
GC-TOF/MS: Amino acids, organic acid	

CE-TOF/MS: Polar materials	

LC-Q-TOF/MS: Primary and secondary 
metabolites	

IT-TOF/MS: Membrane lipids	


High reproducible peak per compound 
r >0.6 between replicates 
 (880 metabolites for AUX, BR, CK, GA) 
 (1,647 metabolites for JA, ABA, ET)	


Measuring abundances	


DNA microarray ATH1	


Data analyses	


Data normalization	


Median intensity of microarray	
Abundance of Internal standards	


Data filtering	


Metabolome	
 Transcriptome	


Peak annotation and curation	


Peak picking with public and in house data 
base 
 (1,535 peaks for AUX, BR, CK, GA) 
 (3,070 peaks for JA, ABA, ET)	


TAIR10	


High specificity probes for genes 
excluding cross hybridization 
 (21,107)	


Integration of data	


Manual annotation of compounds with Aracyc, 
Massbank etc., 
Excluding duplicated compounds 
Excluding unanotated compounds 
 (Total 225) 

Measuring expression levels	


Data normalization	


Annotation	


Excluding unreliable probe sets	


Fig. Workflow of data collection and curation 

Samples 
X3 biological replicates 


