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Proper Citation

MetaSim (RRID:SCR_011940)

Resource Information

URL: http://ab.inf.uni-tuebingen.de/software/metasim/

Proper Citation: MetaSim (RRID:SCR_011940)

Description: A Sequencing Simulator for Genomics and Metagenomics.

Abbreviations: MetaSim

Resource Type: software resource

Funding:

Resource Name: MetaSim

Resource ID: SCR_011940

Alternate IDs: OMICS_01509

Record Creation Time: 20220129T080307+0000

Record Last Update: 20250410T070225+0000

Ratings and Alerts

No rating or validation information has been found for MetaSim.

No alerts have been found for MetaSim.

Data and Source Information

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_011940/resolver
http://ab.inf.uni-tuebingen.de/software/metasim/


Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 40 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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recovery. PLoS computational biology, 20(10), e1012530.

Liu CC, et al. (2022) MetaDecoder: a novel method for clustering metagenomic contigs. 
Microbiome, 10(1), 46.

Wu S, et al. (2021) DeePhage: distinguishing virulent and temperate phage-derived 
sequences in metavirome data with a deep learning approach. GigaScience, 10(9).

Espindola AS, et al. (2021) Microbe Finder (MiFi®): Implementation of an Interactive 
Pathogen Detection Tool in Metagenomic Sequence Data. Plants (Basel, Switzerland), 
10(2).

Allnutt TR, et al. (2021) Expanding the taxonomic range in the fecal metagenome. BMC 
bioinformatics, 22(1), 312.

Miossec MJ, et al. (2020) Evaluation of computational methods for human microbiome 
analysis using simulated data. PeerJ, 8, e9688.

Laso-Jadart R, et al. (2020) metaVaR: Introducing metavariant species models for reference-
free metagenomic-based population genomics. PloS one, 15(12), e0244637.
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the plasmidome using sequence signatures. Microbial genomics, 6(11).
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Garretto A, et al. (2019) virMine: automated detection of viral sequences from complex 
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Long k-mer Sequence Signatures. Frontiers in microbiology, 9, 872.

Roosaare M, et al. (2018) PlasmidSeeker: identification of known plasmids from bacterial 
whole genome sequencing reads. PeerJ, 6, e4588.
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