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Supplementary Figure S3
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Figure S3. Printscreens from UCSC Genome Browser of a 91-kb deletion breakpoints in MERTK gene. A shows 5’-end sequence
which is part of AluSx3 repeat. B shows 3’-end sequence which is part of LIME4b repeat. Boxed sequences is the same as
in Fig. 2. GCA nucleotides at the deletion breakpoints junction is underlined.





