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Fig S1: Gene Ontology Enrichment Analysis: Molecular function and cellular component are enriched after heat stress. Biological process
are not significantly enriched in GO terms. Boxes in the graph represent GO terms with their GO ID, term definition and statistical information.
Significant GO terms (p<0.05) are marked with color and non-signifcant GO terms are shown in white boxes. The degree of colour saturation of a
box is positively correlated to the enrichment level of the term. Solid, dashed, and dotted lines represent two, one and zero enriched terms at
both ends connected by the line, respectively. The rank direction of the graph is set to from top to bottom.




