Resource Summary Report

Generated by dkNET on Jul 30, 2026

Pplacer

RRID:SCR_004737
Type: Tool

Proper Citation

Pplacer (RRID:SCR_004737)

Resource Information

URL: http://matsen.fhcrc.org/pplacer/

Proper Citation: Pplacer (RRID:SCR_004737)

Description: Software that places query sequences on a fixed reference phylogenetic
tree to maximize phylogenetic likelihood or posterior probability according to a reference
alignment. Pplacer is designed to be fast, to give useful information about uncertainty, and
to offer advanced visualization and downstream analysis.

Abbreviations: Pplacer
Synonyms: pplacer: phylogenetic placement and downstream analysis
Resource Type: software resource

Defining Citation: PMID:21034504

Keywords: classification, phylogenetic classification
Resource Name: Pplacer

Resource ID: SCR_004737

Alternate IDs: OMICS 01462

Record Creation Time: 20220129T080226+0000

Record Last Update: 20260725T190554+0000

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

No alerts have been found for Pplacer.



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_004737/resolver
http://matsen.fhcrc.org/pplacer/
https://pubmed.ncbi.nlm.nih.gov/21034504

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 30 mentions in open access literature.

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