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Recently	traditional	histopathologic	characterizations	of	cancers	is	having	been	replaced	by	high	throughput	molecular
based	 methods	 which	 study	 genome	 scale	 gene	 expressional	 pattern,	 copy	 number	 variations	 and	 epigenetic
modifications.	 According	 to	GLOBOCAN	 2012,	 the	 incidence	 and	 the	mortality	 rate	 of	 colorectal,	 gastric	 and	 liver
cancers	are	 the	highest	among	 the	 total	gastrointestinal	 cancers.	 In	 this	study	 in	order	 to	 find	common	genes	and
pathways	 simultaneously	 dysregulated	 in	 the	 colorectal	 cancer,	 gastric	 cancer	 and	 hepatocellular	 carcinoma,	 we
conducted	 differentially	 expression	 analysis	 between	 three	 high	 quality	microarray	 gene	 expression	 datasets.	 The
results	 showed	 23	 overlapping	 differentially	 expressed	 genes	 (DEGs)	 in	 three	 cancers.	 Inspecting	 the	 common
inferred	 regulatory	 network	 of	 these	 genes	 in	 the	 understudied	 cancers	 resulted	 in	 the	 detection	 of	 two	 cases	 of
potential	 feed	 forward	 loops	 (FFLs)	 indicating	 cross-talk	 between	 cancers	 associated	 pathways.	 The	 result	 of
vulnerability	 test	 of	 the	 common	 protein	 protein	 interaction	 (PPI)	 network	 in	 the	 three	 cancers	 suggested	 three
candidates	which	 their	simultaneous	 targeting	will	disintegrate	 the	main	parts	of	 the	network	and	consequently	are
potential	options	for	efficient	treatment	strategies.	In	total	 the	results	of	this	study	introduces	new	common	potential
biomarkers	 in	 colorectal	 cancer,	 gastric	 cancer	 and	 hepatocellular	 carcinoma	 that	 monitoring	 their	 expressional

.changes	in	suspicious	patients	can	be	helpful	in	prognosis	of	these	gastrointestinal	cancers	at	early	stages
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