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Proper Citation

RNA Modification Database (RRID:SCR_003535)

Resource Information

URL: http://mods.rna.albany.edu

Proper Citation: RNA Modification Database (RRID:SCR_003535)

Description: The RNA modification database provides a comprehensive listing of
posttranscriptionally modified nucleosides from RNA. Information provided for each
nucleoside includes: the type of RNA in which it occurs and phylogenetic distribution;
common chemical name and symbol; Chemical Abstracts registry number and index
name; chemical structure; initial literature citations for structural characterization or
occurrence, and for chemical synthesis. Both the structural diversity and extent of
posttranscriptional modification in RNA is remarkable, with 107 different nucleosides
presently known in all types of RNA. The discovery of new modified nucleosides as well as
increasing knowledge of the array of functional roles of modification, based largely on
extensive studies of tRNA, mandates a need for a comprehensive database of RNA
nucleosides. The RNA Modification Database is maintained as an extension of the initial
version published in mid-1994. The database consists of all RNA-derived ribonucleosides
of known structure, including those from established sequence positions, as well as those
detected or characterized from hydrolysates of RNA. The information provided permits
access to the modified nucleoside literature through provision of both computer-
searchable Chemical Abstracts registry numbers and key literature citations. This
database also provides an historical record of the initial reports of occurrence,
characterization and chemical synthesis of modified nucleosides from RNA. It is our
judgement that the total number of RNA nucleosides listed, and the chemical structures
reported, are very accurate. However, the distributions listed are in some cases a matter
of concern, due primarily to the possibility of inhomogeneity of the RNA isolate and the
use of methods of nucleoside identification that are not sufficiently rigorous.
Reinvestigation of some of the unusual or single-report source distributions is warranted,
and will likely lead to future refinements in the listings. The authors invite comments
concerning new entries, errors or omissions and on the format presently used for
electronic access to the database.

Abbreviations: RNAmMods



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_003535/resolver
http://mods.rna.albany.edu

Resource Type: service resource, database, storage service resource, data repository,
data or information resource

Defining Citation: PMID:9399834, PMID:9016519

Funding: NIGMS GM29812

Resource Name: RNA Modification Database
Resource ID: SCR_003535

Alternate IDs: nif-0000-03414

Old URLs: http://medlib.med.utah.edu/RNAmMods/
Record Creation Time: 20220129T080219+0000

Record Last Update: 20260728T043147+0000

Ratings and Alerts
No rating or validation information has been found for RNA Modification Database.

No alerts have been found for RNA Modification Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 22 mentions in open access literature.
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