
Computational methods to prioritize noncoding mutations with functional effects [[ Will put references ]]


	Tool
	Application to noncoding variants
	
	Published Year

	SeattleSeq
	Annotate variants with conservation scores, clinical association, TFBS, dbSNP and etc. 
	Annotation tools
	--

	SNPnexus
	Annotate variants in regulatory elements, conservation, disease association, miRNA binding sites and etc.
	
	2009

	ANNOVAR
	Annotate variants with user-defined annotations
	
	2010

	VEP
	[bookmark: _GoBack]Annotate variants with transcription factor binding changes, OMIM and GWAS studies. 
	
	2011

	GEMINI
	Annotate variants with various annotations, e.g. ENCODE, disease associations and CADD score. 
	
	2013

	FunciSNP
	Identify candidate functional SNPs from GWAS SNPs using chromatin features, and LD calculation. 
	Identify regulatory SNPs in GWAS, with LD calculation
	2012

	Haploreg
	Identify candidate functional SNP from GWAS with chromatin state, TF binding, conservation and LD calculation. 
	
	2012

	GWAS3D
	Use chromatin states, epigenetic modifications, sequence motifs and conservation to prioritize GWAS SNPs.
	
	2013

	is-rSNP
	Statistically evaluate the ability of SNPs affecting transcription factor binding
	
	2010

	RegulomeDB
	Annotate and score variants using ENCODE and eQTL studies, with a categorical scoring scheme
	Develop a scoring scheme to evaluate functional impact of variants
	2012

	SInBaD 
	Evaluate introns, splice junctions and promoter variants using nucleotide conservation information, trained on disease mutations
	
	2012

	CADD
	Annotate and score variants using ENCODE and conservation data, trained on nearly fixed/fixed human derived alleles and simulated deleterious variants. 
	
	2014

	FunSeq
	Annotate and score variants integrating ENCODE, conservation, and network studies. A weighted scoring scheme based on feature patterns in natural polymorphisms. Particularly useful for cancer somatic mutations
	
	2014

	GWAVA
	Annotate and score variants using ENCODE and conservation data, trained on known disease-causing noncoding mutations
	
	2014

	FitCons
	Not published….. ??? 
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