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Supplementary tables and figures 

Table 1 The 10 most up- and downregulated genes in NAFLD compared to healthy (fold change) 
	Gene symbol
	fold change
	adjusted p-value
	GOBP
	Gene name

	Upregulated in NAFLD

	PRKCE
	3.41
	2.35791E-07
	apoptotic process
	protein kinase C epsilon

	ZBTB33
	1.58
	1.15955E-06
	regulation of transcription by RNA polymerase II
	zinc finger and BTB domain containing 33

	COL5A3
	7.06
	1.0809E-05
	extracellular matrix organization
	collagen type V alpha 3 Chain

	PLIN1
	2.91
	1.0809E-05
	lipid metabolic process
	perilipin 1

	[bookmark: _Hlk113718245]TBX15
	2.79
	1.0809E-05
	regulation of transcription by RNA polymerase II
	T-box transcription factor 15

	TP53INP1
	1.94
	1.0809E-05
	apoptotic process
	tumor protein p53 inducible nuclear protein 1

	TSPAN3
	2.29
	1.28328E-05
	biological process
	tetraspanin 3

	SERPINE1
	6.72
	1.5757E-05
	negative regulation of plasminogen activation
	serpin family E member 

	LOC101927745
	6.59
	1.89337E-05
	
	uncharacterized LOC101927745

	ISM1
	3.50
	2.27326E-05
	negative regulation of angiogenesis
	isthmin 1

	Downregulated in NAFLD

	MET
	0.62
	3.80107E-06
	signal transduction, cell surface receptor signaling pathway
	MET proto-oncogene, receptor tyrosine kinase

	FNDC3B
	0.55
	4.05914E-06
	none
	fibronectin type III domain containing 3B

	RBMS1
	0.58
	5.65067E-06
	DNA replication, RNA processing
	RNA binding motif single stranded interacting protein 1

	DIO3OS
	0.18
	6.37569E-06
	none
	DIO3 opposite strand upstream RNA

	KRTCAP3
	0.39
	8.9979E-06
	none
	keratinocyte associated protein 3

	IGSF8
	0.74
	1.0809E-05
	cell motility
	immunoglobulin superfamily member 8

	RPL5
	0.72
	1.0809E-05
	translation
	ribosomal protein L5

	GAS5
	0.66
	1.0809E-05
	cellular response to oxidative stress
	growth arrest specific 5

	HSD17B2
	0.57
	1.0809E-05
	lipid metabolic process
	hydroxysteroid 17-beta dehydrogenase 2

	PACSIN3
	0.49
	1.46347E-05
	cytoskeleton organization
	protein kinase C and casein kinase substrate in neurons 3





Table 2 Gene list of the most up-and downregulated genes in NAFLD vs cirrhosis and cirrhosis vs. NAFLD. 
	Gene symbol
	fold change
	adjusted p-value
	Gene name

	Cirrhosisvs. NAFLD

	Upregulated in cirrhosis 

	GSN
	3.78
	1.85468E-19
	gelsolin

	CHI3L1
	39.74
	2.51258E-14
	chitinase 3 like 1

	EFEMP1
	10.32
	2.63548E-14
	EGF containing fibulin extracellular matrix protein 1

	ITGBL1
	7.73
	9.40364E-14
	integrin subunit beta like 1

	JAG1
	3.27
	3.18541E-13
	jagged canonical Notch ligand 1

	ITGA2
	7.89
	8.51962E-13
	integrin subunit alpha 2

	CCL19
	12.17
	4.92699E-12
	C-C motif chemokine ligand 19

	GOLM1
	4.73
	5.20807E-12
	golgi membrane protein 1

	SOD3
	5.29
	9.72764E-12
	superoxide dismutase 3

	KRT19
	5.62
	1.95144E-11
	keratin 19

	Downregulated in cirrhosis 

	POSTN
	0.11
	4.11874E-23
	periostin

	FAM151A
	0.05
	7.08064E-17
	family with sequence similarity 151 member A

	SMIM14
	0.54
	1.27505E-11
	small integral membrane protein 14

	NCAM2
	0.06
	4.95329E-11
	neural cell adhesion molecule 2

	HSD17B14
	0.15
	2.30936E-10
	hydroxysteroid 17-beta dehydrogenase 14

	FOLH1
	0.43
	4.39593E-10
	folate hydrolase 1

	RGS5
	0.42
	1.37362E-09
	regulator of G protein signaling 5

	LOC157273
	0.36
	1.7026E-09
	uncharacterized LOC157273

	CYP2C19
	0.07
	1.7026E-09
	cytochrome P450 family 2 subfamily C member 19

	NR1H3
	0.61
	2.8665E-09
	nuclear receptor subfamily 1 group H member 3

	
Cirrhosis vs healthy 

	Upregulated in cirrhosis 

	GSN
	6.90
	2.01926E-36
	gelsolin

	COL4A4
	4.89
	5.72126E-24
	collagen type IV alpha 4 chain

	ZBTB33
	2.27
	8.83997E-21
	zinc finger and BTB domain containing 33

	GOLM1
	8.78
	1.16953E-20
	golgi membrane protein 1

	ITGBL1
	13.13
	5.51609E-19
	integrin subunit beta like 1

	CHI3L1
	70.65
	6.19722E-17
	chitinase 3 like 1

	NFASC
	6.28
	1.00431E-16
	neurofascin

	GLIS2
	6.78
	1.26128E-16
	GLIS family zinc finger 2

	AEBP1
	6.41
	1.30256E-16
	AE binding protein 1

	LTBP2
	7.20
	4.98384E-16
	latent transforming growth factor beta binding protein 2

	Downregulated in cirrhosis 

	POSTN
	0.12
	7.49263E-20
	periostin

	PACSIN3
	0.22
	9.04792E-19
	protein kinase C and casein kinase substrate in neurons 3

	HSD17B14
	0.09
	4.94316E-15
	hydroxysteroid 17-beta dehydrogenase 14

	RGS5
	0.32
	7.16337E-15
	regulator of G protein signaling 5

	CYP2C19
	0.03
	1.52553E-14
	cytochrome P450 family 2 subfamily C member 19

	DNASE1L3
	0.49
	6.84768E-14
	deoxyribonuclease 1 like 3

	FAM151A
	0.05
	8.28694E-14
	family with sequence similarity 151 member A

	ASXL3
	0.12
	9.85987E-14
	ASXL transcriptional regulator 3

	NR5A2
	0.50
	1.15035E-12
	nuclear receptor subfamily 5 group A member 2

	BLVRB
	0.51
	3.469E-12
	biliverdin reductase B
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Suppl. Figure Study Design. 1) 10 healthy controls, 9 patients with NAFLD and 9 patients with cirrhosis were randomized to fasting or postprandial at 0 minutes. 2) Liver biopsies were collected after 60 minutes. 3) We performed RNA sequencing with short-read Illumina sequencing technology. 4) Raw data processing was performed. 5) Explorative data analysis and differential gene expression analyses were performed. 6) We developed a browsable app for easy data access (www.weweralbrechtsenlab.shinyapps.io/PLS_Groups). 
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