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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
–num-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 your level:



Level 1



Level 2



Level 3



Level 4



Level 5



https://galaxyproject.org/use/
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[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
–num-threads 8

[login@n0 mapping]$ qsub -q long.q -pe thread 8 tophat.qsub
Your job 5338969 ("tophat.qsub") has been submitted



[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
–num-threads 8

[login@n0 mapping]$ qsub -q long.q -pe thread 8 tophat.qsub
Your job 5338969 ("tophat.qsub") has been submitted



[lecorguille@n0 ~]$ e-PCR --help
e-PCR: invalid option -- -
usage: [-hV] [posix-options] stsfile [fasta ...]
[compat-options]
where posix-options are:

-m ## Margin (default 50)
-w ## Wordsize  (default 7)
-n ## Max mismatches allowed (default 0)
-g ## Max indels allowed (default 0)
-f ## Use ## discontiguos words, slow if

 ##>1
-o ## Set output file
-t ## Set output format:

1 - classic, range (pos1..pos2)
2 - classic, midpoint
3 - tabular
4 - tabular with alignment in comments

(slow)
-d##-## Set default size range

(default 100-350)
-p +- Turn hits postprocess on/off
-v ## Verbosity flags
-a a|f Use presize alignmens (only if

gaps>0), slow
 a - Allways or f - as Fallback

-x +- Use 5'-end lowercase masking of
primers (default -)

-u +- Uppercase all primers (default -)

[...]
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https://tinyurl.com/galaxy-initiation-datasets
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Job is waiting to run
= the job is in the scheduler « queue »

Duration time of this status depends on the amount of actual 
queued jobs and on the requested number of processors 



Job is currently running
= the job is being executed on the computing cluster

Duration time of this status depends on the job’s attributes 
and the computing resources allocated.

Some programs are executed with several processors (using 4, 8 or 16 
Gb of RAM). 

And others are mono-threaded ☹



Job is finished and status is OK

But warnings or errors can be hidden behind!



Job is finished but with an error status
= the program sends an error

The error is often explained by the program but sometimes … 
not.



Job is finished but with an error status
= the program sends an error

Possible causes of error :
– The user :P
– Bad usage : input file, format or option
– Bad integration of the program into Galaxy … sorry :/
– Non anticipated crash of the program
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Bedtools -> Intersect  intervals
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Join, Subtract, and 
Group -> Group

Bedtools -> Intersect  intervals

How many exons are there in total in your file?
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Join, Subtract, and 
Group -> Group

Filter and Sort -> Sort

Bedtools -> Intersect  intervals

Which exon has the highest number of SNPs in your file?
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Join, Subtract, and 
Group -> Group

Filter and Sort -> Sort

Text Manipulation -> Select First

Bedtools -> Intersect  intervals
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Join, Subtract, and 
Group -> Group

Filter and Sort -> Sort

Text Manipulation -> Select First

Join, Subtract and Group -> Compare two Datasets

Bedtools -> Intersect  intervals















wt_37_2 wt_37_3 wt_37_1
TR24|c0_g1_i1 90.00 67.00 85.00
TR2779|c0_g1_i1 186.00 137.00 217.00
TR127|c1_g1_i1 9.00 23.00 16.00

Year,Make,Model
1997,Ford,E350
2000,Mercury,Couga
r

<!DOCTYPE html>
<html>
  <head>
    <title>This is a 
title</title>
  </head>
  <body>
    <p>Hello world!</p>
  </body>
</html>











>sequence1
atgcgtttgcgtgcatgcgtttgcgtgcatgcgtttgcgtgcatgcgtttgcgtg
c
atgcgtttgcgtgc
>sequence2
tttcgtgcgtatagtttcgtgcgtatagtttcgtgcgtatagtttcgtgcgtata
g
tggcgcggt

@SEQ_ID
GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTT
T
+
!''*((((***+))%%%++)(%%%%).1***-+*''))**55CCF>>>>>>CCCCCCC6
5
@SEQ_ID2
GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTT
T
+
!''*((((***+))%%%++)(%%%%).1***-+*''))**55CCF>>>>>>CCCCCCC6
5





track name=pairedReads description="Clone Paired Reads" 
useScore=1
chr22 1000 5000 cloneA 960 + 1000 5000 0 2 567,488, 0,3512
chr22 2000 6000 cloneB 900 - 2000 6000 0 2 433,399, 0,3601

##gff-version 3
ctg123  .  exon  1300  1500  .  +  .  
ID=exon00001
ctg123  .  exon  1050  1500  .  +  .  
ID=exon00002
ctg123  .  exon  3000  3902  .  +  .  
ID=exon00003
##FASTA
>ctg123
cttctgggcgtacccgattctcggagaacttgccgcaccattccgcctt
g
tgttcattgctgcctgcatgttcattgtctacctcggctacgtgtggct
a
…

https://genome.ucsc.edu/FAQ/FAQformat.html#format3








https://galaxyproject.github.io/training-material/topics/introduction/tutorials/galaxy-i
ntro-ngs-data-managment/tutorial.html#what-is-fastq 

@SEQ_ID
GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTT
T
+
!''*((((***+))%%%++)(%%%%).1***-+*''))**55CCF>>>>>>CCCCCCC6
5
@SEQ_ID2
GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTT
T
+
!''*((((***+))%%%++)(%%%%).1***-+*''))**55CCF>>>>>>CCCCCCC6
5

https://galaxyproject.github.io/training-material/topics/introduction/tutorials/galaxy-intro-ngs-data-managment/tutorial.html#what-is-fastq
https://galaxyproject.github.io/training-material/topics/introduction/tutorials/galaxy-intro-ngs-data-managment/tutorial.html#what-is-fastq
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Blast --> NCBI BLAST+ makeblastdb
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Blast --> NCBI BLAST+ makeblastdb

Blast --> NCBI BLAST+ blastn
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Blast --> NCBI BLAST+ makeblastdb

Blast --> NCBI BLAST+ blastn

Blast --> NCBI BLAST+ blastx
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If

For / While
True
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Super-workflow
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Restricted community

All the Galaxy server users

Designated community 
(login@sb-roscoff.fr)



Individual

Public



Individual

Public



Histories

Workflows



Level 5
● Share tools and descriptions in the ToolShed

Level 4
● Launch tools autonomously
● Use advanced parameters
● Use the Galaxy API
● Provide workflow for colleagues Level 1-3

Level 3
● Launch tools autonomously 
● Use workflow more or less preset

Level 2
● Use preset workflow 

Level 1
● Share his data to collegues Level 2-5
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● How to import a tool in Galaxy?

Galaxy UI builded

XML Wrapper

Tools



● How to import a tool in Galaxy?
[lecorguille@n0 ~]$ e-PCR --help
e-PCR: invalid option -- -
usage: [-hV] [posix-options] stsfile [fasta ...]
[compat-options]
where posix-options are:

-m ## Margin (default 50)
-w ## Wordsize  (default 7)
-n ## Max mismatches allowed (default 0)
-g ## Max indels allowed (default 0)
-f ## Use ## discontiguos words, slow if

 ##>1
-o ## Set output file
-t ## Set output format:

1 - classic, range (pos1..pos2)
2 - classic, midpoint
3 - tabular
4 - tabular with alignment in comments

(slow)
-d##-## Set default size range

(default 100-350)
-p +- Turn hits postprocess on/off
-v ## Verbosity flags
-a a|f Use presize alignmens (only if

gaps>0), slow
 a - Allways or f - as Fallback

-x +- Use 5'-end lowercase masking of
primers (default -)

-u +- Uppercase all primers (default -)

[...]
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