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Proper Citation

JuncBASE (RRID:SCR_003103)

Resource Information

URL.: http://compbio.berkeley.edu/proj/juncbase/Home.html

Proper Citation: JuncBASE (RRID:SCR_003103)

Description: Software used to identify and classify alternative splicing events from RNA-Seq
data. JuncBASE also uses read counts to quantify the relative expression of each isoform
and identifies splice events that are significantly differentially expressed across two or more
samples.

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

Keywords: splicing event, splicing events, alternative splicing event, rna seq
Funding:

Availability: Available for download

Resource Name: JuncBASE

Resource ID: SCR_003103

Alternate IDs: OMICS 01335

Alternate URLSs: https://github.com/anbrooks/juncBASE

Record Creation Time: 20220129T080217+0000

Record Last Update: 20250402T060227+0000



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_003103/resolver
http://compbio.berkeley.edu/proj/juncbase/Home.html

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

No alerts have been found for JuncBASE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Liang G, et al. (2016) Altered microRNA expression and pre-mRNA splicing events reveal
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