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Figure S1 Functional classification of differentially expressed genes identified from
each comparison group based on Gene Ontology (GO). GO analysis was conducted to
determine the enrichment of genes in biological process (BP), cellular components
(CC) and molecular function (MF) with P< 0.05. (A) Han BB vs. Dorset; (B) Han BB
vs. Han ++; (C) Han ++ vs. Dorset.

Figure S2 KEGG pathway enrichment analysis of differentially expressed mRNAs
identified from each comparison group with significance P < 0.05. (A) Han BB vs.
Dorset; (B) Han BB vs. Han ++; (C) Han ++ vs. Dorset.

Figure S3 Functional classification of target genes of differentially expressed
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miRNAs identified from each comparison group based on Gene Ontology (GO). GO
analysis was conducted to determine the enrichment of genes in biological process
(BP), cellular components (CC) and molecular function (MF) with P < 0.05. (A) Han
BB vs. Dorset; (B) Han BB vs. Han ++; (C) Han ++ vs. Dorset.

Figure S4 KEGG pathway enrichment analysis of target genes of differentially
expressed miRNAs identified from each comparison group with significance P < 0.05.
(A) Han BB vs. Dorset; (B) Han BB vs. Han ++; (C) Han ++ vs. Dorset.

Figure S5 Pathway-act-network analysis. A, Han BB vs. Dorset; B, Han ++ vs.
Dorset; C, Han BB vs. Han ++.

Figure S6 Validation of RNA-Seq data by quantitative real-time PCR. The relative
expression level of each IncRNA was normalized to 18S rRNA, and each miRNA was

normalized to 5S rRNA.
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