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Genboree Workbench Basics
üGenboree URL - http://www.genboree.org/

üWatch Video Tutorial ςIntroduction to Genboree Workbench
https:// docs.google.com/file/d/0Bz3_YiJBA_j3Tk1uOFlIazdMbkk
/edit

üHow do I create a new account in Genboree? 
http://genboree.org/theCommons/ezfaq/show/public-
commons?faq_id=493

üHow to find Help within the Genboree Workbench? 
http://genboree.org/theCommons/ezfaq/show/public-
commons?faq_id=497
ü Help >> Getting Started
ü Help >>Tool Map
ü Help >> Tool Help Resources 3
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Toolset Menus

Drag & drop 
INPUT 
ENTITIES to 
Input Data 
Panel 

Drag & drop 
OUTPUT 
DESTINATIONS 
to Output 
Targets Panel

Genome-Based 

Tables

¶Genomic 

annotations

¶High-density 

score data

Generic Entity 

Tables

¶Loosely typed 

metadata

¶AVP based

¶Authorization & 

access

¶User data 

repository 

management

Genboree Core 

Services

Genboree User

Data Services



Genboree Workbench Basics
üCreate Group 

http://genboree.org/theCommons/ezfaq/show/public-
commons?faq_id=489

üCreate Database 
http://genboree.org/theCommons/ezfaq/show/public-
commons?faq_id=491

üCreate Project 
http://genboree.org/theCommons/ezfaq/show/public-
commons?faq_id=492

üUpload Data Files 
http:// genboree.org/theCommons/ezfaq/show/public-
commons?faq_id=495
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exRNAData analysis tools

RSEQtools
A modular and flexible 
framework to perform 
common RNA-Seqanalysis 
tasks

Current implemented 
pipeline

Generates genome-wide 
signal maps (hg18/19) as well 
as gene level expression 
quantifications (RPKM) for 
UCSC known genes.
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RNA-Seq Analysis using RSEQtools

Å INPUT: Takes 1 or 2 FASTQ sequences

Å Gene Annotations: UCSC KnownGenefor hg18, hg19

Å OUTPUT: 

ïAlignments in SAM and BAMformats - compressed in 
AnalysisName_alignments.tar.gz

ïAll result files compressed in AnalysisName_results.tar.gz 

ïKey result files for quick access (also found in 
AnalysisName_results.tar.gz): 

ÅFile with gene expression values

ÅMapping bias file

ÅAnnotation Coverage File

ïSignal Tracks of mapped reads (for visualization in genome browsers) -
Uploaded as signal track in user db (if specified in the UI)

ïFastQCOutput Plots

ïCustom Bowtie2 index, if generated
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RNA-Seq Analysis pipeline in the Genboree 
Workbench
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Example Dataset for RNA-Seqanalysis using RSEQtools
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exRNAData analysis tools

smallRNA-seqPipeline

Åpre-processing: remove adapter & primer sequences

Åcontaminants: no poly-A purification leaves rRNAs, etc

Åmapping: small reads tend to multi-map to large genomes

Ådiversity: many species of small RNA (not just miRNAs!)

Åquantification: different normalization
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smallRNA-seqPipeline
Å INPUT: Takes a single-end FASTQ sequence file

Å Supported Genome build: hg19

Å OUTPUT: 

ïAll result files compressed in AnalysisName_results.tar.gz 

ÅRead length distribution

ÅEndogenous Mapping results ςrRNA, miRNA, tRNA, snoRNA, 
piRNA, Rfam

ÅExogenous Mapping results ςPlant and virus miRNAsin miRBase

Å4 files containing sequence reads following 

ïAdapter removal

ïrRNAremoval

ïEndogenous mapping

ïExogenous mappins
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smallRNA-seq
pipeline in the 

Genboree 
Workbench
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Example Dataset for smallRNA-seqPipeline
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