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 GPCRs (G protein-coupled receptors): ~800 in humans and
divided into 5 classes. Squint to see the true graph Sk ¥ Ability to run commands using custom scripts,
Involved in cell signalling and are important drug targets. representation of the complexity / - ; e ———aa & Incorporated use of custom scripts into aiida-gromacs, use of insane.py
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workflow and share how results were captured in publications.
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