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GenboreéaNorkbench:Basics

U Genboree URLNttp://www.genboree.org/

U Watch Video Tutoriad Introduction to Genboree Workbench
https:// docs.google.com/file/d/0Bz3 YIJBA [3Tk1uOFllazdMb
/edit

U How do | create a new account in Genboree?
http://genboree.org/theCommons/ezfag/show/pubhc
commons?faqg 1d=493

0 How to find Help within the Genboree Workbench?
http://genboree.org/theCommons/ezfag/show/pubhc
commons?faq 1d=497

U Help >> Getting Started

U Help>>Tool Map
U 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

Genboree Core miNetwork = ||| Data~« || Genome~ || Transcriptome = | | Cistrome = Epigenome = | | Metagenome = | | 3>

Services : Toolset Menus
o pme to the Genboree Workbench! H watch mtro video
9 Authorization &
access sdlector Details
{ User data .
repository frgsh Data Filter: | Select a filter v Attribute Va.lue .
management - | Examples and Test Data pol Download Click to Download File i
4 Databases Group Examples and Test Data i
g ' Database Bowtie - Example Data N
| i F Description L
Genboree User i : : - i Name BT474 subset 2 fastq.gz
Data Services ) BT474ReadBT474Density o CreatedDate 2014/05/02 16:32:52

' =] BTA74ReadChrMXY:BT474DensityChrMXY ! -

i '_j.ECléSS' G ! LastModified 2014/06/02 16:32:53 ol
| | {|Z|  InputData Drag & drop
Genome-Based ! | * XV INPUT

Tables | BT474.subset.1.fastq.gz ENT|T|ES tO
ﬂ Genomic | BT474.subset.2 fastq.gz Input Data
ann_otatlons_ i Panel
1 High-density =t IS
score data /////’77 i _J Bowtie Sample Output Custom Index i
- i ~ /Bowtie Sample Output WholeGenome i Output Targets Drag & dl‘Op
| | i | BT474.subset1 fastq.gz : e 5 X OUTPUT
. . [ | BT474.subset.2 fastq.gz i .
Generic Entity : Py e e : | Bowtie - Example Data  [HESTINATIONS
Tables i 4| |bowtie i to Output
q Loosely typed | 4| /hg19 custom chriMXY i Targets Panel
metadata B - | had8°420rustam%INchrlXY _bowdiad. tarrz |
TAVP based
—




GenboreaNorkbench Basics

1 Create Group
http://genboree.org/theCommons/ezfag/show/publc
commons?faqg 1d=489

| Create Database

http://genboree.org/theCommons/ezfag/show/publc
commons?faqg 1d=491

1 Create Project
http://genboree.org/theCommons/ezfag/show/publc
commons?faq 1d=492

1 Upload Data Files
http:// genboree.org/theCommons/ezfag/show/public
commons?faqg 1d=495



http://genboree.org/theCommons/ezfaq/show/public-commons?faq_id=489
http://genboree.org/theCommons/ezfaq/show/public-commons?faq_id=491
http://genboree.org/theCommons/ezfaq/show/public-commons?faq_id=492
http://genboree.org/theCommons/ezfaq/show/public-commons?faq_id=495
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APPLICATIONS NOTE  &ii7

Gene expression

RSEQtools: a modular framework to analyze RNA-Seq data using
compact, anonymized data summaries
Lukas Habegger'+?

Tara A, Gta_nm}hq 4, Joel Rozowsky?

Statistics

I

RSEQtools

A modular and flexible
framework to perform
common RNASeganalysis
tasks

Current implemented
pipeline

Generateggenomewide

signal maps (hg18/19) as well
as gene level expression
guantifications (RPKM) for
UCSC known genes

Developed by Gerstein LgDIAC,
exRNAconsortium



RNASeg/AnalysissingRSEQtools

A INPUT Takes 1 or 2 FASTQ sequences
A Gene AnnotationsUCS®&nownGendor hg18, hg19
A OUTPUT

i Alignments ircAM and BANbrmats- compressed in
AnalysisNamealignments.tar.gz

I All result files compressed AnalysisNameresults.tar.gz

I Key result files for quick access (also found in
AnalysisNameresults.tar.gz):

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

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

I FastQ@utput Plots
I Custom Bowtie2 index, if generated



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

RNASeqg/Analysigipelinei inithe-Genboree
Workbench

Input FASTQ files > QC Plots

Mapped reads
Sorted Alignment RSEQtools Modules

. sam2mrf l

. mrf2wig
Mapped Read Format > WIG Signal Track -
(MRF) Visualization

ll mrfQuantifier ll mrfMappingBias l.mrfAnnotationCoverage

Gene Expression Mapping Bias Annotation Coverage




Example Dataset for RM&ganalysis usinBSEQtools

Data Selector

-'?g- Refresh Data Filter:| Select a filter... o

4 =ii| genboree.org
4 o Examples and Test Data
4 [~ Databases
- | 1/ Bowtie - Example Data
- | 1/ RSEQtowols - Example Data
4 | || RSEQtools hg18 - Example Data
| (] Tracks Signal Tracks for Visualization
- [ Lists & Selections
i@ SampleSets
4 Samples
4 [\=|Files
4 - |FastQC FAST() reads QC outputs
|RSEQtools hg18 Sample Output Custom Index
|RSEQtools hg18 Sample Output
lindexFiles Custom Bowtie2 indexes

4 /RSEQtools RSEQtools Pipeline Result Files
|REEQtools hg18 Sample Qutput Custom Index

4 = RSEQtools hg18 Sample Qutput
| jobFile.json
| R3EQtools%20hg18%205amplet200utput_alignments.zip
| RSEQtools%20hg18%205ample%200utput_coverage.txt
| RSEQtools%20hg18%205ample%200utput_geneExpression.txt
| RS5EQtools%20hg18%20Sample%200utput_mappingBias.txt
| RSEQtools%20hg18%205amplet%200utput_results.zip
| | |sample fastq.gz RNA-seq Input FASTQ file |

4| —|Projects Project page with FastQC output plots 9
[ | RSEQtools Example Project




exRNADataanalysis tools

smallRNAseqPipeline

Apre-processingremove adapter & primer sequences
Acontaminants no polyA purification leavesRNAsetc
Amapping small reads tend to multnap to large genomes
Adiversity. many species of small RNA (not josRNAY)

Aquantification differentnormalization

Developed by Gerstein LgdDIACexRNAconsortium



smallRNAegPipeline

A INPUT Takes a singlend FASTQ sequence file
A Supported Genome builchg19
A OUTPUT
I All result files compressed AnalysisNameresults.tar.gz
A Read length distribution

A Endogenous Mapping resutsRNA miRNAtRNA snoRNA
PIRNARfam

A Exogenous Mapping resulisPlant and virusniRNAsSn miRBase
A 4 files containing sequence reads following

I Adapter removal

I rRNAremoval

I Endogenous mapping

I Exogenousnappins
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Example Dataset femallRNAsegPipeline



