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Figure S1. Array plots and breakpoint sequences of remaining inter stitial deletions (refer to Figure

1). Breakpoint junction sequence is aligned topiteximal and distal genomic references and color-

matched. Microhomology at the breakpoint is indidain red.
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Figure S2. Array plots and breakpoint sequences of remaining tandem duplications (refer to Figure
2). Breakpoint junction sequence is aligned to the jpnakand distal genomic references and color-
matched. Microhomology at the breakpoint is indidain red. The 4 bp small insertion at the breakpoi
of 9M (S2A) is indicated by a black box, and maycbeied from the proximal reference sequence as
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Figure S3. Array plots and breakpoint sequences of complex rearrangementswith DUP-NML-DUP

pattern (refer to Figure 3). Breakpoint junction sequeiscaligned to the proximal and distal genomic



references and color-matched. Microhomology abtieakpoint is indicated in red. Sequence in purple

indicates inserted sequences at the breakpointigunc
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Figure S5. Array plots and breakpoint sequences of complex rearrangementswith triplication (refer
to Figure 4). Breakpoint junction sequence is ato the proximal and distal genomic references an
color-matched. Microhomology at the breakpoinnidicated in red. Small inserted sequence is inelicat

by a black box in individual 27F (Figure S5D).
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Figure S6. Array plots and breakpoint sequences of additional caseswith complex rearrangements.
Breakpoint junction sequence is aligned to the jpnakand distal genomic references and color-matche

Microhomology at the breakpoint is indicated in.retserted sequences at the breakpoint junctians ar

underlined.

14



AGGGTTA!
RN
TEL TTAGGGTTAGGGTTAGGGT TAGGGTTAGGGTTAGGGTTAGGGT TAG

chr17:2455955 “TCTTGTTGCACAGGCTGGAGTGCAATGGCATAATCT 2455893
FEErrreerererrrtl
K1 SCTCTTGTTGCACAGGCTTA! SGTT?
I
TEL TTAGGGTTAGGGTTAGGGT TAGGGTTAGGGTTAGGGTTAGGGT T ;

C

chrl7:2459809

BAB3291

TEL

15



STGA ATGCATTTTATCAAAATATCACACGTACCC 2924381
\
11 TG? ATTTGATCATTATGGTTAGGGTTAGGGTTAGGGTTAGGGTT
RN RARNAR RN
TEL GGGTTAGGGTTAGGGTTAGGGT TAGGGT TAGGGTTAGG GG SGGTTAGGGTT

chr17:5061250 “TGGGCCGGGTGCAGTGGCTCACGCCT 5061197

12 :1 I \ CGAGGGAT 54
111
chr17:5059818 CTCAAATTCCCAACCTCAGGTGATCCGCCTGCCTCAGCCTCCCAAAGTGCGGAT 5059869

chrl7:5059874  TACAGGCGTGAGCCACCTCACCCAGCCTGTA TTTCTTGCCATCATGGT 5059927
Frerreerrerrrerrrrerrrerrerrrereed FEEErerrrrrrrrrtd
12 :55 TACAGGCGTGAGCCACCTCACCCAGCCTGTAGATCATTTTCTTGC ATGGT 108

' 5059981

"AAAAAAAGT TTACTTATT

chrl17:5059928

FEEErrrrrrrrtl FEEErrrnd I
12 :109 ACARATGAGAGTTC STAACTAAAAAAAGTTAGGGTTAGGGTTAGG 162
FEEErErrrrrrrrnd
TEL GTTAGGGTTAGGGTTAGGGT TAGGGT TAGGGTTAGGGTTAGGGTTAGGGTTAGG

Figure S7. Array plots and breakpoint sequences of additional caseswith terminal deletion (refer to
Figure 6). Breakpoint junction sequence is aligteethe proximal and distal genomic references and

color-matched. Microhomology at the breakpoinndi¢ated in red.
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