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Proper Citation

Plant mPLoc (RRID:SCR_023014)

Resource Information

URL.: http://www.csbio.sjtu.edu.cn/bioinf/plant-multi/

Proper Citation: Plant mPLoc (RRID:SCR_023014)

Description: Web application for predicting subcellular localization of plant proteins
including those with multiple sites. Top Down Strategy to Augment Power for Predicting Plant
Protein Subcellular Localization.

Synonyms: Plant-mPLoc
Resource Type: web service, software resource, data access protocol

Defining Citation: PMID:20596258

Keywords: Predicting Plant Protein Subcellular Localization, predicting subcellular
localization, plant proteins,

Funding: National Natural Science Foundation of China ;
Science and Technology Commission of Shanghai Municipality ;
Shanghai Pujiang Program

Availability: Free, Freely available

Resource Name: Plant mPLoc

Resource ID: SCR_023014

Record Creation Time: 20221130T050154+0000

Record Last Update: 20250517T060526+0000
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Ratings and Alerts
No rating or validation information has been found for Plant mPLoc.

No alerts have been found for Plant mPLoc.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 79 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.

Zhou W, et al. (2025) Genome-wide identification of CAMTA gene family in teak (Tectona
grandis) and functional characterization of TJCAMTAL1 and TgCAMTAS3 in cold tolerance.
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Cui J, et al. (2025) Genome-wide identification and expression analysis of CBF/DREB1 gene
family in Medicago sativa L. and functional verification of MsCBF9 affecting flowering time.
BMC plant biology, 25(1), 87.

Zhang J, et al. (2025) Genome- and Transcriptome-Wide Characterization and Expression
Analyses of bHLH Transcription Factor Family Reveal Their Relevance to Salt Stress
Response in Tomato. Plants (Basel, Switzerland), 14(2).

Zhang J, et al. (2025) Genome-wide identification of the Sec14 gene family and the response
to salt and drought stress in soybean (Glycine max). BMC genomics, 26(1), 73.
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Analyses of Different Floral Development Stages in Roses. Genes, 16(1).
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Functional Validation of BnaZSHAKS5.2 Gene in Response to Potassium Deficiency.
International journal of molecular sciences, 26(2).
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alkaloids. BMC genomics, 25(1), 972.
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its response to salt and drought stresses. 3 Biotech, 14(9), 204.




