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Test your account

Open a bash terminal and type:

ssh my _cc_account@mp2.ccs.usherbrooke.ca

On older windows system, use putty:
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A simple computer

e User Interface
e A system that counts
e A system that stores

Supercomputers
e Pipelines

e Genpipes
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A User Interface (Ul)
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Restore pages?

Chrome didn shut down correcty.

poq@moins: ~

cvnfschecksun. soft.mugqic

java_error_in_PYCHARM.hprof

cq_et_cie.kdbx

cnfschecksun. cvnfs-config. computecanada.ca
cunfschecksum. soft.mugqic

java_error M. hprof

sop-vlc

titi

truite.txt
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sop-vlc.sh titi truite. txt
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When you type commands, you will type them in the terminal, or for that matter
every time you click on a new icon on you computer, a script/binary/software is
executed

Once executed, it transforms into a process

pid ppid name

44 33 bash cpu
333 44 a_code
111 1 sshd cpu
50 1 file sys

$ ./a_code &

$

e This process has ways to talk to the external world: streams. There are
three "standard" streams called stdin, stdout and stderr.
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Some definitions

e Root->/ -
e $SHOME -> /home/myuser e
e Full path documents/

|
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e Working directory

e Relative path rojects/
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What is a supercomputer?

Simple computer
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What can we do with an HPC -

rnaseq.py

Picard Sam
to Fastq

Picard merge
Sam files

O Step per reasdet
. Step on multiple
reasets/samples

B File

——3 Inputioutput
O—> Alterative entry
g Step dependency
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ribosomal
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duplicates
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For many tasks, you don’t have to think that a supercomputer is
super... In fact, GenPipes is taking care of that part for you!

e You run Genpipes on a single (simple) computer and it
creates a script that will control the supercomputer for you

e You just ask the supercomputer to execute it and then look
at your data being generated.
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What is this workshop about?

rnaseq.py
A A
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