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Proper Citation

Examl (RRID:SCR_016087)

Resource Information

URL: https://github.com/stamatak/ExaML

Proper Citation: Examl (RRID:SCR_016087)

Description: Source code for large-scale phylogenetic analyses on whole-transcriptome and 
whole-genome alignments using supercomputers.

Abbreviations: Examl

Synonyms: Examl:Exascale Maximum Likelihood

Resource Type: source code, software application, software resource

Defining Citation: PMID:25819675

Keywords: phylogenetic, analysis, database, large scale, whole genome, whole 
transcriptome, alignment, efficiency, bio.tools, FASEB list

Funding: Heidelberg Institute for Theoretical Studies

Availability: Free, Available for download

Resource Name: Examl

Resource ID: SCR_016087

Alternate IDs: OMICS_08024, biotools:ExaML

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

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_016087/resolver
https://github.com/stamatak/ExaML
https://pubmed.ncbi.nlm.nih.gov/25819675


License: GNU GPL

Record Creation Time: 20220129T080328+0000

Record Last Update: 20250428T053942+0000

Ratings and Alerts

No rating or validation information has been found for Examl.

No alerts have been found for Examl.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 60 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID.
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flies with phylotranscriptomics. BMC biology, 19(1), 23.
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your door: phylogenetic support estimation revisited. Bioinformatics (Oxford, England), 
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evolution of an ultrafast trap-jaw mechanism in ants. PLoS biology, 19(3), e3001031.
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recombination, clarifies the discovery of a new sub-population of Helicobacter pylori from 
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Australia. Evolutionary applications, 13(2), 278.
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Parasitic Morphological Traits. Current biology : CB, 30(18), 3639.

Katale BZ, et al. (2020) Whole genome sequencing of Mycobacterium tuberculosis isolates 
and clinical outcomes of patients treated for multidrug-resistant tuberculosis in Tanzania. 
BMC genomics, 21(1), 174.
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1082.

Züst T, et al. (2020) Independent evolution of ancestral and novel defenses in a genus of 
toxic plants (Erysimum, Brassicaceae). eLife, 9.
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of the United States of America, 117(41), 25609.

Feng S, et al. (2020) Dense sampling of bird diversity increases power of comparative 
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from Genetic Source Attribution Analysis. AIDS research and human retroviruses, 35(9), 
805.
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Nature, 574(7780), 679.
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937.


