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Resource Information

URL: http://hollow.sourceforge.net/

Proper Citation: HOLLOW (RRID:SCR_005729)

Description: HOLLOW facilitates the production of surface images of proteins. HOLLOW is 
a portable command-line utility written in Python 2.4-2.7; it does not have any other 
dependencies (although running under the PyPy JIT interpreter, it runs much faster). The 
input is a PDB file. The output is a PDB file of dummy water atoms that forms a cast of the 
voids and channels of a protein. HOLLOW generates a surface from a cast of the protein 
surface. HOLLOW fills the interior spaces of a protein structure with dummy atoms defined 
on an overlapping grid. The surface generated by these dummy atoms can be shown to 
reproduce the surface of the protein at the ideal limit. The use of the surface of the dummy 
atoms allows us to focus on a specific piece of the interior surface. Simply by deleting 
dummy atoms, the interior surface can be trimmed to produce a custom portion of the interior 
space. For advanced coloring of the surface, the B-factor of the dummy atoms can be 
calculated as the average of the B-factor of the protein atoms surrounding the dummy atoms. 
This allows various colorings of the surface to be conveyed through the B-factor field of the 
PDB files. The volume filling representation facilitated by HOLLOW is meant to complement 
other programs that identify voids, pockets and channels, such as SPHGEN and CASTp, 
which identify binding sites but cannot produce output that can be rendered in standard 
molecular graphics software. HOLLOW can be used to help render these binding pockets.

Abbreviations: HOLLOW

Synonyms: HOLLOW - Volume Filling of Protein Structures, HOLLOW: Generating 
Accurate Representations of Channel and Interior Surfaces in Molecular Structures

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_005729/resolver
http://hollow.sourceforge.net/


Resource Type: software application, data visualization software, data processing software, 
software resource

Defining Citation: PMID:19014592

Keywords: surface image, protein, protein image, protein structure, image, channel surface, 
electrostatic surface, interior pathway surface, ligand-binding surface, molecular structure, 
python

Funding: Center for Membrane Protein Structure ;
Membrane Protein Expression Center ;
Howard Hughes Medical Institute

Resource Name: HOLLOW

Resource ID: SCR_005729

Alternate IDs: nlx_149186

Record Creation Time: 20220129T080232+0000

Record Last Update: 20250508T065006+0000

Ratings and Alerts

No rating or validation information has been found for HOLLOW.

No alerts have been found for HOLLOW.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 35 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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