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ep seaquencing data

Specificities:
Rapidity of production
Low cost

Small fragments (reads)
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ep sequencing data

lied to many scientific contexts:
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_ommon analysis tasks
compare two samples (wild type, mutal

identify new transcripts

Tang et al. 2011 Nature Methods Lee et al. 2011 Nucleic Acid:
Grabherr et al. 2011 Nature Biotech Yamashita et al. 2011 Genon
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_ommon issues
Reproducibility
Tool availability
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’)ALMapper: highly accurate short-read
napper using base quality and splice site
yredictions
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NTIM: reconstructs exon-intron structure
rom alignments and splice site prediction:

J. Behr et al. 2011 NIPS Machine learning in Comp Bio workshoj
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‘Quant: estimates biases in library prep,
equencing, and read mapping; accurately
letermines the abundances of transcripts
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‘Diff/DESeq: determines significant
lifferences in transcript/gene expression
yetween experiments using statistical test
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Accuracy of read alignments
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accuracy evaluation
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tiple reference genomes and transcriptorr
A. thaliana
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Columbia accession (Col-0) (1.2 million)

1ina, /8 nt RNA-seq reads

Canary Island accession (Can-0) (4.9 millic
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ogtans+ on AWS cloud

M (l PﬁLMaiﬁer I il - w
ompute resources: 2 xxlarge rgenesett
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Alignments: 20 minutes
Quantitative analysis: 10 minutes

ost on Amazon EC2: approx. S2.82



Oogltans+. raCkage contents
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apper 0.4 Filtering
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Prediction rQuant 2.2
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bric script DeplOyment

—’f Galaxy / & oqtans
Tools

Get Data

OQTANS BETA

Read Mapping
Transcript Prediction
Differential /Quantitative Analysis

nrichment Analysis

o0 resolve the requirements q; GITORIOUS | Rats¢
specific packages ?




oqtans+ Availability:
Our Server

Public compute cluster
12 nodes, 112 CPUs
our Galaxy test instance

All tools described here, and more!



oqtans+ Availability:
Source Code

“ree, open-source packages of our own tox

Including Galaxy Tool Wrappers

-abric scripts to install on any Galaxy
nstance

community Tool Shed



oqtans+ Availlability:
Cloud Computing

Demo cloud instance with all oqtans+ tool

AMI at Amazon Web Services for EC2

Cloudman to launch any number of
instances as a compute cluster
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