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1) Visual Molecular Dynamics (VMD)
https://www.ks.uiuc.edu/Research/vmd/

2) Protein Data Bank
https://www.rcsh.org/

3) Avogadro
https://avogadro.cc/

4) GAMESS
https://www.msg.chem.iastate.edu/gamess/

5) wxMacMolPIt
https://brettbode.github.io/wxmacmolplt/

6) UCSC Chimera
https://www.cgl.ucsf.edu/chimera/

7) namd
https://www.ks.uiuc.edu/Research/namd/

8) Cygwin
https://www.cygwin.com/
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https://www.charmm.org/charmm/showcase/new

s/free-charmm/



