Resource Summary Report

Generated by ASWG on Apr 30, 2025

APPRIS

RRID:SCR_012019
Type: Tool

Proper Citation

APPRIS (RRID:SCR_012019)

Resource Information

URL.: http://appris.bioinfo.cnio.es/

Proper Citation: APPRIS (RRID:SCR_012019)

Description: A database that houses annotations of human splice isoforms. It adds reliable
protein structural and functional data and information from cross-species conservation. A
visual representation of the annotations for each gene allows users to easily identify
functional changes brought about by splicing events. In addition to collecting, integrating and
analyzing reliable predictions of the effect of splicing events, it also selects a single reference
seqguence for each gene, termed the principal isoform, based on the annotations of structure,
function and conservation for each transcript.

Abbreviations: APPRIS
Synonyms: APPRIS - A system for annotating alternative splice isoforms
Resource Type: database, data or information resource

Defining Citation: PMID:23161672

Keywords: isoform, function, annotation, splice, reference sequence, structure,
conservation, transcript, FASEB list

Funding:
Availability: Free

Resource Name: APPRIS



https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/SCR_012019/resolver
http://appris.bioinfo.cnio.es/
https://pubmed.ncbi.nlm.nih.gov/23161672

Resource ID: SCR_012019
Alternate IDs: OMICS 01881
Record Creation Time: 20220129T080308+0000

Record Last Update: 20250430T055801+0000

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

No alerts have been found for APPRIS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 75 mentions in open access literature.

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