Supplemental Digital Content 3 - Table 3: KLK10 sequence variants upstream of the transcription start site identified in ovarian cancer cell lines. The region 3.615 kb upstream and 0.068 kb downstream of the transcription start site was sequenced in one normal (HOSE17.1) and three cancerous (OVCA432, SKOV3, PEO1) ovarian cell lines. The Chromosome position is in reference to the KLK10 gene sequence (ENSG00000129451). All SNPs were analysed for changes to HREs and transcription factor binding sites predicted by Cister and Genomatix respectively. Sequencing was done twice in both the forward and reverse directions.  Due to the nature of the promoter region being repetitive and hard to sequence, sequencing was only successful in the promoter regions for either the forward or the reverse primer.  N/A indicates that the SNP was not successfully sequenced in either direction.  

	SNP
	Allele
	Location
	SNP from Sequencing
	Effect on HREs
	Effect on transcription factor binding sites

	
	
	
	Cell Line
	
	

	
	
	
	HOSE17.1
	OVCA432
	SKOV3
	PEO1
	
	

	Upstream of 5’UTR (chr19:56220198 to chr19:56215244)

	rs34836110
	-/C
	chr19:56217752
	-
	-
	-
	-
	none
	none

	rs1048344
	T/C
	chr19:56217515
	T
	T
	T
	T
	gain of an ARE
	Introduces Erythroid krueppel like factor (EKLF) & Heat shock factor 1

	rs28673131
	G/T
	chr19:56217209
	G
	G
	G
	G
	loss of an ARE
	gains Cyclin D-interacting myb-like protein, DMTF1 - cyclin D binding myb-like transcription factor 1, Prostate-derived Ets factor & Se-Cys tRNA gene transcription activating factor

	rs4417638
	T/A
	chr19:56216933
	T
	T
	T
	T
	gain of an ARE
	gains Octamer-binding factor 1, PRDI binding factor 1

	rs10413969
	C/T
	chr19:56216870
	C
	C
	C
	C
	loss of an ARE,

gain of an ERE
	gains Aryl hydrocarbon/dioxin receptor, Heterodimers of CHOP, C/EBPalpha, Cut-like homeodomain protein

	rs10413539
	A/G
	chr19:56216723
	A
	A
	A
	A
	none
	Loss of X-box binding protein RFX1

	rs34929149
	-/A
	chr19:56216641
	-
	-
	-
	-
	loss of an ARE
	none

	rs2691209
	C/T
	chr19:56216016
	C
	C
	C
	C
	loss of an ARE
	Loss of RB/E2F-1/DP-1 heterotrimeric complex

	rs3834627
	-/G
	chr19:56215792
	-
	-
	-
	-
	none
	none

	rs3760738
	A/G
	chr19:56215709
	A
	A/G
	A
	G
	none
	Introduces v-Maf and loss of Fork head related activator-4 

	rs3760737
	G/A
	chr19:56215619
	G
	G/A
	G
	G/A
	loss of an ARE
	Introduces an Estrogen related receptor, monomers of the nur subfamily of nuclear receptors (nur77, nurr1, nor-1) and serum response factor

	rs10426480 
	G/A
	chr19:56215305
	NA
	A
	A
	A
	loss of an ARE
	none

	rs10559528
	-/GG
	chr19:56215304^5
	-
	-
	-
	-
	none
	none

	Exon B - 5’UTR (chr19:56215194 to 56214988)
	

	rs7259651
	A/G
	chr19:56215089
	N/A
	N/A
	A
	N/A
	none
	gains Transcription factor Kaiso, ZBTB33, Prostate-derived Ets factor & Transcriptional repressor 

	rs2569454
	T/C
	chr19:56215015
	N/A
	N/A
	T
	N/A
	none
	Introduces Ikaros 1, potential regulator of lymphocyte differentiation

	Intron B (chr19:56214987 to chr19:56214766)
	

	rs10425377
	G/C
	chr19:56214814
	N/A
	N/A
	G
	N/A
	loss of 2 ARE
	none

	Intron C (chr19:56214694 to chr19: chr19:56214211)
	

	rs35125447
	-/G
	 chr19:56214568
	-
	-
	-
	-
	loss of an ARE
	none


