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Proper Citation

NPInter (RRID:SCR_007825)

Resource Information

URL.: http://bioinfo.ibp.ac.cn/NPInter/demo/

Proper Citation: NPInter (RRID:SCR_007825)

Description: A database covering eight category functional interactions between
noncoding RNAs (except tRNAs and rRNAS) and proteins related biomacromolecules
(proteins, mMRNAs and genomic DNAS) in six model organisms. Functional interactions
imply both physical interactions between the ncRNA and protein, and other forms of
interaction where the combination of an ncRNA and an mRNA or a genomic DNA
sequence elicits a cellular reaction. This database is distinguished from other biomolecular
interaction database by: 1. The data of NPInter is novel, in the sense that no earlier
database has especially cataloged this type of data (ncRNA-protein interactions). The
database now contains more than 700 published functional interactions from the six
organisms E. coli, yeast, worm, fly, mouse and human in which functional interactions
experiments have been concentrated. The amount of data is not large, but the NPInter
covers almost all experimentally verified ncRNA functional interaction data which had
been published before the end of last year. 2. The ncRNA functional interaction data are
entered into NPInter only following publication in books or peer-reviewed journals. Entry is
done manually by a curator, and thereafter double-checked by a second curator. 3. We
introduce a classification of the functional interaction data, which is based on the
functional interaction process the ncRNA takes part in. 4. NPInter also provides an
efficient search option, allowing recovery of interactions, related publications and other
information., THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 16,2025.

Synonyms: NPInter
Resource Type: data or information resource, database
Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: NPInter



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_007825/resolver
http://bioinfo.ibp.ac.cn/NPInter/demo/

Resource ID: SCR_007825

Alternate IDs: nif-0000-03199

Old URLSs: http://bioinfo.ibp.ac.cn/NPInter/index.php
Record Creation Time: 20220129T080244+0000

Record Last Update: 20260904T000246+0000

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

No alerts have been found for NPInter.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 102 mentions in open access literature.

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