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Figure S1. Principal Component Analysis (PCA) plots for two weeks-old and at bolting tran-
scriptomic data. PCA were constructed from ClustVis [1] with Singular Value Decomposition (SVD), 
no transformation criteria. SVD with imputation was used to calculate principal components. X and 
Y represent principal component 1 (PC1) and principal component 2 (PC2), respectively, with a cer-
tain percentage of the total variance analyzed. 

 
Figure S2. Gene ontology (GO) enrichment analysis of cid3cid4 vs Col-0 mi-
croarray data. GO classifications are based on PANTHER Classification Sys-
tem [2]. 
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Table S1. Cont. 
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