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(A)                        (B)
Fig.S1 PCA plot of transcriptomics data (a) and gene expression boxplots (b).
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Fig.S2 Oxidative phosphorylation by KEGG analysis in wild-type vs ACS transformant set. Green boxes indicate significantly decreased expression.
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Fig.S3 Differences of the expression levels of genes between RT-qPCR and RNA-Seq.
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