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Proper Citation

Swiss-PdbViewerDeepViewv4.0 (RRID:SCR_013295)

Resource Information

URL.: http://spdbv.vital-it.ch

Proper Citation: Swiss-PdbViewerDeepViewv4.0 (RRID:SCR_013295)

Description: First of all, and most importantly, PC and Mac versions have been
resynchronized. Support for direct login modelling submissions and result retrieval to/from
the SwissModel Workspace Enhanced Import Menu Enhanced user interface with taxonomy
support, and new sequence alignment features. New 3D Motif Searching feature Easy
access to external user defined scripts directly from the interface Revised Help files
accessible from the interface Swiss-PdbViewer (aka DeepView) is an application that
provides a user friendly interface allowing to analyze several proteins at the same time. The
proteins can be superimposed in order to deduce structural alignments and compare their
active sites or any other relevant parts. Amino acid mutations, H-bonds, angles and
distances between atoms are easy to obtain thanks to the intuitive graphic and menu
interface. Swiss-PdbViewer can also read electron density maps, and provides various tools
to build into the density. In addition, various modeling tools are integrated and command files
for popular energy minimization packages can be generated. Finally, as a special bonus,
POV-Ray scenes can be generated from the current view in order to make stunning ray-
traced quality images.

Synonyms: DeepView
Resource Type: software resource
Funding:

Resource Name: Swiss-PdbViewerDeepViewv4.0
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Resource ID: SCR_013295
Alternate IDs: nif-0000-30439
Record Creation Time: 20220129T080315+0000

Record Last Update: 20250420T014640+0000

Ratings and Alerts
No rating or validation information has been found for Swiss-PdbViewerDeepViewv4.0.

No alerts have been found for Swiss-PdbViewerDeepViewv4.0.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 255 mentions in open access literature.

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