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Proper Citation

MMSEQ (RRID:SCR_008184)

Resource Information

URL: https://github.com/eturro/mmseq#mmseq-transcript-and-gene-level-expression-
analysis-using-multi-mapping-rna-seq-reads

Proper Citation: MMSEQ (RRID:SCR_008184)

Description: Software package that contains a collection of statistical tools for analysing 
RNA-seq expression data.

Abbreviations: MMSEQ

Resource Type: software resource

Defining Citation: PMID:24281695

Funding:

Resource Name: MMSEQ

Resource ID: SCR_008184

Alternate IDs: OMICS_01280

Record Creation Time: 20220129T080246+0000

Record Last Update: 20250410T065711+0000

Ratings and Alerts

No rating or validation information has been found for MMSEQ.

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_008184/resolver
https://github.com/eturro/mmseq#mmseq-transcript-and-gene-level-expression-analysis-using-multi-mapping-rna-seq-reads
https://github.com/eturro/mmseq#mmseq-transcript-and-gene-level-expression-analysis-using-multi-mapping-rna-seq-reads
https://pubmed.ncbi.nlm.nih.gov/24281695


No alerts have been found for MMSEQ.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 45 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Dos Santos JC, et al. (2024) Leishmania braziliensis enhances monocyte responses to 
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Pang B, et al. (2024) A chromosome-level genome assembly of Prosopocoilus inquinatus 
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Bekkering S, et al. (2024) Increased innate immune responses in adolescents with obesity 
and its relation to subclinical cardiovascular measures: An exploratory study. iScience, 27(5), 
109762.
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by targeting interleukin-4 to myeloid cells. Nature biomedical engineering, 7(9), 1097.
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van Puffelen JH, et al. (2023) Intravesical BCG in patients with non-muscle invasive bladder 
cancer induces trained immunity and decreases respiratory infections. Journal for 
immunotherapy of cancer, 11(1).

Hernández IM, et al. (2023) Predicting protein stability changes upon mutation using a 
simple orientational potential. Bioinformatics (Oxford, England), 39(1).

Jeong YS, et al. (2023) Clinically conserved genomic subtypes of gastric adenocarcinoma. 
Molecular cancer, 22(1), 147.
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case-based study. GigaByte (Hong Kong, China), 2023, gigabyte75.

Wang C, et al. (2022) Abnormal global alternative RNA splicing in COVID-19 patients. PLoS 
genetics, 18(4), e1010137.

Wen J, et al. (2022) Super interactive promoters provide insight into cell type-specific 
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Metabolic Reprogramming. Immunometabolism, 3(3), e210025.

Kaur G, et al. (2021) Bacterial death and TRADD-N domains help define novel apoptosis and 
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