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Table S1. Clinico-pathologic features of 15 patients with liver cancer
	
	Age (yrs)
	Gender
	HBV infection
	Liver cirrhosis
	Diagnosis*
	TNM/AJCC Stage
	Child-pugh stage
	Major or minor resection

	No. 1
	72
	Male
	Positive
	Positive
	HCC
	ⅠB
	B
	Major resection

	No. 2
	52
	Male
	Positive
	Positive
	HCC
	Ⅱ
	B
	Major resection

	No. 3
	69
	Female
	Positive
	Positive
	HCC
	Ⅱ
	B
	Minor resection

	No. 4
	50
	Male
	Positive
	Positive
	HCC
	Ⅱ
	A
	Major resection

	No. 5
	44
	Male
	Positive
	Positive
	HCC
	Ⅱ
	A
	Major resection

	No. 6
	48
	Male
	Positive
	Positive
	CCC
	ⅠB
	A
	Minor resection

	No. 7
	55
	Male
	Positive
	Positive
	HCC
	Ⅱ
	B
	Minor resection

	No. 8
	62
	Female
	Positive
	Positive
	HCC
	Ⅱ
	B
	Minor resection

	No. 9
	48
	Male
	Positive
	Positive
	HCC
	Ⅱ
	B
	Minor resection

	No. 10
	50
	Male
	Positive
	Positive
	HCC
	ⅣA
	B
	Major resection

	No. 11
	61
	Female
	Positive
	Positive
	CCC
	Ⅱ
	B
	Major resection

	No. 12
	62
	Male
	Positive
	Positive
	HCC
	ⅠB
	B
	Major resection

	No. 13
	50
	Male
	Positive
	Positive
	HCC
	Ⅱ
	B
	Major resection

	No. 14
	55
	Male
	Positive
	Positive
	HCC
	Ⅱ
	B
	Minor resection


HCC: Hepatocellular Carcinoma; CCC: Cholangiocellular Carcinoma.



Table S2. Primers of quantitative reverse transcription polymerase chain reaction

	Gene name
	Primer sequence

	PPARα
	Rat
	forward 5’-TGAACAAAGACGGGATG-3’,
reverse 5’-TCAAACTTGGGTTCCATGAT-3’

	
	Human
	forward 5’- ATGGTGGACACGGAAAGCC -3’,
reverse 5’- CGATGGATTGCGAAATCTCTTGG -3’

	CYP1A2
	Rat
	forward 5’- CTGCAGAAAACAGTCCAGGA-3’,
reverse 5’- GAGGGATGAGACCACCGTTGF-3’

	GAPDH
	Rat
	forward 5’-TGGTGAAGGTCGGTGTGAAC-3’,
reverse 5’-GACTGTGCCGTTGAACTTGC-3’

	
	Human
	forward 5’- ACATCGCTCAGACACCATG-3’,
reverse 5’- TGTAGTTGAGGTCAATGAAGGG -3



 Table S3. GO enrichment analysis of genes in co-expression modules associated with hepatectomy
	Module
	ID
	Term
	Category
	ListHits
	P value
	Enrichment_score

	magenta
	GO:0072378
	blood coagulation, fibrin clot formation
	biological_process
	3
	2.20E-07
	41.08705

	
	GO:0042273
	ribosomal large subunit biogenesis
	biological_process
	6
	6.22E-07
	11.73916

	
	GO:1904874
	positive regulation of telomerase RNA localization to Cajal body
	biological_process
	4
	1.71E-06
	18.26091

	
	GO:0000398
	mRNA splicing, via spliceosome
	biological_process
	9
	4.49E-06
	5.654181

	
	GO:0090277
	positive regulation of peptide hormone secretion
	biological_process
	3
	5.29E-06
	22.82614

	
	GO:0016070
	RNA metabolic process
	biological_process
	3
	8.72E-06
	20.54353

	
	GO:0034622
	cellular protein-containing complex assembly
	biological_process
	4
	1.08E-05
	13.04351

	
	GO:0034116
	positive regulation of heterotypic cell-cell adhesion
	biological_process
	3
	1.35E-05
	18.67593

	
	GO:0006413
	translational initiation
	biological_process
	6
	1.86E-05
	7.208254

	
	GO:0051258
	protein polymerization
	biological_process
	3
	2.01E-05
	17.1196

	lightcyan
	GO:0050667
	homocysteine metabolic process
	biological_process
	4
	8.41E-07
	18.80198

	
	GO:0033762
	response to glucagon
	biological_process
	5
	1.11E-06
	13.22014

	
	GO:0006563
	L-serine metabolic process
	biological_process
	3
	4.45E-06
	21.15222

	
	GO:0015747
	urate transport
	biological_process
	4
	4.98E-06
	14.10148

	
	GO:1902287
	semaphorin-plexin signaling pathway involved in axon guidance
	biological_process
	4
	4.98E-06
	14.10148

	
	GO:0006820
	anion transport
	biological_process
	5
	9.13E-06
	9.614646

	
	GO:0006629
	lipid metabolic process
	biological_process
	10
	1.82E-05
	4.361283

	
	GO:0055085
	transmembrane transport
	biological_process
	17
	2.85E-05
	2.888255

	
	GO:0005980
	glycogen catabolic process
	biological_process
	3
	3.53E-05
	14.10148

	
	GO:0043401
	steroid hormone mediated signaling pathway
	biological_process
	7
	5.48E-05
	5.195283




 Table S4. Top 10 KEGG pathways enrichment of modules associated with external traits in hepatectomy
	magenta
	
	lightcyan

	Term
	ListHit
	P value
	
	Term
	ListHit
	P value

	Spliceosome
	10
	5.95E-06
	
	Insulin signaling pathway
	12
	2.26E-05

	Proteasome
	6
	6.75E-06
	
	Glycine, serine and threonine metabolism
	6
	3.15E-05

	RNA transport
	10
	4.77E-05
	
	Nitrogen metabolism
	4
	4.08E-05

	RNA degradation
	6
	0.000257
	
	Pentose and glucuronate interconversions
	5
	0.000152

	Basal transcription factors
	4
	0.000436
	
	Glucagon signaling pathway
	9
	0.000186

	Complement and coagulation cascades
	5
	0.001719
	
	Drug metabolism - other enzymes
	8
	0.000284

	Fructose and mannose metabolism
	3
	0.001922
	
	Insulin resistance
	9
	0.000298

	Ribosome biogenesis in eukaryotes
	5
	0.002072
	
	Bile secretion
	7
	0.000319

	Alanine, aspartate and glutamate metabolism
	3
	0.002144
	
	Ascorbate and aldarate metabolism
	4
	0.000436

	Platelet activation
	5
	0.014175
	
	Selenocompound metabolism
	3
	0.000647











Table S5.  The top-50 intramodular hub genes in the key modules associated with hepatectomy

	Module
	Correlated hepatectomy
	Hub genes

	magenta
	major hepatectomy
	Eif3d, Fbl, Ybx3, Dohh, Ddx39a, Eif2s1, Exosc1, Irak1, Aimp2, Nol12, Impdh2, Eif5a, Aldoa, Polr2d, Prmt1, Gtf2f1, Nop16, Pfdn4, Lsm8, Timm17a, Fam89b, Hgh1, Med7, Dph1, Erh, Adprhl2, Mrps6, Psmc4, Ddx39b, Ppp1r14b, Adsl, Eif6, Exosc2, Tbl3, Cct3, LOC102551435, Ddx49, Jmjd6, Rabggtb, Fbxo22, Rpf2, Dkc1, Gtf2f2, Arhgdia, Wdr74, RGD1560398, Fkbp1a, Asnsd1, Rcc1, Bysl


	lightcyan
	major hepatectomy
	Pnkd, Mmp19, Cdip1, Msrb2, Prkra, Zfyve21, Slc35e2b, Ttc39c, Pgpep1, Rcan1, Siae, Scly, Slc12a7, Lrrc28, Pip4k2b, Zdhhc6, Slc23a1, Cdk18, Mipep, Sema4g, Slc6a12, RGD1305347, Mad1l1, Ppt2, Ttc23, Scrn2, RGD1310495, St3gal6, Zdhhc15, Osbpl1a, RGD1311251, Pycrl, Cldn3, Lias, Fam149a, Rfesd, Lix1l, Mylk, Mxi1, Cald1, Shf, Slc25a39, Ppp2r5a, LOC100362216, LOC684270, Taz, LOC498368, Rab29, Tlr3, Mgat1








