Table S1 The primer sequences used in the experiment
	Gene
	Primer sequences (5’ to 3’)

	GAPDH-F
	GGACCTCATGGCCTACATGG

	GAPDH-R
	TAGGGCCTCTCTTGCTCAGT

	NCOA7-F
	AAAGACGCTCTACCGGAAATCG

	NCOA7-R
	CGCCTGTGCCATAATAGTGGT

	Ki67-F
	GAAAGAGTGGCAACCTGCCTTC

	Ki67-R
	GTGTCACCGTTGAAGAGAGTGG

	PCNA-F
	CAAGTAATGTCGATAAAGAGGAGG

	PCNA-R
	GTGTCACCGTTGAAGAGAGTGG

	SLC7A11-F
	CCTGCTTTGGCTCCATGAACG

	SLC7A11-R
	AGAGGAGTGTGCTTGCGGACA

	GPX4-F
	AATTCGCAGCCAAGGACATCG

	GPX4-R
	ATTCGTAAACCACACTCGGCGTA

	TFR1-F
	GGTTCGTACAGCAGCAGAGGTG

	TFR1-R
	TCCACGAGCAGAATACAGCCATTG

	PTGS2-F
	TGCACCCACTCCCCTCTGAC

	PTGS2-R
	TGTCTCGTCAATGTCCAGCAGC



Table S2 The siRNA sequences
	siRNA
	Sense strand
	Anti-sense strand

	NCOA7#1
	GAAGAUUUAGAUAAAGUUATT
	UAACUUUAUCUAAAUCUUCTT

	NCOA7#2
	GGAAGAGCACAUGCAGCUATT
	UAGCUGCAUGUGCUCUUCCTT

	NCOA7#3
	GGCUAGAUGCUGAUUUAUATT
	UAUAAAUCAGCAUCUAGCCTT

	NC
	UUCUCCGAACGUGUCACGUTT
	ACGUGACACGUUCGGAGAATT



Table S3. Correlation between NCOA7 expression and clinicopathological characteristics
	Characters
	n
	NCOA7 expression
	p value (Fisher’s exact test)

	
	
	No/Low
	High
	

	Total
	54
	24
	30
	

	Gender
	
	
	
	0.3704

	Male
	39
	19
	20
	

	Female
	15
	5
	10
	

	Age
	
	
	
	0.4168

	<60
	24
	9
	15
	

	≥60
	30
	15
	15
	

	Differentiation
	
	
	
	0.0138

	Well
	30
	18
	12
	

	Moderate
	24
	6
	18
	

	Poor
	0
	0
	0
	

	Tumor size
	
	
	
	<0.0001

	T1, T2
	36
	24
	12
	

	T3, T4
	18
	0
	18
	

	Lymph node metastases
	
	
	
	0.0755

	N0
	17
	11
	6
	

	NX
	37
	13
	24
	

	Distant metastases
	
	
	
	0.4432

	M0
	47
	22
	25
	

	M1
	7
	2
	5
	

	TNM stage
	
	
	
	<0.0001

	Ⅰ+Ⅱ
	23
	20
	3
	

	Ⅲ+Ⅳ
	31
	4
	27
	



