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The PMN Resources
plantcyc.org

• A pipeline for high quality enzyme function prediction and 
metabolic pathway inference from sequenced plant 
genomes
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• A pipeline for high quality enzyme function prediction and 
metabolic pathway inference from sequenced plant 
genomes

• Metabolic pathway databases inferred for 100 plant 
genomes
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The PMN Resources
plantcyc.org

• A pipeline for high quality enzyme function prediction and 
metabolic pathway inference from sequenced plant 
genomes

• Metabolic pathway databases inferred for 100 plant 
genomes

• A pan-plant metabolic pathway database PlantCyc
• Experimental information of enzymes and pathways for over 400 

plant species
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PMN use case-1: my gene

• Search for the gene 
• find reaction

• find other genes annotated to the same reaction 
• find pathway 

• find upstream and downstream genes







Use case-2: given a list of genes, find 
enrichment of pathways





Overlay omics data on pathways



Virtual data integration in PlantCyc





Comparative analysis





Future Development

• Further enhance accuracy of enzyme function predictions

• Annotate transporters and subcellular location of reactions

• Develop genome-scale metabolic models

• Provide online database creation service

• Provide web app for integrated view of metabolism with 
other information such as gene expression
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