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Genboree Workbench Basics

» Genboree URL - http://www.genboree.org/

» Watch Video Tutorial — Introduction to Genboree Workbench
https://docs.google.com/file/d/0Bz3 YiJBA j3TkluOFllazdMbkk

/edit

» How do | create a new account in Genboree?
http://genboree.org/theCommons/ezfaq/show/public-
commons?faq id=493

» How to find Help within the Genboree Workbench?
http://genboree.org/theCommons/ezfaq/show/public-

commons?faq id=497
» Help >> Getting Started
» Help >> Tool Map
» Help >> Tool Help Resources ’



http://www.genboree.org/
https://docs.google.com/file/d/0Bz3_YiJBA_j3Tk1uOFlIazdMbkk/edit
http://genboree.org/theCommons/ezfaq/show/public-commons?faq_id=493
http://genboree.org/theCommons/ezfaq/show/public-commons?faq_id=497
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Genboree Workbench Basics

» Create Group
http://genboree.org/theCommons/ezfaq/show/public-
commons?faq id=489

> Create Database
http://genboree.org/theCommons/ezfaqg/show/public-
commons?faq id=491

» Create Project
http://genboree.org/theCommons/ezfaq/show/public-
commons?faq id=492

» Upload Data Files
http://genboree.org/theCommons/ezfaq/show/public-
commons?faq id=495
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exRNA Data analysis tools

Sequence Reads (FASTQ) — Splice junction library
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Developed by Gerstein Lab — DIAC,
exRNA consortium




RNA-Seq Analysis using RSEQtools

* INPUT: Takes 1 or 2 FASTQ sequences
* Gene Annotations: UCSC KnownGene for hgl18, hgl9
* OUTPUT:

— Alignments in SAM and BAM formats - compressed in
AnalysisName_alignments.tar.gz

— All result files compressed in AnalysisName _results.tar.gz

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

* File with gene expression values
* Mapping bias file
* Annotation Coverage File

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

— FastQC Output Plots
— Custom Bowtie2 index, if generated


http://samtools.sourceforge.net/SAMv1.pdf

RNA-Seq Analysis pipeline in the Genboree
Workbench

Input FASTQ files - QC Plots
Mapped reads
Sorted Alignment RSEQtools Modules.

Mapped Read Format - WIG Signal Track -

(MRF) Visualization

Gene Expression Mapping Bias Annotation Coverage




Example Dataset for RNA-Seq analysis using RSEQtools

Data Selector
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exRNA Data analysis tools

smallRNA-seq Pipeline

pre-processing: remove adapter & primer sequences
contaminants: no poly-A purification leaves rRNAs, etc
mapping: small reads tend to multi-map to large genomes
diversity: many species of small RNA (not just miRNAs!)

guantification: different normalization

Developed by Gerstein Lab — DIAC, exRNA consortium



smallRNA-seq Pipeline

e INPUT: Takes a single-end FASTQ sequence file
* Supported Genome build: hg19
* OUTPUT:
— All result files compressed in AnalysisName_results.tar.gz
e Read length distribution

* Endogenous Mapping results —rRNA, miRNA, tRNA, snoRNA,
PiRNA, Rfam

* Exogenous Mapping results — Plant and virus miRNAs in miRBase
* 4 files containing sequence reads following

— Adapter removal

— rRNA removal

— Endogenous mapping

— Exogenous mappins
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Example Dataset for smallRNA-seq Pipeline

Data Selector

‘f—; Refresh Data Filter: Select a filter... v

4 | genboree.org
4 o Examples and Test Data
4 Databases
- | | Bowtie - Example Data
- | 1| RSEQtools - Example Data
- | 1| RSEQtools hg18 - Example Data
4 | | smallRNA-seq Pipeline - Example Data
- || Tracks
- |_] Lists & Selections
. SampleSets
4+ Samples
4 [=|Files
4 =|smallRNAsegPipeline  smallRNA-seq Pipeline Result Files
4 =l smallRNA-seq Pipeline Sample Qutput
| jebFile.json
| smallRNA-seq%20Pipeline%205ample%200utput_results.zip

| [E|SRR822433.fastq.92 smallRNA-seq exRNA Input FASTQ) file |
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Live Demo of long and
small RNA-seq pipelines in
the Genboree Workbench

Tutorial Screencasts to setup your analysis in the Genboree

Workbench

» Long RNA-Seq data analysis -
https://docs.google.com/file/d/0Bz3 YiJBA j3WHBpQmMp2S0IlibOU/edit

» small RNA-Seq data analysis -
https://docs.google.com/file/d/0Bz3 YiJBA j3bl1EzR3ZEWGFEamS8/edit
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