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B) BEST1: rs1800009
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C) GRK1: rs9796035
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D) INNP5E: rs10870194
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E) INPP5E: rs33982662
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F) PROM1: rs3130
 (
A: 39 % 
C: 61 %
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A: 38 % 
C: 62 %
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[bookmark: _GoBack]Figure S1. Integrative Genomics Viewer (IGV) visual inspection of RNA-seq samples with respect to allelic expression imbalanced (AEI) SNP (allelic proportion is shown in different colors attending to each nucleotide: T (red), C (blue), A (green), G (brown). Indicated are the relative allele percentages for each SNP and IGV snapshots of those genes with AEI SNPs in the three RNA-seq samples. The two first rows correspond to eye sample HAS4 (first row: processing according to section 2.4, second row: Microarray Facility Tuebingen Services processing). The next two rows correspond to eye donor sample HAS13 (first row: processing according to section 2.4, second row: MTF services processing). Represented are: A) BEST1 rs149698; B) BEST1 rs1800009; C) GRK1 rs9796035; D) INNP5 rs10870194; E) INPP5E rs33982662; F) PROM1 rs3130.
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