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Type: Tool

Proper Citation

MapMan (RRID:SCR_003543)

Resource Information

URL.: http://mapman.gabipd.org/web/guest/mapman

Proper Citation: MapMan (RRID:SCR_003543)

Description: Software tool that displays large genomics datasets (e.g. gene expression data
from Arabidopsis Affymetrix arrays) onto diagrams of metabolic pathways or other biological
processes.

Abbreviations: MapMan
Synonyms: MapMan Application Software
Resource Type: software resource, software application

Defining Citation: PMID:19389052, PMID:14996223, PMID:16009995, PMID:16649112

Keywords: metabolic pathway, biological process, genomics, pathway, array, visualization,
gene, transcript, protein, enzyme, metabolite

Funding:

Resource Name: MapMan

Resource ID: SCR_003543

Alternate IDs: nIx_157682

Record Creation Time: 20220129T080219+0000

Record Last Update: 20250421T053359+0000
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Ratings and Alerts
No rating or validation information has been found for MapMan.

No alerts have been found for MapMan.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1174 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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(Weinheim, Baden-Wurttemberg, Germany), 12(1), e2405492.

Berger MMJ, et al. (2025) Grapevine cell response to carbon deficiency requires
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