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ARB project

RRID:SCR_000515
Type: Tool

Proper Citation

ARB project (RRID:SCR_000515)

Resource Information

URL.: http://www.arb-home.de/

Proper Citation: ARB project (RRID:SCR_000515)

Description: Software environment for maintaining databases of molecular sequences and
additional information, and for analyzing the sequence data, with emphasis on phylogeny
reconstruction. Programs have primarily been developed for ribosomal ribonucleic acid
(rRNA) sequences and, therefore, contain special tools for alignment and analysis of these
structures. However, other molecular sequence data can also be handled. Protein gene
sequences and predicted protein primary structures as well as protein secondary structures
can be stored in the same database. ARB package is designed for graphical user interface.
Program control and data display are available in a hierarchical set of windows and
subwindows. Majority of operations can be controlled using mouse for moving pointer and
the left mouse button for initiating and performing operations.

Abbreviations: ARB
Synonyms: The ARB project
Resource Type: software resource

Defining Citation: PMID:14985472

Keywords: rrna sequence, rrna, phylogeny, alignment, analysis, protein, gene
Funding:

Availability: Free, Freely available
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Resource Name: ARB project

Resource ID: SCR_000515

Alternate IDs: OMICS 01515

Alternate URLSs: https://sources.debian.org/src/arb/
License URLs: Http://help.arb-home.de/copyright.html
Record Creation Time: 20220129T080202+0000

Record Last Update: 20250420T013952+0000

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

No alerts have been found for ARB project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 28 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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