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Fig. S1 Functional enrichment analyses of DEGs at distinct stages under control-temperature. GO A and KEGG pathway enrichment B for DEGs in the C24 vs. C6 comparison group. GO C and KEGG D enrichment analyses for DEGs in the C48 vs. C24 group. GO E and KEGG F enrichment results for DEGs in the C96 vs. C48 group. GO G and KEGG H analyses for DEGs in the C144 vs. C96 group.
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Fig. S2 Functional enrichment analyses of DEGs at distinct stages under high-temperature culture. GO A and KEGG pathway enrichment B for DEGs in the H24 vs. H6 group. GO C and KEGG D enrichment results for DEGs in the H48 vs. H24 group. GO E and KEGG F analyses for DEGs in the H96 vs. H48 group. GO G and KEGG H enrichment profiles for DEGs in the H144 vs. H96 group.
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[bookmark: OLE_LINK180]Fig. S3 Functional enrichment analyses of DEGs from 41 °C vs. 37 °C comparisons at corresponding time points. GO A and KEGG pathway enrichment B for DEGs in the H6 vs. C6 group. GO C and KEGG D enrichment results for DEGs in the H24 vs. C24 group. GO E and KEGG F analyses for DEGs in the H48 vs. C48 group. GO G and KEGG H enrichment profiles for DEGs in the H96 vs. C96 group. GO I and KEGG J analyses for DEGs in the H144 vs. C144 group.
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Fig. S4 Functional enrichment analyses of DEGs from 41 °C vs. 37 °C comparisons in the time-series clustering. A GO enrichment analysis of the DEGs in Cluster 1 and B KEGG enrichment analysis. C GO enrichment analysis of the DEGs in Cluster 2 and D KEGG enrichment analysis. E GO enrichment analysis of the DEGs in Cluster 3 and F KEGG enrichment analysis. G GO enrichment analysis of the DEGs in Cluster 4 and H KEGG enrichment analysis.
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[bookmark: OLE_LINK176][bookmark: _Hlk197960308]Fig. S5 Detection of RFLNA overexpression and interference efficiency and expression of related marker genes. A Detection of RFLNA overexpression efficiency. B Detection of RFLNA interference efficiency.
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