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Type: Tool

Proper Citation

AmphoraNet (RRID:SCR_005009)

Resource Information

URL.: http://amphoranet.pitgroup.org/

Proper Citation: AmphoraNet (RRID:SCR_005009)

Description: Webserver implementation of the AMPHORAZ2 workflow for phylogenetic
analysis of metagenomic shotgun sequencing data. It is capable of assigning a probability-
weighted taxonomic group for each phylogenetic marker gene found in the input
metagenomic sample.

Abbreviations: AmphoraNet

Resource Type: data analysis service, analysis service resource, service resource,
production service resource

Defining Citation: PMID:24144838

Keywords: dna sequence, amino acid sequence, dna, sequence, amino acid, phylogenetic,
reliability score, nucleotide, protein, nucleotide sequence, protein sequence, phylogenetic
analysis, metagenomic, metagenomics, phylotyping, bio.tools

Funding:

Availability: Acknowledgement requested, Free, Public
Resource Name: AmphoraNet

Resource ID: SCR_005009

Alternate IDs: biotools:amphoranet, OMICS 01450
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Alternate URLSs: https://bio.tools/amphoranet
Record Creation Time: 20220129T080227+0000

Record Last Update: 20250509T055717+0000

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

No alerts have been found for AmphoraNet.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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