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Proper Citation

MISO (RRID:SCR_003124)

Resource Information

URL: http://genes.mit.edu/burgelab/miso/

Proper Citation: MISO (RRID:SCR_003124)

Description: Probabilistic framework that quantitates the expression level of alternatively 
spliced genes from RNA-Seq and identifies differentially regulated isoforms or exons across 
samples.

Synonyms: Mixture of Isoforms (MISO), Mixture of Isoforms

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

Defining Citation: DOI:10.1038/nmeth.1528

Keywords: probabilistic framework, framework, bayesian inference, isoform

Funding:

Availability: Available for download

Resource Name: MISO

Resource ID: SCR_003124

Alternate IDs: OMICS_01337

Alternate URLs: https://github.com/yarden/MISO

License: GPL 2+ license

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_003124/resolver
http://genes.mit.edu/burgelab/miso/
https://dx.doi.org/10.1038/nmeth.1528


Record Creation Time: 20220129T080217+0000

Record Last Update: 20250412T054803+0000

Ratings and Alerts

No rating or validation information has been found for MISO.

No alerts have been found for MISO.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 171 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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reports, 14(1), 8806.
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oncogenic RNA splicing of tumor suppressor RBM4. Signal transduction and targeted 
therapy, 7(1), 97.
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UNC13A. Nature, 603(7899), 124.
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Antitumor Immunity in Wnt-activated Hepatocellular Carcinoma. Cellular and molecular 
gastroenterology and hepatology, 13(5), 1413.

Gañez-Zapater A, et al. (2022) The SWI/SNF subunit BRG1 affects alternative splicing by 
changing RNA binding factor interactions with nascent RNA. Molecular genetics and 
genomics : MGG, 297(2), 463.
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specific ADP-ribosylation in splicing in embryonic stem cells. Genes & development, 36(9-
10), 601.
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North K, et al. (2022) Synthetic introns enable splicing factor mutation-dependent targeting of 
cancer cells. Nature biotechnology, 40(7), 1103.

She X, et al. (2022) Accelerating input-output model estimation with parallel computing for 
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109492.
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Kitamura Y, et al. (2021) Identification of germ cell-specific Mga variant mRNA that promotes 
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stabilizing chromatin architecture. Nature communications, 12(1), 6241.


