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Figure S2. Structure of the CsRAB gene. Exons and introns are labeled. Numbers refer to

position relative to the first nucleotide of the start codon. Exons are indicated by boxes, and

introns are indicated by lines. Locations of R2 and R3 domains are highlighted with gray and

black backgrounds, respectively.
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Figure S3. Phenotypic comparison of wild type (WT) and CsRAB-overexpressing lines OE-1,

OE-2 and OE-3 at 6-day after germination.



