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sbatch submit.sh

#!/bin/bash
#
#SBATCH --job-name=job
#SBATCH --output=res_%j.txt
#SBATCH --error=err_%j.txt
#SBATCH –-partition=submit
#SBATCH --time=10:00
#SBATCH --mem-per-cpu=100

# activate environment
source ~/.bashrc
conda activate my_env

# run analysis and transfer output
cd /home/submit/lavezzo/nobel-
winning-work/
python do_analysis.py
mv output.root /work/submit/lavezzo/
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#
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#SBATCH --error=err_%j.txt
#SBATCH –-partition=submit
#SBATCH --time=10:00
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source ~/.bashrc
conda activate my_env

# run analysis and transfer output
cd /home/submit/lavezzo/nobel-winning-work/
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#!/bin/bash
#
#SBATCH --job-name=job
#SBATCH --output=res_%j.txt
#SBATCH --error=err_%j.txt
#SBATCH –-partition=submit
#SBATCH --time=10:00
#SBATCH --mem-per-cpu=100

# activate environment
source ~/.bashrc
conda activate my_env

# run analysis and transfer output
cd /home/submit/lavezzo/nobel-winning-work/
python do_analysis.py –-parameter N
mv output.root /work/submit/lavezzo/
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https://submit.mit.edu/submit-users-guide/tutorials/tutorial_2.html
https://github.com/mit-submit/submit-examples/tree/main/htcondor
https://submit.mit.edu/submit-users-guide/running.html#htcondor


universe      = vanilla
request_disk  = 1024
executable    = script.sh
arguments     = $(ProcId)
output        = $(ClusterId).$(ProcId).out
error         = $(ClusterId).$(ProcId).err
log           = $(ClusterId).$(ProcId).log
+DESIRED_Sites ="mit_tier3"
queue 1

#!/bin/bash

echo "I am a HTCondor job!"
echo "I have landed in $(hostname)"
echo "I have received parameter $1"
echo "That's all!"



transfer_input_files    = <your comma-separated list of files>

xrdcp root://submit50.mit.edu//data/user/l/lavezzo/inputs.txt .

https://submit.mit.edu/submit-users-guide/storage.html#remote-reading-via-xrootd


should_transfer_files   = YES

when_to_transfer_output = ON_EXIT

xrdcp output.txt root://submit50.mit.edu//data/user/l/lavezzo/outputs/



+SingularityImage       = "/cvmfs/singularity.opensciencegrid.org/htc/rocky:9"
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https://submit.mit.edu/submit-users-guide/running.html
https://submit.mit.edu/submit-users-guide/tutorials/tutorial_2.html
https://github.com/mit-submit/submit-examples/tree/main/htcondor
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