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Type: Tool

Proper Citation

snoRNABase- a comprehensive database of human H/ACA and C/D box snoRNAs.
(RRID:SCR_007939)

Resource Information

URL: http://www-snorna.biotoul.fr/

Proper Citation: snoRNABase- a comprehensive database of human H/ACA and C/D
box snoRNAs. (RRID:SCR_007939)

Description: This is a database of human C/D box and H/ACA modification guide RNAs.
Information on a particular snoRNA can be accessed by three ways: 1- On the Search
page, just type the name of the snoRNA (for example ACA17) in the Id window. 2- The
Find guide RNA contains the sequences of the human ribosomal rRNAs 28S, 18S and
5.8S, and of the snRNAs U1, U2, U4, U5 and U6, with the positions of modified (2''O-
ribose methylated or pseudo-uridinylated) nucleotides, and the identity of the
corresponding modification guide RNAs. You can click on the name of the relevant
snoRNA. 3- By utilizing the link to the UCSC Human Genome Browser.

Synonyms: snoRNABase

Resource Type: data or information resource, database

Keywords: human c/d box, human h/aca, human rna, human snorna

Resource Name: snoRNABase- a comprehensive database of human H/ACA and C/D
box snoRNAs.

Resource ID: SCR_007939

Alternate IDs: nif-0000-03476

Record Creation Time: 20220129T080244+0000

Record Last Update: 20260729T044159+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_007939/resolver
https://neuinfo.org/data/record/nlx_144509-1/SCR_007939/resolver
http://www-snorna.biotoul.fr/


No rating or validation information has been found for snoRNABase- a comprehensive
database of human H/ACA and C/D box snoRNAs..

No alerts have been found for snoRNABase- a comprehensive database of human H/ACA
and C/D box snoRNAs..

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 59 mentions in open access literature.

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