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Proper Citation

DistMap (RRID:SCR_005473)

Resource Information

URL.: http://code.google.com/p/distmap/

Proper Citation: DistMap (RRID:SCR_005473)

Description: A user-friendly software pipeline designed to map short reads in a
MapReduce framework on a local Hadoop cluster. It is designed to be easily implemented
by researchers who do not have expert knowledge of bioinformatics. As it does not have
any dependencies, it provides full flexibility and control to the user. The user can use any
version of a compatible mapper and any reference genome assembly. There is no need to
maintain the mapper, reference or DistMap source code on each of the slaves (nodes) in
the Hadoop cluster, making maintenance extremely easy.

Abbreviations: DistMap
Resource Type: software resource

Defining Citation: PMID:24009693

Keywords: mapreduce/hadoop, command line, hadoop cluster, next-generation
sequencing, bio.tools

Availability: GNU General Public License, v3
Resource Name: DistMap

Resource ID: SCR_005473

Alternate IDs: OMICS_00660, biotools:distmap
Alternate URLSs: https://bio.tools/distmap

Record Creation Time: 20220129T080230+0000

Record Last Update: 20260725T190605+0000



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005473/resolver
http://code.google.com/p/distmap/
https://pubmed.ncbi.nlm.nih.gov/24009693

Ratings and Alerts
No rating or validation information has been found for DistMap.

No alerts have been found for DistMap.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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