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VirtualPlant enables biologists to mine lists of genes, microarray experiments, next-generation 
sequencing data and gene networks to address biology's grand challenge questions. VirtualPlant 
achieves this by enabling researchers to integrate, analyze, and visualize genomic data in a 
systems biology context. VirtualPlant simplifies data analysis by integrating the tools into a single 
platform. The unique  "gene cart" functionality enables iterative data analysis and suggest additional 
rounds of experimentation.  

Please see the following manuscript for details and example case studies: Katari et al. "VirtualPlant: 
a software platform to support systems biology research." Plant Physiol. 2010 Feb;152(2):500-15.  
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Software development 

Biomaps: The gene set enrichment tool, now has an interactive graph written in 
Flash with the ability to save the GO-heirarchy image as a high quality figure. 
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Tair 10 and other versions:  The Arabidopsis annotation has been updated to Tair 
10. A feature in the gene cart allows users to convert their gene lists from an older 

version of Tair to the newer version 

http://www.virtualplant.org 
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Data generation 

Arabidopsis Rice 

Comparative Analysis: Currently users can align their sequencing using Blast to 
identify putative orthologs based on top match. Other methods and databases will be 

supported in the near future.  

RNA-seq: A new tool is being developed where users can submit the read counts for 
each gene in the genome and then use tools such as edgeR to determine  

differentially expressed genes 
COMING SOON 
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