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1 Introduction

The Biopython Project is an international association of developers of freely available
Python (

http://www.binf.ku.dk/users/thamelry/
http://www.python.org
http://www.biopython.org
http://www.biopython.org
http://dis.embl.de/
http://www.columba-db.de/
http://www.biomedcentral.com/1471-2105/6/202


http://www.binf.ku.dk/users/thamelry/references.html
http://www.binf.ku.dk/users/thamelry/references.html
http://pymol.sourceforge.net/
http://www.cgl.ucsf.edu/chimera/
http://www.scripps.edu/~sanner/python/
http://www.ysbl.york.ac.uk/~emsley/coot/
http://www.ysbl.york.ac.uk/~lizp/molgraphics.html
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• mmLib:

http://pymmlib.sourceforge.net/
http://www.ks.uiuc.edu/Research/vmd/
http://starship.python.net/crew/hinsen/MMTK/
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atom.disordered_select(’A’) # select altloc A atom
atom.disordered_select(’B’) # select altloc B atom
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8.4 Analysis



http://www.cmbi.kun.nl/gv/dssp/
http://www.scripps.edu/pub/olson-web/people/sanner/html/msms_home.html
http://www.scripps.edu/pub/olson-web/people/sanner/html/msms_home.html
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9 Other Structural Bioinformatics modules

Bio.SCOP

Info coming soon.

Bio.FSSP

Info coming soon.
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