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	CCSW1
	CCLP1
	Tumour part
	Adjacent non- tumour part
	Normal liver

	Fructose galactose metabolism 
	-
	6.3%
	-
	20.0%
	12.5%

	Glycolysis 
	-
	6.3%
	9.1%
	40.0%
	25.0%

	ATP synthesis
	-
	-
	9.1%
	20.0%
	-

	Fas signalling pathway
	-
	6.3%
	-
	20.0%
	12.5%

	5-hydroxytryptamine degradation
	12.5%%
	-
	-
	-
	12.5%

	Alzheimer's disease-presenilin pathway
	12.5%
	6.3%
	9.1%
	-
	-

	Angiogenesis
	-
	6.3%
	-
	-
	-

	Apoptosis signalling pathway
	-
	6.3%
	-
	-
	-

	Cadherin signalling pathway 
	12.5%
	6.3%
	9.1%
	-
	-

	Cytoskeletal regulation by Rho GTPase
	12.5%
	6.3%
	9.1%
	-
	-

	Gonadotrophin releasing hormone receptor pathway
	-
	-
	9.1%
	-
	-

	Huntington's disease
	12.5%
	6.3%
	9.1%
	-
	12.5%

	Inflammation mediated by chemokine and cytokine signalling pathway
	12.5%
	6.3%
	9.1%%
	-
	-

	Integrin signalling pathway
	12.5%
	6.3%
	9.1%
	-
	-

	Nicotinic acetylcholine receptor signalling pathway
	12.5%
	6.3%
	9.1%
	-
	-

	Parkinson's disease
	-
	6.3%
	9.1%
	-
	-

	Purine metabolism
	-
	-
	-
	-
	12.5%

	Serine glycine biosynthesis
	-
	6.3%
	-
	-
	-

	TCA cycle
	-
	-
	-
	-
	12.5%

	VEGF-signalling pathway
	-
	6.3%
	-
	-
	-

	P38 MAPK pathway
	-
	6.3%
	-
	-
	-
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