Supplemental Digital Content 2 - Table 2: Programs and parameters used for the in-silico analysis of KLK10.  The KLK10 gene sequence (6 kb upstream of the transcription start site to 1.5 kb downstream of the transcription stop site) obtained from Ensembl (ENSG00000129451) was analysed by the programs listed below for gene regulatory sites. The parameters used for each individual program are described only if different from default parameters.

	Database
	Analysis
	Website address
	Parameters different from default

	HapMap
	Identification of SNPs and tagged  SNPs
	http://www.hapmap.org/
	MAF 0.05

HapMap Data Rel 21/phaseII Jul06, on NCBI B35 assembly, db SNP b125

	NCBI
	Identification of isoforms, ESTs and SNPs
	http://www.ncbi.nlm.nih.gov/Genbank/index.html
	

	Ensembl
	KLK10 sequence and identification of SNPs
	http ://www.ensembl.org/index.html
	

	Clustal W
	Alignment of sequences
	http://www.ebi.ac.uk/Tools/clustalw/index.html?
	

	Cister1
	Modelled for EREs
Modelled for AREs

	http://zlab.bu.edu/~mfrith/cister.shtml
	Custom matrix for ARE

Parameters were altered to refine searches:

· Average distance between motifs within a cluster: 5

· Average number of motifs in a cluster: 10  

· Average distance between clusters: 2500

· Half-width of sliding window for local base composition: 1500.

	Target Scan
	Modelled for miRNA sites
	http://www.targetscan.org/
	

	Sanger miRBase   
	Modelled for miRNA sites
	http://microrna.sanger.ac.uk/sequences/search.shtml 
	

	Human miRNA targets
	Modelled for miRNA sites


	http://cbio.mskcc.org/cgi-bin/mirnaviewer/mirnaviewer.pl
	 

	Genomatix
	Modelled for transcription factor binding sites
	http://www.genomatix.de/products/ElDorado/
	

	SNPper
	Identification of SNPs
	http://snpper.chip.org/
	

	dbSNP
	Identification of SNPs
	www.ncbi.nlm.nih.gov/projects/SNP/
	

	MFOLD
	Modelled for mRNA folding
	http://mfold.bioinfo.rpi.edu/cgi-bin/rna-form1.cgi


	


