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GenGlIS

RRID:SCR_001465
Type: Tool

Proper Citation

GenGIS (RRID:SCR_001465)

Resource Information

URL.: https://github.com/beiko-lab/gengis

Proper Citation: GenGIS (RRID:SCR_001465)

Description: A bioinformatics application that allows users to combine digital map data with
information about biological sequences collected from the environment. It provides a 3D
graphical interface in which the user can navigate and explore the data, as well as a Python
interface that allows easy scripting of statistical analyses using the Rpy libraries.

Resource Type: software resource

Defining Citation: PMID:23922841

Keywords: standalone software

Funding: Genome Atlantic ;

Genome Canada ;

Biomonitoring 2.0 Project ;

Dalhousie Centre for Comparative Genomics and Evolutionary Bioinformatics ;
Tula Foundation ;

Natural Sciences and Engineering Research Council of Canada ;

Dalhousie Faculty of Computer Science

Availability: Acknowledgement requested, GNU General Public License, v3
Resource Name: GenGIS

Resource ID: SCR_001465



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_001465/resolver
https://github.com/beiko-lab/gengis
https://pubmed.ncbi.nlm.nih.gov/23922841

Alternate IDs: OMICS 04013
Alternate URLSs: http://kiwi.cs.dal.ca/GenGIS/
Record Creation Time: 20220129T080207+0000

Record Last Update: 20250420T014029+0000

Ratings and Alerts

No rating or validation information has been found for GenGIS.

No alerts have been found for GenGIS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 38 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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USA and comparison to globally distributed representatives. PloS one, 16(1), e0231367.
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