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BaRC Web Tools

http://iona.wi.mit.edu/bio/tools/bioc_tools.html

General Analysis and File Utilities

	Tool
	Description

	Venn Diagram Generator
	Show relationship between two sets using proportional circles

	Compare Two Lists
	Determine what is shared and unique between two lists.

	Compare Three Lists
	Determine what is shared and unique between three lists.

	Redundant List Analysis
	Count the number of occurrences of items in a list

	Summarize Columns in a Matrix
	Provides summary for each column: displays min, max, mean, if numeric

	Filter a Matrix by Columns
	Like above, but provides a filter for conditional operations (eg. less than, greater than, etc.)

	Submatrix Selector
	Select specific rows and columns

	Merge Columns from Files into One File
	Prints out columns from different files as a single file

	Merge Rows of a Matrix having the same ID
	Combines multiple rows with the same id into a single row

	Fasta  ( Tab-delimited File Conversion
	Convert fasta sequence(s) into a tab-delimited file

	Split a Sequence into Subsequences
	Extract all subsequences of specific length provided by user

	Draw Boxplot of a Data Matrix
	Summary statistics for data displayed in a boxplot

	Transpose a Matrix
	Interchange rows and columns of a matrix

	Transform a Molecular Devices File
	This tool takes the output (from MDS) and rearranges it to the timepoint and values in one row
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Genomics

	Tool
	Description

	Genomic Sequence Extractor
	Retrieve sequences up/down stream around genomic location

	RefSeq Regulatory Extractor
	Get user specified regions of transcription start site (TSS) or end site (TES)

	RefSeq Promoter Tiling Extractor
	Extract genomic sequence(s) relative to transcription start sites of a list of genes

	SGD Genomic Extractor
	Like above, but specific to Yeast

	Merge Overlapping Genomic Regions
	Combing overlapping regions into a single region or record

	Select at Random a Number of Genes from One Species
	Gets a random set of genes from a species


EntrezGene/RefSeq/UniGene/SGD/GenBank annotation

	Tool
	Description

	Entrez Gene IDs (  info
	Get information for a list of Entrez Gene IDs

	Entrez Gene symbol ( info
	Get information for list of Entrez Gene symbols

	RefSeq genes ( info
	Get information for list of RefSeq genes

	Non-RefSeq Entrez genes ( info
	Retrieves information for non-RefSeq genes

	RefSeq genes ( proteins
	Gets corresponding proteins for RefSeq genes

	RefSeq proteins ( genes
	Reverse of above

	ESTs ( UniGene info ( UniGene Cluster IDs
	Extract UniGene info

	UniGene IDs ==>  Entrez Gene IDs
	Retrieve Entrez Gene IDs  for Unigene IDs

	Yeast ORFs ( info
	Get information for Yeast ORFs

	Extract UTRs and/or CDS regions from GenBank sequences
	Retrieve UTRs/CDS from GenBank flat file
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Homology (orthology)
	Tool

	Find orthologous Entrez Gene IDs using HomoloGene

	Find similar genes in another species (yeast vs. mammals)


Converting IDs between Databases
	Tool

	RefSeq genes  ( SwissProt IDs

	LocusLink genes  ( SwissProt IDs

	Entrez Gene IDs  ( Ensembl IDs

	UniGene IDs  ( Entrez Gene IDs


Functional analysis

	Tool

	Enrichment Analysis Tool, including predicted miRNA targets

	Walk up GO ontologies to get more general "induced" terms

	Convert induced GO IDs of a gene set into a matrix

	Get NCBI Genes for a Gene Ontology term

	Statistical test for enrichment

	Draw a Survival Analysis Plot

	Calculate divergence (Ka/Ks ratio) using PAML

	Correct p-values with False Discovery Rate (FDR)

	Generate a CAT (Correspondence At the Top) plot

	Tabulate the number of codons in sequence data

	Define absent/present genes on microarrays


Visualization

	Tool
	Description

	Protein Sequence Visualization Tool
	Color-codes amino acids in protein sequence (alignment)

	Sequence Word Viewer
	Displays user-specified subsequence(s) in a sequence to show occurrence(s)

	Draw short-read maping positions
	Displays positions of short reads

	Draw Genes
	Draws gene figures based on the UCSC refFlat file


TargetScan: Predicted Targets of microRNA
URL:  http://www.targetscan.org/
