Figure S1. The distribution of differentially expressed genes on chromosomes. (A) DEGs of PCH vs. PHH. (B) DEGs of
WCH vs. WHH. (C) DEGs of WCH vs. PCH. (D) DEGs of WHH vs. PHH. (E) DEGs of PH vs. PHH. (F) DEGs of WH vs. WHH.
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Figure S2. The distribution of differential genes on chromosomes. (A) DEGs of PC vs. PH. (B) DEGs of WC vs. WH. (C)

DEGs of WC vs. PC.

Figure S3. GO analysis of differentially expressed genes. (A) WCH vs. WHH. (B) WHH vs. PHH.
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Figure S4. GO analysis of differentially expressed genes. (A) Heat stress treatment during seedling stage. (B) PLC heat
stress treatment during seedling stage.
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Figure S5. GO analysis of differentially expressed genes. (A) PH vs. PHH. (B) WH vs. WHH.
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Figure S6. KEGG pathway significant enrichment analysis. (A) PH vs. PHH. (B) WH vs. WHH.
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Figure S7. Statistical analysis of hormone DEGs.
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Figure S8. Heatmap analysis of the ABA and GA related genes between the control and the heat-stress treated.
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Figure S9. Heat map analysis of HSP genes shared by the control group and heat stress treatment group.
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Figure S10. Heatmap analysis of the HSF gene between the control and the heat-stress treated.



