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[image: ] Figure S1: Principal components plot of eight samples used in RNA sequencing.
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Figure S2: Top 20 significantly enriched KEEG pathways of up-regulated (A) and down-regulated (B) mRNAs in SART. 
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Figure S3: Top 20 significantly enriched GO terms (A) and KEEG pathways (B) of target genes differentially expressed miRNAs.
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