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Type: Tool

Proper Citation

DINO (RRID:SCR_013497)

Resource Information

URL: http://www.dino3d.org/

Proper Citation: DINO (RRID:SCR_013497)

Description: DINO is a realtime 3D visualization program for structural biology data. It
runs under X-Windows and uses OpenGL. Supported architectures are Linux-i586 and
Mac OSX. Versions for IRIX, OSF1 and SunOS are made available sporadically, usually
upon request. DINO is distributed in binary form only, the current DINO version is 0.9.1.
Structural Biology is a multidisciplinary research area, including x-ray crystallography,
structural NMR, electron microscopy, atomic-force microscopy and bioinformatics
(molecular dynamics, structure predictions, surface calculations etc). The data produced
by these different research areas is very diverse: atomic coordinates (models and
predictions), electron density maps, surface topographs, trajectories, molecular surfaces,
electrostatic potentials, sequence alignements etc... DINO aims to visualize all this
structural data in a single program and to allow the user to explore relationships between
the data. There are five data-types supported: structure (atomic coordinates and
trajectories), surface (molecular surfaces), scalar fields (electron densities and
electrostatic potentials), topographs (surface topography scans) and geom (geometric
primitives such as lines). The number and size of the data the program can handle is only
limited by the amount of RAM present in the system. No artifical limits are set. Supported
input file formats are PDB (coordinates), X-PLOR/CNS (coordinates, electron densities
and trajectories), CHARMM (coordinates, trajectories and scalar fields), CCP4 (electron
densities), UHBD (el, THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 16,2025.

Synonyms: DINO
Resource Type: d visualization software
Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: DINO
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Resource ID: SCR_013497
Alternate IDs: nif-0000-30418
Record Creation Time: 20220129T080316+0000

Record Last Update: 20260725T190754+0000

Ratings and Alerts
No rating or validation information has been found for DINO.

No alerts have been found for DINO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 164 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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Luan H, et al. (2025) Breast cancer homologous recombination deficiency prediction from
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oncology, 9(1), 160.
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stained blood culture slides using a large-scale vision transformer. Journal of clinical
microbiology, 63(3), e0151424.
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modern object detection. Scientific reports, 15(1), 11899.
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