.828

	IMMUNE RESPONSE AND INFLAMMATION RELATED 

	AA040170
	CCL7
	Chemokine (C-C motif) ligand 7
	0.485

	TRANCRIPTION FACTORS 

	H45668
	KLF4
	Kruppel-like factor 4 (gut)
	0.428

	AA464600
	MYC
	v-myc oncogene homolog
	0.44

	CELL CONTACT, EXTRACELLULAR MATRIX AND ECM PROCESSING

	AI263095
	RDX
	radixin
	0.466

	AI308916
	PRSS3
	Protease, serine, 3 (mesotrypsin)
	2.144

	R02789
	NUCB2
	Nucleobindin 2
	0.462

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

	AA972853
	CBL
	Cas-Br-M ecotropic retroviral transforming sequence
	0.444

	MISCELLANEOUS

	AA489616
	OLFML2B
	olfactomedin-like 2B
	0.487

	H19327
	SH3BGRL2
	SH3 domain binding glutamic acid-rich protein like 2 (thioredoxin-like)
	2.106


This table displays the genes with increased expressioin levels in the hepatic biopsies of obese patients with NASH, but not in the livers of obese patients with no liver complications (Ratios > 2.0).  It also shows the genes suppressed in the livers of obese patients without liver complications, but not in the livers of obese patients with NASH (Ratios < 0.5).

