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The European hub for biomolecular
modeling and simulations
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Workflows - Usability and Automation
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Workflows Optimization for
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Training events and courses
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Webinar Series http://bioexcel.eu/webinars
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The HADDOCK

category is meant for

discussing any topic
ADDOCK related to the use of

Highimbiodty Odn Dok _the HADDOCK

software, either as a
local installation or via the HADDOCK web portal. For details
about HADDOCK please refer to http://www.bonvinlab.org
Isoftware/haddock2.2 Feel free to create new topics related to
your quest...
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GROMACS is a free
and open-source
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FAST. FLEXIBLE. FREE. ik performance molecular
: dynamics and output
analysis. It primarily
targets bio-molecular simulations of thousands to millions of
atoms, described by particle-based classical mechanics force
fields. These simulations integrate the Newtonian equa...
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This is the help forum for DISVIS,
a software and web portal that
allows you to visualizes and
quantify the information content of
distance restraints between
macromolecular complexes
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