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Supplementary Figure 1 - Related to Figure 1: Copy number correlation within our datasets
and external datasets.

Correlation index of CNA calls for (A) each of the pairwise comparisons of the datasets generated in
our study and (B) the comparison of our ILL dataset and the external sets from bulk sequencing in
NYGC (Arora et al. 2019) and the 4 clusters differentiated by single cell sequencing (scA-D) (Arora et
al. 2019; Velazquez-Villarreal et al. 2020). (C) Copy number profile of the ILL and the external sets.
(D) Copy number status of 6 distinct genomic locations as determined by FISH



6294

6000 75 71
w
1
£ 4000 ;% 50
- o
2 o
= 3t
E 2091 23
2 2000 = 19 18

1 0

NN

C1 00 Validated somatic breakpoints D Single techology non-validated breakpoints
0 10X ] ILL [ ONT PB

80 35
70 30

25

P GLDUPSOM FP GL DUPSOM FP GL DUPSOM

P GL DUPSOM

0 P GL DUP SOM
1000 bp merging-threshold extra breakpoints

90
80
70
60
50 T
40
30
20

10

FP GL DUP SOM

Supplementary Figure 2 - Related to Figure 2: Generation of a somatic SV truth set

(A) Intersection of the total of 8,831 candidate SV calls merged from all platforms used and presence
per in the raw call set per technology. (B) Number of validated somatic SV calls per validation
approach including multi technology support (MULT). Manual curation statistics for (C) validated or
multi-dataset SV calls, (D) non-validated and single-dataset SV calls and (E) additional calls
generated using a larger breakpoint-merging threshold. FP = false positive, GL = evidence in
germline, DUP = duplication of an already called SV, SOM = real somatic variant.
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Supplementary Figure 3 - Related to Figure 3: Characterization of the somatic SV truth set

(A, B) IGV screenshots of mapped reads from the ILL, ONT and PB datasets for COLO829 (T) and
COLO829BL (BL) of two CNAs on chromosome 1 without associated somatic SVs in the truth set.
Overlap of somatic SV calls between our truth set and the two somatic SV sets reported by (Arora et
al. 2019), the Hiseq set (C) and the Novaseq set (D). One-sided overlaps (i.e. when only one
breakpoint of the SV overlaps) are included on the overlap. Numbers in parenthesis indicate the
overlap from the Arora set point of view.
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Supplementary Figure 4 — Related to Figure 4: Benchmarking updated SV calling tools using
the truth set: Precision vs Recall for the ILL, ONT and PB callsets used in the generation of the truth
set and the most recent versions of the same tools at the time of revision.



