Transcriptome analysis of harvested okra (Abelmoschus esculentus L.) in response to chilling stress
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[bookmark: _Hlk74578570]Fig. S1 The top 30 GO enrichment terms of postharvest ‘Hokkaido’ okra pods in the three contrast groups at 5d, 10d, and 15d under chilling stress, including the comparison group of 5d vs 10d (A), the comparison group of 5d vs 15d (B), and the comparison group of 10d vs 15d (C).
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Fig. S2 Comparison of the distribution of up-regulated DEGs and down-regulated DEGs at GO Level2 of postharvest ‘Hokkaido’ okra pods in the three contrast groups at 5d, 10d, and 15d under chilling stress, including the comparison group of 5d vs 10d (A), the comparison group of 5d vs 15d (B), and the comparison group of 10d vs 15d (C).
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[bookmark: _Hlk118928247]Fig. S3 KEGG enriched top20 bubble chart of postharvest ‘Hokkaido’ okra pods in the three contrast groups at 5d, 10d, and 15d under chilling stress, including the comparison group of 5d vs 10d (A), the comparison group of 5d vs 15d (B), and the comparison group of 10d vs 15d (C).
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[bookmark: _Hlk118928261]Fig. S4 The level distribution map of unigenes in KEGG Level 2 of postharvest ‘Hokkaido’ okra pods under chilling stress for 5d, 10d and 15d, including the comparison group of 5d vs 10d (A), the comparison group of 5d vs 15d (B), and the comparison group of 10d vs 15d (C).
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[bookmark: _Hlk118926708]Fig. S5 The numbers of differentially expressed TFs responsive to chilling stress 5d vs 15d. 
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Gene Ontology Classification (10d-vs-5d)
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