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Table S1. Hazard ratio (HR) with 95% confidence interval (CI), logrank p-value, median survival time of KIF11, KIF15, KIF18B, KIF20A, KIF2C, KIF4A, KIFC1 in lower and higher expression microarray LUAD cohort. 

	Gene symbol
	Low expression cohort (months)
	High expression cohort (months)
	Hazard Ratio (HR) with 95% Confidence interval (CI)
	

	KIF11
	
	
	
	

	KIF15
	
	
	
	

	KIF18B
	
	
	
	

	KIF20A
	
	
	
	

	KIF2C
	
	
	
	

	KIF4A
	
	
	
	

	KIFC1
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Figure S1. Barplots showing alteration frequencies of (A) KIF11, (B) KIF15, (C) KIF18B, (D) KIF2C, (E) KIF20A, (F) KIF4A, (G) KIFC1 across TCGA-LUAD cohort. Red, blue, and green colored bars signify amplifications, deep deletions, and missense mutations.
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Figure S2. Scatterplots showing spearman pairwise correlations between (A) KIF11 and KIF2C, (B) KIF11 and KIF4A, (C) KIF11 and KIF20A, (D) KIF11 and KIF15, (E) KIF11 and KIF18B, (F) KIF11 and KIFC1. 
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Figure S3. Scatterplots showing spearman pairwise correlations between (A) KIF15 and KIF2C, (B) KIF15 and KIF4A, (C) KIF15 and KIF18B, (D) KIF15 and KIFC1, (E) KIF15 and KIF20A.
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Figure S4. Scatterplots showing spearman pairwise correlations between (A) KIF18B and KIF20A, (B) KIF18B and KIF2C, (C) KIF18B and KIFC1, (D) KIF18B and KIF4A.
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Figure S5. Scatterplots showing spearman pairwise correlations between (A) KIF20A and KIF2C, (B) KIF20A and KIF4A, (C) KIF20A and KIFC1, (D) KIF2C and KIF4A, (E) KIF2C and KIFC1, (F) KIF4A and KIFC1.
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Figure S6. Centrality measures showing node degree distribution, betweenness, closeness, clustering coefficient, average shortest path length, neighborhood connectivity of PPIN.
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