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Fig. S1 The top 20 KEGG pathways related to up- and downregulated genes in banana (Musa spp.

AAA) induced by 16°C
a KEGG pathways related to upregulated genes; b KEGG pathways related to downregulated

genes
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Fig. S2 The top 20 KEGG pathways related to up- and downregulated genes in banana (Musa spp.

AAA) induced by 10°C
a KEGG pathways related to upregulated genes; b KEGG pathways related to downregulated

genes
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Fig. S3 The top 20 KEGG pathways related to up- and downregulated genes in banana (Musa spp.

AAA) induced by LT10 vs LT16. LT10 LT of 10°C, LT16 LT of 16°C
a KEGG pathways related to upregulated genes; b KEGG pathways related to downregulated

genes
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Fig. S4 Changes in transcript levels of differentially expressed genes (log2 (fold change) > 1 and a
threshold of false discovery rate values < 0.05) involved in photosynthesis in banana (Musa spp.

AAA) in response to chilling stress of 16°C
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Fig. S5 Changes in transcript levels of differentially expressed genes (log2 (fold change) >1 and a
threshold of false discovery rate values < 0.05) involved in photosynthesis in banana (Musa spp.

AAA) in response to chilling stress of 10°C



