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ǒ Setup TP

ǒ http://galaxy.sb-roscoff.fr

ǒ Account

ï login@sb-roscoff.fr

ï *********
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login@sbr4 - l042:~$ ssh - Y login@bioinfo.sb - roscoff.fr

[...]

[login@n0 ~]$ cdprojet

[login@n0 login]$ cd 13 - 07- 29- panda/ tmp / mapping

[login@n0 mapping ]$ cat tophat.qsub

#!/bin/ bash

#$ - S /bin/ bash

#$ - M login@sb - roscoff.fr

#$ - m bea

#$ - V

#$ - cwd

#$ - o qsub.out

#$ - e qsub.err

tophat2 panda_v121029 ../input/IllR1 - 1.fq ../input/IllR1 - 2.fq

- GTF ../input/panda_v121029.gtf -- b2- sensitive - r 100

ïnum- threads 8

[login@n0 mapping ]$ qsub - q long.q - pe thread 8 tophat.qsub

Your job 5338969 (" tophat.qsub ") has been submitted

[login@n0 mapping ]$ ls

accepted_hits.bam junctions.bed qsub.err unmapped.bam

deletions.bed logs qsub.out

insertions.bed prep_reads.info  tmp

[login@n0 mapping ]$ cd ..

[login@n0 mapping ]$ mkdir cufflinks
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Select yourlevel:
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Level1

« I want to know the geneexpression»
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Level2

« I want to mapmy readson a referencegenomeand 
count them »
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Level3

« I want to launchthe tools tophat2 and cufflinks.

I have fastqfiles and my genomein fastaand gtf. »
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Level4

« I want 1TB for my project. I will launchtophat2 through
SSH on the cluster in multi-threadmode.

NextI want to submitthe bamfile to my genomewith
cufflinks.

Exceptthat, I will manage :Pέ
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Level5

« I have a bunch of cool tools!
But I'm the only one who can launch them.

Comments? »
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ǒ Graphicalinterface click-button toolswithin windows

+ veryergonomic

ςtoo ergonomicҦ lackof flexibility

ςŘƻƴΩǘcount on it ! Have youeverseena PhD studenthavingthe time to makebeautiful
green buttons?

ςpayingfor it!

ǒ Tools availableon the internet

+ veryergonomic

ςtoo ergonomicҦ lackof flexibility

ςA smallpart of the availabletools

ςdistributedon different universitieslocations

ςthe submissionsize isoften limited

ςmust not beparanoid



ǒ Command line tools

+ representalmostthe majorityof scientifictools

+ good parameterscompleteness

+ canbeexecutedon high performance computers

+ g33ks love it, sinceautomatable, workflowsable, ...

ςminimum linux knowledgeis required

ςcruel lackof ergonomics

15

Introduction



INTRODUCTION / GALAXY

16



17


