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Supplementary Figure 1. PRISMA flow diagram visualising the study selection process.
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Supplementary Figure 1. PRISMA flow diagram visualising the study selection process. 
Note. PRISMA = Preferred Reporting Items for Systematic Reviews and Meta-Analyses.
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[bookmark: OLE_LINK1]Supplementary Figure 2. Results of SNP and SMR association across mQTL, eQTL and GWAS at the PRMT6 locus.
Note. The top plot shows -log10 (P values) of SNPs from the refractive error GWAS.   The red diamond and blue circle represent -log10 (P values) for probes from the SMR tests for associations of gene expression and DNA methylation (DNAm) probes, respectively. The second and third plot show eQTL results for the probe ILMN_1813834 and ILMN_2234229 (tagging PRMT6), respectively. The fourth and fifth plot show mQTL results for the DNAm probe cg00944433 and cg15468180, respectively.
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Supplementary Figure 3. Results of SNP and SMR association across mQTL, eQTL and GWAS at the SH3YL1 locus.
Note. The top plot shows -log10 (P values) of SNPs from the refractive error GWAS.   The red diamond and blue circle represent -log10 (P values) for probes from the SMR tests for associations of gene expression and DNA methylation (DNAm) probes, respectively. The second plot shows eQTL results for the probe ILMN_1712231 (tagging SH3YL1). The third, fourth and fifth plot show mQTL results for the DNAm probe cg13354988, cg03299269 and cg11361895, respectively.
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Supplementary Figure 4. Results of SNP and SMR association across mQTL, eQTL and GWAS at the ZKSCAN4 locus.
Note. The top plot shows -log10 (P values) of SNPs from the refractive error GWAS.   The red diamond and blue circle represent -log10 (P values) for probes from the SMR tests for associations of gene expression and DNA methylation (DNAm) probes, respectively. The second plot shows eQTL results for the probe ILMN_1804571 (tagging ZKSCAN4). The third plot shows mQTL results for the DNAm probe cg01192291.
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Supplementary Figure 5. Results of SNP and SMR association across mQTL, eQTL and GWAS at the GATS locus.
Note. The top plot shows -log10 (P values) of SNPs from the refractive error GWAS.   The red diamond and blue circle represent -log10 (P values) for probes from the SMR tests for associations of gene expression and DNA methylation (DNAm) probes, respectively. The second plot shows eQTL results for the probe ILMN_1699631 (tagging GATS). The third, fourth and fifth plot show mQTL results for the DNAm probe cg13334819, cg17830204 and cg08552401, respectively.
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Supplementary Figure 6. Results of SNP and SMR association across mQTL, eQTL and GWAS at the NPAT locus.
Note. The top plot shows -log10 (P values) of SNPs from the refractive error GWAS.   The red diamond and blue circle represent -log10 (P values) for probes from the SMR tests for associations of gene expression and DNA methylation (DNAm) probes, respectively. The second plot shows eQTL results for the probe ILMN_2120965 (tagging NPAT). The third plot shows mQTL results for the DNAm probe cg0482677
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Supplementary Figure 7. Results of SNP and SMR association across mQTL, eQTL and GWAS at the UBE2I locus.
Note. The top plot shows -log10 (P values) of SNPs from the refractive error GWAS.   The red diamond and blue circle represent -log10 (P values) for probes from the SMR tests for associations of gene expression and DNA methylation (DNAm) probes, respectively. The second plot shows eQTL results for the probe ILMN_1810474 (tagging UBE2I). The third and fourth plot show mQTL results for the DNAm probe cg08025960 and cg03545757, respectively.
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