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S2 Fig 2. ESE finder analysis of (A) wild-type and (B) mutated MYH3 for ¢.2916A>G variant. The default
threshold values for SF2/ASF (SRSF1), SC35 (SRSF2), SRp40 (SRSF5) and SRp55 (SRSF6) were 1.956,
2.383, 2.67 and 2.676 respectively. The width of each bar reflects the length of the motif, the placement of each
bar along the X-axis represents the position of a motif along the DNA sequence, the height of the bar represents

the numerical score on the Y -axis.






