Figure S1. Unrooted phylogenetic tree representing the relationships among StPYL genes from Solanum tuberosum
and PYL genes from other species. The phylogenetic trees were constructed using the neighbor-joining (NJ)

method in MEGA7.0 and the default parameter value was set to 1000.
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Figure S2. Heatmap showing expression of StPYL genes based on RNA-seq data. Heatmap was generated based
onlog2 FPKM. ‘QS9’ and ‘Atl’ represent drought tolerant potato variety ‘Qingshu9’ and drought sensitive
potato variety ‘Atlantic’, respectively. Three-week-old potato seedlings were treated in 1/2 MS medium with final
concentration of 200 mM mannitol, and the transcriptome was sequenced after 0, 2, 6, 12 and 24 h of stress. The

red box represents StPYL16.



