Fermitools/Conda Shared Installation at SLAC

SLAC has a shared installation of conda with Fermitools, Fermipy, and 3ML environments for general use.
The currently available environments are:

fermitools-2.2.0 - latest version, released 2022-06-21 (Release Notes) with Fermipy 1.2.0 (Release Notes)
fermitools-2.0.8 - previous version, released 2021-01-20 (Release Notes) with Fermipy 1.0.1 (Release Notes)
fermitools-2.0 - previous version, released 2020-09-21 (Release Notes)

fermitools-1.2.23 - previous version, released 2020-02-11 (Release Notes)

threeML-2.4.0 - latest version (Release Notes) with Fermitools 2.2.0

threeML-1.1.1 - previous version (Release Notes)

Running the Tools

You can activate one of the environments listed above by running the conda activate command (from a bash shell, which may not be your default shell):

source <path>/conda/bin/activate <environnent>

The path is different depending on which machine you are on.

Old cluster

On the old cluster (e.g., bullet) or the rhel6 or centos7 pools, run, e.g.,

source /nfs/farm g/ gl ast/software/ conda/ bin/activate fermtools-2.2.0

Again, make sure you are using bash and not tcsh.

SDF

On SDF, run, e.g.,

source /sdf/group/ferm/software/ conda/ bin/activate fermtools-2.2.0

S3DF

S3DF currently has the fermitools 2.2.0 with fermipy 1.2.0 and 3ML 2.4.0 environment but not the older ones. To activate them, use, e.g.,

source /sdf/group/ferm/sw conda/bin/activate fermtools-2.2.0

Finding Out What's Available

If you suspect the list on this page is not up-to-date, you can also first activate the conda base environment, e.g.,

source /nfs/farn g/ glast/software/condal/bin/activate

and see a list of installed environments

conda env |ist

which will give you output like

# conda environnents:

#

base * /nfs/farm g/ gl ast/software/conda

fermtools-1.2.23 /nfs/farm g/ gl ast/software/ conda/ envs/fermtool s-1.2.23
fermtools-2.0 /nfs/farn g/ gl ast/software/conda/ envs/fermtools-2.0
fermtools-2.0.8 /nfs/farm g/ gl ast/sof t ware/ conda/ envs/ferm tool s-2.0.8
threeM.-1.1.1 /nfs/farn g/ gl ast/sof t ware/ conda/ envs/threeM.-1.1.1

which can then be activated with, e.g.,

conda activate fermtools-2.0.8

Troubleshooting

If the activation fails with an error like:


https://docs.conda.io/en/latest/
https://github.com/fermi-lat/Fermitools-conda/wiki
https://fermipy.readthedocs.io/en/latest/
https://threeml.readthedocs.io/en/latest/index.html
https://github.com/fermi-lat/Fermitools-conda/wiki/Release-Notes#220-2022-06-21
https://fermipy.readthedocs.io/en/latest/changelog.html
https://github.com/fermi-lat/Fermitools-conda/wiki/Release-Notes#208-2021-01-20
https://fermipy.readthedocs.io/en/latest/changelog.html
https://github.com/fermi-lat/Fermitools-conda/wiki/Release-Notes#200-2020-09-21
https://github.com/fermi-lat/Fermitools-conda/wiki/Release-Notes#1223-2020-02-11
https://threeml.readthedocs.io/en/latest/release_notes.html#version-2-2
https://threeml.readthedocs.io/en/latest/release_notes.html#version-1-1
https://confluence.slac.stanford.edu/display/SAS/Get+Started+on+S3DF+-+Cheat+Sheet

_CONDA_ROOT=/ nf s/ farm g/ gl ast/ sof t war e/ conda: Conmand not found.
_CONDA_ROOT: Undefined vari abl e.

You are likely not in a bash shell.
If the problem seems to be with the conda installation at SLAC, message Don.

If the problem seems to be with the Fermitools, see the Troubleshooting and Error Reporting pages.

Adding New Environments

The conda directories are owned by the glast user. You will need permission to access this account if you want to add or change the existing
environments. You can then ssh into a machine as glast (which should not prompt you for a password) or "ksu glast" to change to the glast user on the
machine you are currently logged into. You may then want to run "bash" to make sure you are using the bash shell since the glast account defaults to tcsh
on the old clusters.

If you need to install conda itself, you will need to put it somewhere accessible for fermi users. For example, on S3DF, conda was installed under /sdf/group
[fermi/sw following their instructions:

wget https://repo.anaconda. conl m ni conda/ M ni conda3-1 at est - Li nux-x86_64.sh -O /tnp/ M ni conda3- | at est - Li nux- x86_64.

sh
bash /tnp/ M ni conda3-1 at est - Li nux-x86_64.sh -p /sdf/group/ferm/sw conda/

You can then activate conda, e.g.,

source /sdf/group/ferm/sw conda/ bin/activate

and begin install software with the normal conda commands.


https://github.com/fermi-lat/Fermitools-conda/wiki/Troubleshooting
https://github.com/fermi-lat/Fermitools-conda/wiki/Error-Reporting
https://s3df.slac.stanford.edu/public/doc/#/reference?id=conda
https://repo.anaconda.com/miniconda/Miniconda3-latest-Linux-x86_64.sh
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