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Supplementary Figure 3. Human Splicing Finder (HSF) tool to predict splicing effect was
used for the splice site variant, MLH:c.117-1G>A being present in two patients 1 and patient
3. Liftover was first used to convert the original reference genome position of the variant,

hg19 to hg38 (top), and then put through the HSF tool for splicing effect prediction; which
found potential alteration of splicing (bottom).



