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Cluster demo
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Simple pipeline where each step 
is run in its own bash script



SLURM
#!/bin/bash
#SBATCH --job-name=myserial-job         # Name of the job
#SBATCH --output=myserial-job.%j.out      # Name of the output file (with jobID %j)
#SBATCH --error=myserial-job.%j.err       # Name of the error file (with jobID %j)
#SBATCH --nodes=1                # Node count
#SBATCH --ntasks=1               # Number of tasks across all nodes
#SBATCH --cpus-per-task=1            # Cores per task (>1 if multi-threaded tasks)
#SBATCH --mem-per-cpu=4G            # Memory per core (4G is default)
#SBATCH --time=00:01:00             # Run time limit (HH:MM:SS)
#SBATCH --mail-type=all             # Email on job start, end, and fault
#SBATCH --mail-user=<YourNetID>@princeton.edu  # Email address

echo 'Hello world!'
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