Figure S1. Differential microRNA expression between high myopic groups. (A) Volcano plot. (B) Heatmap. AH, age-related
cataract and high myopia. YH, young and high myopia.
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Figure S2. Functional enrichment analysis of non-overlapping microRNA target genes. (A) Bubble plot of Kyoto Encyclopedia
of Genes and Genomes enrichment results. (B) Bar plot of the top ten enriched terms in Gene Ontology. CC, cellular component;

BP, biological process; MF, molecular function.
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