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Proper Citation

NEWT (RRID:SCR_004477)

Resource Information

URL: http://www.uniprot.org/taxonomy/

Proper Citation: NEWT (RRID:SCR_004477)

Description: NEWT is the taxonomy database maintained by the UniProt group. It integrates
taxonomy data compiled in the NCBI database and data specific to the UniProt
Knowledgebase. Browse by hierarchy, List all, or Complete proteomes. Organisms are
classified in a hierarchical tree structure. Our taxonomy database contains every node
(taxon) of the tree. UniProtKB taxonomy data is manually curated: next to manually verified
organism names, we provide a selection of external links, organism strains and viral host
information. Species with protein sequences stored in the UniProt Knowledgebase are
named according to UniProt nomenclature. We endeavour to maintain a list of manually
curated species names for which protein sequence data is available. In particular, we have
adopted a systematic convention for naming viral and bacterial strains and isolates. Links to
external sites are chosen by the UniProt taxonomy team and show pictures and various
scientific data of interest (taxonomy, biology, physiology,...).

Abbreviations: NEWT

Synonyms: UniProtKB taxonomy database, UniProt Taxonomy Database, UniProt
Taxonomy

Resource Type: data or information resource, database

Defining Citation: PMID:12824428

Keywords: archaea, bacteria, eukaryota, viruses, cellular organism, sequence, viroid, gold
standard, bio.tools



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_004477/resolver
http://www.uniprot.org/taxonomy/
https://pubmed.ncbi.nlm.nih.gov/12824428

Funding:

Resource Name: NEWT

Resource ID: SCR_004477

Alternate IDs: nIx_46189, biotools:newt
Alternate URLSs: https://bio.tools/newt

Old URLs: http://www.ebi.ac.uk/newt/

Record Creation Time: 20220129T080224+0000

Record Last Update: 20250424T064707+0000

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

No alerts have been found for NEWT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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bats. Zoonoses and public health, 68(3), 271.
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8(1), 9759.
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Alvaro-Blanco J, et al. (2017) MAZ induces MYB expression during the exit from quiescence
via the E2F site in the MYB promoter. Nucleic acids research, 45(17), 9960.

Karagianni EP, et al. (2015) Homologues of xenobiotic metabolizing N-acetyltransferases in
plant-associated fungi: Novel functions for an old enzyme family. Scientific reports, 5, 12900.

Zhou C, et al. (2015) gPGA: GPU Accelerated Population Genetics Analyses. PloS one,
10(8), e0135028.
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Pseudogymnoascus destructans, the Fungal Etiologic Agent of Bat White Nose Syndrome.
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15(1), 36.
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reveals diversity of fungi and local adaptation by the fungal pathogen Pseudogymnoascus
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Escherichia coli O157:H7 in monensin-treated wastewater from a dairy lagoon. PloS one,
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