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	Table S1: Different lists of hub-genes [HubGs] for colorectal cancer [CRC] published in different articles

	Reference 
	Lists of HubGs 
	Suggested drugs

	Dong et al., 2019[1]
	MYC, KLK6
	Nadroparin, benzamidine

	Rahman et al., 2020[2]
	JUN, MYC, FOS, EGR1, LEF1, CDC42, CTGF, ADAM10, CYR61, FOXA1, UBE2I
	

	Xu et al., 2020[3]
	SST, PYY, CXCL1, CXCL8, CXCL3,
ZG16, AQP8, CLCA4, MS4A12, GUCA2A
	

	Zheng et al., 2020[4]
	COL1A2, THBS2, TIMP1, CXCL8
	Ellipticine, Ursodeoxycholic acid, Methylprednisolone, Vorinostat, Piperlongumine, Heliotrine, DL-thiorphan, Novobiocin, Doxylamine, Asiaticoside, Methocarbamol

	Zhang et al., 2020[6]
	CSF2, CXCL8, IL6R, CXCL10
	cetuximab, oxaliplatin, bevacizumab, temozolomide, and interferon alfa-2b

	Rahman et al., 2019[7]
	ADNP, CCND1, CD44, CDK4, CEBPB, CENPA, CENPH, CENPN, MYC, RFC2
	Gefitinib, Hydrocortisone, Irinotecan, Letrozole, Lidocaine, Methotrexate, Sirolimus, Tamoxifen

	J. Chen et al., 2019[8]
	AURKA, CCNB1, CCNF, EXO1
	DL-thiorphan, repaglinide, MS–275, quinostatin, 1,4-chrysenequinone, triflusal, trazodone, piperidolate, latamoxef, ronidazole, pargyline, gliclazide, tyloxapol, acepromazine, methylergometrine

	Yu et al., 2019[9]
	TOP2A, MAD2L1, CDC6, CHEK1
	

	Yang et al., 2020[10]
	CXCL1, CXCL8, IL1B, PTGS2
	

	Liang, Li and Zhao, 2016[11]
	GNG2, AGT, SAA1, ADCY5, LPAR1, NMU, IL8, CXCL12, GNAI1, and CCR2
	

	Dai et al., 2020[12]
	TIMP1, SLC4A4, AKR1B10 and ABCE1
	

	Guo et al., 2017[13]
	CDK1, CCNB1, CENPE, KIF20A, CXCL12, DLGAP5, CCNA2, ITGA2, MAD2L1, NMU
	

	Ding, Duan and Luo, 2020[14]
	CDK1, CCNA2, TOP2A, PLK1, MAD2L1, AURKA, BUB1B, UBE2C, TPX2, RRM2, KIF11, NCAPG, MELK, NUSAP1, MCM4, RFC4, PTTG1, CHEK1, CEP55, DTL
	

	Yuan et al., 2020[15]
	HCLS1, EVI2B, and CD48
	

	Zhao et al., 2019[16]
	MYC, CXCR1, TOP2A, CXCL12, SST, TIMP1, SPP1, PPBP, CDK1, THBS1, CXCL1, PYY, LPAR1, BMP2 and MMP3
	

	Tang et al., 2020[17]
	SPARC, COL1A2, MMP9, COL11A1, COL3A1, CXCL12 and THBS2
	

	Hozhabri et al., 2021[18]
	MYC, CXCL1, CD44, MMP1, and CXCL12
	

	Berg et al., 2017[19]
	MYC and ERBB2
	

	Qi et al., 2019[20]
	CDK1, FBL, CIRH1A, KIF2C, TOP2A, KNG1, LPAR1, GNG7, CCL5, and GNAI1
	

	Z. Chen et al., 2019[21]
	TOP2A, PAICS, CDK1, CKS2, CKAP2, CEP55, VEGFA, PHLPP2, RRM2, NEK2
	

	Mastrogamvraki and Zaravinos, 2020[22]
	MYC, PML, CDKs, CSNK2A1, and MAPK
	

	Liu et al., 2020[23]
	AXIN2, CXCL1, ITLN1, CPT2, CLDN23, TIMP1 and LZTS3
	

	Pirim, 2020[24]
	AURKA, CDK1, MYC, CDH1, CCNB1, CDC20, UBE2C, PLK1, KIF11, and CCNA2
	

	Cui et al., 2017[25]
	DEPTOR, AURKA, CCND1, BCAS1, NEDD9 and MAP2K2
	

	Zhu et al., 2019[26]
	E2F2, SKP2, MYC, CDKN1A and CDKN2B
	

	Peng et al., 2018[27]
	HADHB, NDUFS3, TAF1, MYC, HNFF4A, and MAX
	

	Liu et al., 2021[28]
	TIMP1, SPARCL1, MYL9, TPM2, and CNN1
	

	Asghari et al., 2018[29]
	CDK1, UBC, ESR1 and ATXN1
	

	Lin et al., 2020[30]
	VEGFA, CASP3, MYC, CYP1Y1, and NFKB1
	Quercetin, Wogonin, Luteolin, Eburicoic acid, Kaempferol, 5,7,4′-Trihydroxy-8-methoxyflavone, Quercetin der., Formononetin, Jaranol, Dehydrotumulosic acid, Pachymic acid, Carthamidin, Pinocembrin, Baicalein, Spinasterol

	Kasap et al., 2016[31]
	NEK6, AURKA, AURKB, and PAK1
	

	Hameed et al., 2021[32]
	CXCL12, CXCL8, AGT, GNB1, GNG4, and CXCL1
	

	Yang et al., 2021[33]
	CXCL1, HCAR3, CXCL6, CXCL8, CXCL2, CXCL5, PPY, SST, INSL5, and NPY1R
	

	Zhang et al., 2018[33]
	MCM2, RNASEH2A, and TOP2A
	

	Yun et al., 2022[34]
	TIMP1 
	formaldehyde, paclitaxel/eribulin, erlotinib/dimethyl sulfoxide, glucocorticoid/dexamethasone, antagonist, trichostatin A, rosiglitazone, inhibitor, retinoic acid, and cisplatin.

	Wang et al., 2022[35]
	IL1RN and PRRX1
	

	Sharma et al., 2022, [36]
	MT2A, CCNB1, DLGAP5, CCNA2, CXCL2, and RACGAP1
	

	Common in 11 papers: MYC

	Common in 7 papers: CDK1, CXCL1

	Common in 6 papers: CXCL8, CXCL12, TOP2A, TIMP1

	Common in 5 papers: AURKA

	Common in 4 papers: CCNB1, CCNA2

	

Table S2:  Association of cKGs with different diseases

	Term
	Overlap
	P-value
	Genes

	Malignant tumor of colon 
	8/2001
	1.24E-06
	CEMIP, CXCL8, MMP7, CA4, GUCA2B, MS4A12, CLDN1, GUCA2A

	Colonic Neoplasms
	6/778
	1.33E-06
	CEMIP, CXCL8, MMP7, CA4, CLDN1, GUCA2A

	Incontinence
	2/7
	5.77E-06
	CXCL8, CLDN1

	Adenomatous Polyps
	3/69
	6.36E-06
	CXCL8, MMP7, ADH1C

	Adenocarcinoma
	7/1712
	8.06E-06
	CEMIP, CXCL8, MMP7, ADH1C, GUCA2B, CLDN1, GUCA2A

	Adenoma of large intestine
	4/258
	8.31E-06
	CEMIP, CXCL8, MMP7, ADH1C

	Colorectal Neoplasms
	6/1073
	8.61E-06
	CEMIP, CXCL8, MMP7, ADH1C, CLDN1, GUCA2A

	Adenocarcinoma of colon
	4/267
	9.52E-06
	CXCL8, MMP7, CLDN1, GUCA2A

	Colon Carcinoma
	7/2091
	3.05E-05
	CEMIP, CXCL8, MMP7, GUCA2B, MS4A12, CLDN1, GUCA2A

	Mouth Neoplasms
	3/132
	4.46E-05
	CXCL8, MMP7, ADH1C

	Stage III Colon Cancer AJCC v7
	2/23
	6.91E-05
	CEMIP, CXCL8

	Healing ulcer
	2/24
	7.54E-05
	CXCL8, MMP7

	Stage III Colon Cancer
	2/24
	7.54E-05
	CEMIP, CXCL8

	Intestinal Neoplasms
	3/158
	7.62E-05
	CXCL8, MMP7, GUCA2A

	Lip and Oral Cavity Carcinoma
	4/473
	8.93E-05
	CXCL8, MMP7, ADH1C, CLDN1

	Follicular thyroid carcinoma
	3/167
	8.98E-05
	CXCL8, MMP7, CLDN1

	Irritable Bowel Syndrome
	3/167
	8.98E-05
	CXCL8, GUCA2B, CLDN1

	Adenoma
	5/1000
	1.11E-04
	CEMIP, CXCL8, MMP7, ADH1C, CLDN1

	Metastatic Neoplasm
	4/544
	1.53E-04
	CEMIP, CXCL8, MMP7, CLDN1
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