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Automated Scripts for Gromacs to Analyze and Run Dynamics (ASGARD) allows to generate an PDF analysis report with one single
command from Molecular Dynamics simulation files obtained by GROMACS!
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Take a look the repository } g.-;f'é; Sanchez, H. ASGARD. A Simple and Automatic GROMACS Tool to Analyze Molecular Dynamic

Avalillable on
GitHub

Simulations. ChemRxiv February 14, 2023

A mi

BIO-HPC UC A M | UNIVERSIDAD CATOLICA ".EE‘:-"I-.-I,rq._E

Structural Bioinformatics DE MURCIA

and High Performance
Computing Research Group




	Diapositiva 1

