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Resource Information

URL: http://genesilico.pl/modomics/

Proper Citation: Modomics (RRID:SCR_007804)

Description: A database of RNA modification pathways. The MODOMICS database
contains the following types of items: * Modified Bases : Each modified base consists of a
unique chemical structure. They are sorted by the regular RNA bases they originate from.
The modified base queuosine is special, since it is synthesized first, and then attached to
the ribose by a transglycosylation reaction. The letters in the small modification icons
indicate what kingdoms of life the modifications occur in (Eukaryota, Archaea, EuBacteria,
Mitochondria). In the download section, the .mol structure files for alare available. *
Modification Pathways : Here, we present four pathway graphs showing what
modifications emerge from the different bases. The letters in the small modification icons
indicate what kingdoms of life the modifications occur in (Eukaryota, Archaea, EuBacteria,
Mitochondria). All lines connecting two modifications are clickable, and show details on a
particular reaction. * Enzymes : Lists enzymes that catalyse known reactions between
modified bases. In the table, several alternatively used names for the enzymes are given,
as well as a list of participating proteins. * Sequences : Shows sequences of RNAs with
modifications highlighted. Currently, tRNAs and small and large subunit rRNAs are
included in MODOMICS. * Publications : exactly that.

Synonyms: Modomics

Resource Type: data or information resource, database
Resource Name: Modomics

Resource ID: SCR_007804

Alternate IDs: nif-0000-03154

Record Creation Time: 20220129T080243+0000

Record Last Update: 20260729T044153+0000
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Ratings and Alerts
No rating or validation information has been found for Modomics.

No alerts have been found for Modomics.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 34 mentions in open access literature.
Listed below are recent publications. The full list is available at kravitz2 .
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