Resource Summary Report

Generated by NIF on Aug 14, 2026

SpliceSeq

RRID:SCR_005267
Type: Tool

Proper Citation

SpliceSeq (RRID:SCR_005267)

Resource Information

URL: http://bioinformatics.mdanderson.org/main/SpliceSeq:Overview

Proper Citation: SpliceSeq (RRID:SCR_005267)

Description: A Java application to investigate alternative mRNA splicing patterns in data
from high-throughput mRNA sequencing studies. Sequence reads are mapped to splice
graphs that unambiguously quantify the inclusion level of each exon and splice junction.
The graphs are then traversed to predict the protein isoforms that are likely to result from
the observed exon and splice junction reads. UniProt annotations are mapped to each
protein isoform to identify potential functional impacts of alternative splicing. This tool may
be used on a single RNASeq sample to identify genes with multiple spliceforms, on a pair
of samples to identify differential splicing between the two, or on groups of samples to
identify statistically significant group level differences in splicing patterns. SpliceSeq can
be run from the install page as a java web start application to explore the sequencing data
on their server or can be installed locally to analyze your own mRNA-Seq data.

Abbreviations: SpliceSeq

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

Keywords: rna-seq, mrna splicing pattern
Resource Name: SpliceSeq

Resource ID: SCR_005267

Alternate IDs: OMICS 01267

Record Creation Time: 20220129T080229+0000

Record Last Update: 20260814T042725+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_005267/resolver
http://bioinformatics.mdanderson.org/main/SpliceSeq:Overview

No rating or validation information has been found for SpliceSeq.

No alerts have been found for SpliceSeq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 179 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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