Genome-wide integrated analysis revealed functions of lncRNA-miRNA-mRNA interaction in growth of intermuscular bones in Megalobrama amblycephala 
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Supplementary figure legend
[bookmark: _GoBack]Figure S1 Results of reference genome mapping. (a) GMAP analysis of corrected reads to reference genome. (b) Coverage and identity distribution of transcripts. (c) The distribution of full-length transcripts on the reference genome. The x-axis indicates the length of a chromosome in millions of bases; the y-axis indicates the density of reads; green indicates “+” strand, red indicates “-” strand
Figure S2 Classification and characterization of transcripts. (a) Classification of FLNC sequences mapped to reference genome. (b) Distribution of transcript length and density in Iso-Seq data and reference genome. (c) Isoform number of genes in Iso-Seq data and reference genome. (d) Exon number of transcripts in Iso-Seq data and reference genome. (e) Reverse transcription PCR validation of AS isoforms (M: DL2000).
Figure S3 Identification and analysis of lncRNAs. (a) Venn diagram of lncRNAs predicted by PLEK, CPC, CNCI and Pfam. (b) Classification and proportions of four types of lncRNA. (c) Density and length distributions of mRNAs and lncRNAs. (d) Comparison of exon number of mRNAs and lncRNAs identified in present study.
Figure S4 The clustered heatmaps volcano maps of lncRNA, mRNA and miRNA in IB_I and IB_III.
Figure S5 The GO enrichment analysis. (a) The GO enrichment of the co-expression mRNA of differentially expressed lncRNAs. (b) The GO enrichment of the target mRNA of differentially expressed miRNAs.
Figure S6 Top 20 enriched Kyoto Encyclopedia of Gene and Genome (KEGG) pathways. (a) Top 20 enriched KEGG pathways of the co-expression mRNA of differentially expressed lncRNAs. (b) Top 20 enriched KEGG pathways of differentially expressed mRNAs (c) Top 20 enriched KEGG pathways of the target mRNA of differentially expressed miRNAs.
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