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Dendroscope3

RRID:SCR_024003
Type: Tool

Proper Citation

Dendroscope3 (RRID:SCR_024003)

Resource Information

URL.: https://github.com/danielhuson/dendroscope3

Proper Citation: Dendroscope3 (RRID:SCR_024003)

Description: Software Java program for analyzing and visualizing rooted phylogenetic trees
and networks.

Synonyms: dendroscope, dendroscope3
Resource Type: softwre application

Defining Citation: PMID:22780991

Keywords: analyzing and visualizing rooted phylogenetic trees and networks,
Funding:

Availability: Free, Available for download, Freely available

Resource Name: Dendroscope3

Resource ID: SCR_024003

Alternate IDs: OMICS 04266

Old URLSs: https://sources.debian.org/src/dendroscope/

License: GPL-3.0 license

Record Creation Time: 20230824T050211+0000
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Record Last Update: 20250420T015258+0000

Ratings and Alerts
No rating or validation information has been found for Dendroscope3.

No alerts have been found for Dendroscope3.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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in ectomycorrhizal symbiosis between Hebeloma cylindrosporum and Pinus pinaster. PloS
one, 15(11), e0242739.

Fasciana T, et al. (2019) Co-existence of virulence factors and antibiotic resistance in new
Klebsiella pneumoniae clones emerging in south of Italy. BMC infectious diseases, 19(1),
928.

Gasperotti AF, et al. (2018) Identification of two different chemosensory pathways in
representatives of the genus Halomonas. BMC genomics, 19(1), 266.

Bagnato C, et al. (2017) Analysis of triglyceride synthesis unveils a green algal soluble



https://neuinfo.org/about/sources/nlx_144509-1
https://neuinfo.org/data/record/nlx_144509-1/SCR_024003/resolver/mentions

diacylglycerol acyltransferase and provides clues to potential enzymatic components of the
chloroplast pathway. BMC genomics, 18(1), 223.
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