Is PyMOL Ready to Handle Large Biomolecular Complexes?

PyMOL is an open-source molecular visualization system currently in widespread usage for communications tasks, such as preparation of publication-quality illustrations, rendering of molecular animations, and sharing of visualization sessions.  PyMOL is also currently being developed into a molecular visualization component suitable for embedded uses such as within Java and inside of web browsers.  At present, however, the software is ill equipped to handle visualization and manipulation of large biomolecular complexes (LBC), as this is not one of the things the program was designed to do.  For a variety of reasons, including the monolithic and inflexible structure of the PyMOL source code, the priorities and expectations of the established user community, and the limited development capacity of DeLano Scientific LLC, PyMOL is unlikely to become optimal for such tasks any time soon. The best near-term scenario for PyMOL with respect to visualization of large biomolecular complexes would be the emergence of standard data interchange formats with accompanying open-source implementations that could be linked with PyMOL to tap the strengths of the package for communications tasks.

