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[bookmark: _GoBack]Figure S3. KEGG pathway analysis of drought-induced WRKY TFs. PopWRKYs were analyzed using the “Search and Color Pathway” tool in the Kyoto Encyclopedia of Genes and Genomes (KEGG) (http://www.genome.jp/kegg/pathway.html) against the reference pathway (KO). The red labels indicate drought-induced PopWRKY TFs.
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