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Figure S1. Synteny of AtKAT2 and AtKAT1 chromosomal regions. 

(A) Synmap (http://genomevolution.org/CoGe/) plot of the regions of chromosomes 2 (x-axis) and 1 
(y-axis) containing KAT2 and KAT1 genes. Blue points represent duplicated genes running in opposite 
directions along the two chromo- somes and green points genes running in the same direction with 
respect to standard chromosomal orientation (North to South). The percentage indicators correspond to 
the proportion of total chromosome physical length. KAT genes and genes at the extremities of the dupli-
cated regions are indicated. The region in the red box is highlighted in detail in (b). For clarity, the reverse 
complement of chromosome 1 is depicted in (b).
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Figure S3. KAT transcript abundance in Arabidopsis tissues. Data were extracted from the Arabidopsis eFP 
browser (http://bar.utoronto.ca/efp/cgi-bin/efpWeb.cgi). See main text for description.
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