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Exercice 1: connect to the cluster through SSH

* Connect to the IFB Core Cluster using your SSH client
* Find the name of your current working directory



TP1 - Snakemake over SLURM

Exercice 1: connect to the cluster through SSH
* Connect to the IFB Core Cluster using your SSH client

Use your favorite SSH client to connect the cluster:

Replace <username> with your username.

Beware: at the password prompt, the characters you type are not
printed on the screen, for obvious security reasons.



TP1 - Snakemake over SLURM

Exercice 1: connect to the cluster through SSH

* Connect to the IFB Core Cluster using your SSH client
* Find the name of your current working directory

The result should look like this :
/shared/home/Jjseiler
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Exercice 2: Get your environment ready

* Create a folder for your workflow

* Upload your workflow

 Download your input data

* Load the snakemake module and all required tools



TP1 - Snakemake over SLURM

Exercice 2: Get your environment ready
* Create a folder for your workflow

S mkdir fairbio



TP1 - Snakemake over SLURM

Exercice 2: Get your environment ready

* Create a folder for your workflow
* Upload your workflow

Use FileZilla :

HosSt: core.cluster.france-bioformatique.fr
Login: <your login>
Password: <password>

Port: 22

Click Quick connection
Move your smk and yml files from your local
forlder on the cluster

sftp://jseiler@core.cluster.france-bioinformatique.fr - FileZilla

= = ~ 1} 3 = Q)
i = - 54 x FQ 28
Hote : sftp://core.cluster.fr Identifiant: jseiler Mot de passe: eeeccscsce Port: 22 | ~
Statut : Connected to core. -bioinformatique.fr
Statut : Récupération du contenu du dossier...
Statut : Listing directory /shared/mfs/data/home/jseiler
Statut : Contenu du dossier "/shared/mfs/data/home/jseiler" affiché avec succes
Statut : Récupération du contenu du dossier "/shared/mfs/data/homefjseiler/ex2"...
Statut : Listing directory /shared/mfs/data/home/jseiler/ex2
Statut : Contenu du dossier "/shared/mfs/data/homefjseiler/ex2" affiché avec succés
Site local : /Users/seilerj/ .0 Site distant : | /shared/mfs/data/home/jseiler/ex2 [
Library ? .subversion
Network B vim
System 7 R
. ? SLR-OutPut-Directory
Shared B Tost
administrateur =
? demo_fastqc
seilerjadm D i
Volumes .
bin: 2 rout
Nom de fichier A Taille de fichiel Type de fichier Derniére modification Nom de fichier Taille de fichi¢ Type de fichiel Derniére modificat Droits d'accés Propriéta
.ApacheDirec.. Dossier 19.07.2018 10:5... .snake... Dossier 28.08.2020 ... drwxrwxr-x jseiler jst
Trash Dossier 31.08.2020 09:4... Data Dossier 24.08.2020 ... drwxrwxr-x jseiler jst
.ansible Dossier 21.05.2020 15:5... e Bccice QD080 R i

50 fichiers et 78 dossiers. Taille totale : 59477219 octets

Fichiers en file d'attente = Transferts échoués = Transferts réussis

139 fichiers et 6 dossiers. Taille totale : 124638122 octets

Serveur / Fichier local Direction  Fichier distant Taille Priorité  Statut

2 @) File dattente : vide Y )

computer to the fairbio



TP1 - Shakemake over SLURM

Exercice 2: Get your environment ready
* Create a folder for your workflow

* Upload your workflow

 Download your input data

The data used for the snakemake tutorial are available on Zenodo :

Go to zenodo.org

Search for ElOREKRYAEVFL el (HeislVpky

Copy/paste the download link & bownload




TP1 - Snakemake over SLURM

Exercice 2: Get your environment ready

* Create a folder for your workflow
* Upload your workflow
 Download your input data

Download the data archive using wget :

$ wget -O FAIR Bioinfo data.tar.gz
https://zenodo.org/record/3997237/files/FAIR Bioinfo data.tar.gz?download=l

Untar the archive :
$ tar -xvzf FAIR Bioinfo data.tar.gz



TP1 - Snakemake over SLURM

Exercice 2: Get your environment ready

* Create a folder for your workflow

* Upload your workflow

 Download your input data

* Load the snakemake module and all required tools

$ module load snakemake fastqgc bowtie2 samtools subread



TP1 - Snakemake over SLURM

Exercice 3: Run shakemake

* Run your workflow using srun
* Run your workflow using --cluster mode
* Run your workflow using --drmaa mode




TP1 - Snakemake over SLURM

Exercice 3: Run shakemake

* Run your workflow using srun

srun —-cpus=12 snakemake --jobs SSLURM CPUS PER TASK -s ex2 06.smk
-—configfile exZ2 ol.yml

Drawbacks : Wait for 12 cores to be available on the same CPU node



TP1 - Snakemake over SLURM

Exercice 3: Run shakemake

* Run your workflow using srun
* Run your workflow using --cluster mode

rm —-r Result Tmp FastQC Logs

snakemake --cluster "sbatch" --jobs=20 -s ex2Z2 o6.smk --configfile ex2 ol.yml

Drawbacks : no control on workflow execution (you can’t stop it)



TP1 - Snakemake over SLURM

Exercice 3: Run shnakemake

* Run your wor
* Run your wor
* Run your wor

f
f

f

OW using srun
ow using --cluster mode
ow using --drmaa mode

Distributed Resource Management Application API

Shakemake

\/

DRMAA

' Distributed Resource Management

Application APl — www.drmaa.org

slurm

workload manager



TP1 - Snakemake over SLURM

Exercice 3: Run shakemake

* Run your workflow using srun
* Run your workflow using --cluster mode
* Run your workflow using --drmaa mode

rm —-r Result Tmp FastQC Logs
snakemake --drmaa --jobs=20 -s ex2 06.smk --configfile exZ2 ol.yml

WorkflowError:

Error loading drmaa support:

Could not find drmaa library. Please specify its full path using
the environment variable DRMAA LIBRARY PATH



TP1 - Snakemake over SLURM

Exercice 3: Run shakemake

* Run your workflow using srun
* Run your workflow using --cluster mode
* Run your workflow using --drmaa mode

module load slurm-drmaa
echo $DRMAA_LIBRARY_PATH

snakemake --drmaa --jobs=20 -s exZ2 o6.smk --configfile ex2 ol.yml



Useful links

Request an account:
https://my.cluster.france-bioinformatique.fr

Community support:
https://community.france-bioinformatique.fr/

Learn SLURM in 5 minutes:
https://asciinema.org/a/275233

IFB Core Cluster Documentation
https://ifb-elixirfr.gitlab.io/cluster/doc/



https://my.cluster.france-bioinformatique.fr
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