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Figure S1. The breakpoint sequences of nonrecurrent CMT1A or HNPP rearrangements (NCBI
build 36). Microhomologies are shown in red. The insertions are framed. The DNA templates for the SRS

event in subject SP951 are highlighted.
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Figure S2. The conservation tracks of the duplicated upstream regions of PMP22 in the human
UCSC Genome Browser. Above, the user tracks show the duplication regions in subjects SPR1, SD11, and
SD14, which involved the upstream of the PMP22 gene. Middle, plots of conservation scores and sequence
alignments of available vertebrate genomes. The red arrows show the most conserved noncoding sequences
(CNS) with log-odds scores of >100 within the overlapped duplication region. Bottom, the 28-way

“PhastCons Placental Mammal Conserved Elements” track shows predicted conserved elements and
log-odds scores.
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Figure S3. The UCSC Genome Browser tracks of conserved transcription factor binding sites within
the highly conserved noncoding sequences (CNS 1-3) upstream of PMP22.
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