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PhyD3

RRID:SCR_015892
Type: Tool

Proper Citation

PhyD3 (RRID:SCR_015892)

Resource Information

URL.: https://phyd3.bits.vib.be/

Proper Citation: PhyD3 (RRID:SCR_015892)

Description: Web application that is a phylogenetic tree viewer based on d3.js. It was
developed as an alternative to Archaeopteryx inspired by d3.phylogram.js.

Abbreviations: PhyD3

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

Defining Citation: PMID:28525531

Keywords: javascript, visualization, toolkit, phylogeny, program, phylogenetic data, bio.tools
Funding:

Availability: Open source, Demo available

Resource Name: PhyD3

Resource ID: SCR_015892

Alternate IDs: biotools:phyd3

Alternate URLSs: https://github.com/vibbits/phyd3, https://bio.tools/phyd3

License: GNU General Public License v3.0
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https://pubmed.ncbi.nlm.nih.gov/28525531

Record Creation Time: 20220129T080328+0000

Record Last Update: 20250426T060515+0000

Ratings and Alerts
No rating or validation information has been found for PhyD3.

No alerts have been found for PhyD3.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 39 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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