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Proper Citation

Segemehl (RRID:SCR_005494)

Resource Information

URL: http://www.bioinf.uni-leipzig.de/Software/segemehl/

Proper Citation: Segemehl (RRID:SCR_005494)

Description: A software to map short sequencer reads to reference genomes. It is able to 
detect not only mismatches but also insertions and deletions. Furthermore, it is not limited to 
a specific read length and is able to mapprimer- or polyadenylation contaminated reads 
correctly. segemehl implements a matching strategy based on enhanced suffix arrays (ESA). 
Segemehl now supports the SAM format, reads gziped queries to save both disk and 
memory space and allows bisulfite sequencing mapping and split read mapping.

Abbreviations: Segemehl

Synonyms: segemehl - short read mapping with gaps

Resource Type: software resource

Defining Citation: PMID:24512684, PMID:22581174, PMID:19750212, 
DOI:10.1371/journal.pcbi.1000502

Keywords: bio.tools

Funding:

Availability: Acknowledgement requested, Free, Public

Resource Name: Segemehl

Resource ID: SCR_005494

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_005494/resolver
http://www.bioinf.uni-leipzig.de/Software/segemehl/
https://pubmed.ncbi.nlm.nih.gov/24512684
https://pubmed.ncbi.nlm.nih.gov/22581174
https://pubmed.ncbi.nlm.nih.gov/19750212
https://dx.doi.org/10.1371/journal.pcbi.1000502


Alternate IDs: biotools:segemehl, OMICS_00683

Alternate URLs: https://bio.tools/segemehl, https://sources.debian.org/src/segemehl/

Record Creation Time: 20220129T080230+0000

Record Last Update: 20250420T014253+0000

Ratings and Alerts

No rating or validation information has been found for Segemehl.

No alerts have been found for Segemehl.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 41 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Schäfer RA, et al. (2021) RNAnue: efficient data analysis for RNA-RNA interactomics. 
Nucleic acids research, 49(10), 5493.

Hoyos M, et al. (2020) Gene autoregulation by 3' UTR-derived bacterial small RNAs. eLife, 9.

Hernandez-Alias X, et al. (2020) Translational efficiency across healthy and tumor tissues is 
proliferation-related. Molecular systems biology, 16(3), e9275.

Ankenbauer A, et al. (2020) Pseudomonas putida KT2440 is naturally endowed to withstand 
industrial-scale stress conditions. Microbial biotechnology, 13(4), 1145.

Gaffo E, et al. (2019) Circular RNA differential expression in blood cell populations and 
exploration of circRNA deregulation in pediatric acute lymphoblastic leukemia. Scientific 
reports, 9(1), 14670.

Drukewitz SH, et al. (2019) Toxins from scratch? Diverse, multimodal gene origins in the 
predatory robber fly Dasypogon diadema indicate a dynamic venom evolution in dipteran 
insects. GigaScience, 8(7).

Guo Q, et al. (2019) Arabidopsis TRM5 encodes a nuclear-localised bifunctional tRNA 
guanine and inosine-N1-methyltransferase that is important for growth. PloS one, 14(11), 
e0225064.

Jorge S, et al. (2019) Complete genome sequence and in silico analysis of L. interrogans 
Canicola strain DU114: A virulent Brazilian isolate phylogenetically related to serovar Linhai. 
Genomics, 111(6), 1651.

Rudler DL, et al. (2019) Fidelity of translation initiation is required for coordinated respiratory 
complex assembly. Science advances, 5(12), eaay2118.


