
Resource Summary Report

Generated by RRID on Aug 14, 2026

Splice AI
RRID:SCR_024532
Type: Tool

Proper Citation

Splice AI (RRID:SCR_024532)

Resource Information

URL: https://pypi.org/project/spliceai/

Proper Citation: Splice AI (RRID:SCR_024532)

Description: Software package annotates genetic variants with their predicted effect on
splicing. Used to identify splice variants.

Resource Type: data analysis software, data processing software, software resource,
software application

Keywords: annotate genetic variants, predicted effect on splicing, identify splice variants,

Availability: Free, Available for download, Freely available

Resource Name: Splice AI

Resource ID: SCR_024532

Alternate URLs: https://github.com/Illumina/SpliceAI

License: GNU GPL v3

Record Creation Time: 20231003T050246+0000

Record Last Update: 20260814T043058+0000

Ratings and Alerts

No rating or validation information has been found for Splice AI.

No alerts have been found for Splice AI.

Data and Source Information

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_024532/resolver
https://pypi.org/project/spliceai/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 44 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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journal of the American Association for Cancer Research, 31(8), 1491.
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Canson DM, et al. (2025) The SeqSplice multiplexed minigene splicing assay for
characterization and quantitation of variant-induced BRCA1 and BRCA2 splice isoforms.
Genome research, 35(9), 2104.
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retinal disease. HGG advances, 6(1), 100357.
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clear Cell Renal Cell Carcinoma. European urology open science, 62, 107.


