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Figure S1 Comparison in transcriptional profile between tissues. (a) PCoA scatter plot presenting the similarity (Bray-Curtis distance) in transcriptome between samples. The first coordinate mainly represents the variations between tissues, while the second coordinate mainly represents the variations caused by thermal acclimation. (b) Bar plots presenting the dissimilarity (Bray-Curtis distance, mean ± se) in transcriptional profiles between gut and liver at each acclimation temperature. Thermal acclimation did not change the dissimilarity in transcriptional profiles between organs.
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Figure S2 Network presenting the upregulated DEGs (gene cluster 1 and 4) and KEGG pathways.
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Figure S3 KEGG enrichment analyses based on downregulated DEGs (gene cluster 3) under heat stress. (a–b) Point plots presenting the KEGG pathways enriched by downregulated DEGs. (a) Pathways shared by gut and liver; (b) Pathways specifically enriched by one organ. (c) Network presenting the downregulated DEGs and KEGG pathways.
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Figure S4 DEGs involved in glycol-metabolism. Organ and purple asterisks denote significant variations with acclimation temperature in gut (G) and liver (L), respectively (adjusted p < 0.01, one-way ANOVA and BH correction).
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Figure S5 DEGs involved in TCA cycle. Organ and purple asterisks denote significant variations with acclimation temperature in gut (G) and liver (L), respectively (adjusted p < 0.01, one-way ANOVA and BH correction).
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Figure S6 DEGs involved in oxidative phosphorylation (OPP). Organ and purple asterisks denote significant variations with acclimation temperature in gut (G) and liver (L), respectively (adjusted p < 0.01, one-way ANOVA and BH correction).
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