

Supplementary figure caption
Fig. S1. The Kolmogorov-Smirnov normality test of physiological data. SD, standard deviation; N, number of samples.
Fig. S2. Correlation analysis and PCA analysis of the 18 Dendrobium spp samples. (A) Pearson correlation between samples. (B) PCA analysis between the samples.
Fig. S3. Co-expression network of the top 105 hub genes from the 11 module responding to cold stress. Node size represents connectivity, and node color represents category.
Fig. S4. Pathways of Dendrobium spp from KEGG. (A) ABA pathway (ko04075) of Dendrobium spp from KEGG. ABA: abscisic acid; PYR: pyrabactin resistance; PYL: PYR1–like protein; RCAR: regulatory components of ABA receptor; PP2C: type 2C protein phosphatases; SnRK2: Sucrosenon–fermenting1–relatedproteinkinases 2; ABF1: ABRE binding factors 1. (B) Endocytosis pathway (ko04144) of Dendrobium spp from KEGG.
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