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TISIR ~ 28,000 genes

The AraCyc 8.0 release
from April 2011 contains
446 pathways, 5520

enzymes, 2689 reactions,

and 2825 compounds
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{5l. PlantMetabolomics.org

Arabidopsis Metabolomics Consortium
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Bais et al., Plant Physiol (2010); Bais et al., NAR (2012);
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See also, Plant Metabolomics Resource (PMR)
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BETY—IL (AtMetExpress):
a heatmap

PRIMe Visualization Tools

. . Summary (MVA)
RIKEN PRIMe provides web-based data analysis and

visualization tools for public access. Users may
analyze datasets from both AtMetExpress and MekO Hierarchical Cluster Heat Map Princinal Component Analysis
as well as upload custom datasets )

hclust Method

Analysis parameters Complete v
thdet e

Data source: AfMetExpress dist Method

Dataset: Kusano10AminoAcids Euclidean v

Downloads scaling Method

MNone auto v

Color Key

Edit parameters

Select data source

AtMetExpress MeKO GC-MS (RIKEN format) Generic

We integrated multiple metabolome datasets in Arabjdopsis and constructed our
database, called AtMetExpress, to store the information. The integrated data
analyses showed that Arabidopsis has ~1,200 metabolites, which we can detect
using mass spectrometry-based metabaolite profiling.

Dataset
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BEHTY—IL (AtMetExpress)
HCA

summary (MVA)

PRIMe Visualization Tools

RIKEN PRIMe provides web-based data analysis and
visualization tools for public access. Users may
analyze datasets from both AthetExpress and MeKO,

Hierarchical Cluster Heat Map Principal Component Analysis
as well as upload custom datasets.
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Meta-analysis selection (GC-MS RIKEN format or

GENERIC format)

Analysis Paramelers »

Select data source Users can select data format.

AtMetExpress MekK O GC-MS (RIKEM format) Genenc

W'a integrated multiple metabolome datasets in Arabidepsis mbo 3 sngle matmnx
and constructed our database, called AtMetExprass, bo stare the inlormaton. The
integrated data analyses showed that Arabidopsis has oo metabolites, which
Wi CEN debect usng mass spedrometry-based metabohte profling.
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