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Figure S1. Ratio plots for mlpa 1 DNA sample from MLPA (upper), BRACNAC using the

all target regions
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and panelen.MOPS (lower). For BRACNAC

(middle),
potentially affected by CNV are highlighted in red

best parameters

but the final result is written in the figure

9

top. For panelen.MOPS, exons affected are underlined with the red bracket. This sample has

the deletion of exons 20-23 of the BRCA! gene.
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Figure S2. Ratio plots for mlpa 2 DNA sample from MLPA (upper), BRACNAC using the
best parameters (middle), and panelen.MOPS (lower). For BRACNAC, all target regions

potentially affected by CNV are highlighted in red
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Figure S4. Ratio plots for mlpa 4 DNA sample from MLPA (upper), BRACNAC using the
best parameters (middle), and panelecn.MOPS (lower). For BRACNAC, all target regions

potentially affected by CNV are highlighted in red, but the final result is written in the figure

top. For panelen.MOPS
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Figure S5. Ratio plots for mlpa_5 DNA sample from MLPA (upper), BRACNAC using the

best parameters (middle), and panelcn.MOPS (lower). For BRACNAC, all target regions
top. For panelen.MOPS, exons affected are underlined with the red bracket. This sample has

potentially affected by CNV are highlighted in red.
the duplication of exons 4-6 of the BRCAI gene.
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Figure S6. Ratio plots for mlp

all target regions

potentially affected by CNV are highlighted in red, but the final result is written in the figure

b

and panelen.MOPS (lower). For BRACNAC

(middle),

best parameters

exons affected are underlined with the red bracket. This sample has

the deletion of exons 3—12 of the BRCA1 gene.

9

top. For panelen. MOPS
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best parameters (middle), and panelcn.MOPS (lower). For BRACNAC, all target regions

potentially affected by CNV are highlighted in red, but the final result is written in the figure
top. For panelen.MOPS, exons affected are underlined with the red bracket. This sample has

the deletion of exons 20-21 of the BRCA! gene.

Figure S7. Ratio plots for mlp
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(middle), and panelen.MOPS (lower). For BRACNAC

Figure S8. Ratio plots for mlpa_8 DNA sample from MLPA (upper), BRACNAC using the
potentially affected by CNV are highlighted in red, but the final result is written in the figure

the deletion of promotor and exons 1-2 of the BRCAI gene.

top. For panelen. MOPS

best parameters
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a_9 DNA sample from MLPA (upper)
potentially affected by CNV are highlighted in red, but the final result is written in the figure

Figure S9. Ratio plots for mlp

best parameters
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(middle)

top. For panelcn.MOPS, exons affected are underlined with the red bracket. This sample has

the deletion of exons 19-23 of the BRCA! gene.
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but the final result is written in the figure

top. For panelen.MOPS, exons affected are underlined with the red bracket. This sample has

the deletion of exons 19-23 of the BRCA! gene.

le from MLPA (upper), BRACNAC using

p
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Figure S10. Ratio plots for mlp
the best parameters (middle),
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patient_7910157
Deletion: del_BRCA1l_ex2-ex22 (Score=289.5, p-value=0.001)
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Figure S13. Ratio plots for SRR7910157. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA exons 2—
22 deletion.

patient_7910176

Deletion: del BRCA2_ex2-ex3 (Score=13.9, p-value=0.001)
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Figure S14. Ratio plots for SRR7910176. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA2 exons 2—
3 deletion.

patient_7910204

Deletions: No
Insertion: dupl_BRCA2_ex3-ex6 (Score=17.9, p-value=0.001)
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Figure S15. Ratio plots for SRR7910204. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA2 exons 3—
6 duplication.
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Insertion: dupl_BRCA1_ex3- ex3 (Score=6.4, P

patient_7910262
Deletions: No
Insertion: dupl_BRCA1l_ex21-ex23 (Score=21.7, p value-o 001)
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Figure S16. Ratio plots for SRR7910262. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCAI exons 21—
23 duplication.
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Deletion: del_ BRCAl_ex2-ex2 (Score=5.9, p-value=0.001)
Insertions: No
$& &8 g §&5 §35I8F 5 se 82 & RS EEE
V"
o
Ezn *
%,5 A N ] [ ’ rﬂ g g " L 1
Al T T S L T L e | anl bk Pl I8 A 1
8 AR ™ =T S [N SEE N AR L Ghdi'giat
T e
£ : i
5.
2
BRCA1 exons and ampllcons BRCA2 exons and amplicons
Figure S17. Ratio plots for SRR7910265. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCAI exon 2
deletion.
patient_7910283
Deletion: del_BRCA1_ex23-ex23 (Score=6.6, p-value=0.001)
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Figure S18. Ratio plots for SRR7910283. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA exon 23

deletion.
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5604273 ("SRR5604273")
Deletion: del_BRCA1_ex13-ex13 (Score=8.5, p-
Insertion: dupl_BRCA1_ex3-ex5 (Score=6.7, p-value=0.019)
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Figure S19. Ratio plots for SRR5604273. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA1 exon 13

deletion.

5604275 ("SRR5604275")
Deletion: del_BRCA1_ex2-ex23 (Score=283.2, p-value=0.001)
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Figure S20. Ratio plots for SRR5604275. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA/ exons 2-
23 deletion.
5604279 ("SRR5604279")
Deletion: del_BRCA1_ex17-ex21 (Score=14.8, p. 017 7)
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Figure S21. Ratio plots for SRR5604279. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA1 exons 17-

21 deletion.
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5604281 ("SRR5604281")
Deletions: No
Insertion: dupl_BRCA1_ex13-ex23 (Score=48.1, p-value=0.001)

S L0200 o e ) o o 2 S o > o
P o 2 Iz - SNV » N9 & & Sy N NV NN
ST & & § TS & &I & & & Fe& & F & & T

=1
]
—p—
"\.
o3
L g
el

Ay AL 1 A 2
r"‘i e ANl e W ilka

. ‘\.’

Normalized coverage
-y
s
o
jo=—
| o
»
—
&
|

A TVl WP Kt i

o N DO L NSO o > 2 S v > L I o L ] o N

FES ¥ Y SNV X XX X > NN NS Sy oy Ny N o

g 9e & & deéoe ¢ L0 & & & & F& F & bl
BRCA1 exons and amplicons BRCA2 exons and amplicons

Figure S22. Ratio plots for SRR5604281. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA1 exons 15-
23 duplication.

5604292 ("§RR5604292")

Deletions: No
Insertion: dupl_BRCA1_ex2-ex23 (Score=191.9, p-value=0.001)
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Figure S23. Ratio plots for SRR5604292. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA 1 exons 2-
23 duplication.

5604295 ("SRR5604295")
Deletion: del_BRCA1_ex13-ex19 (Score=55.1, p-value=0.001)
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Figure S24. Ratio plots for SRR5604295. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA 1 exons 13-
19 deletion.
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5604298 ("SRR5604298")

Deletion: del_ BRCA1_ex11l-ex12 (Score=12.8, p-value=0.001)
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Figure S25. Ratio plots for SRR5604298. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA exons 11-

12 deletion.
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5604308 ("SRR5604308")
Deletions: No
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Figure S26. Ratio plots for SRR5604299. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA exons 11-
21 deletion, however, whole BRCA1 deletion is observed during manual analysis.

Insertion: dupl_BRCA1_ex17-ex22 (Score=18.0, p-value=0.001)
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Figure S27. Ratio plots for SRR5604308. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA/ exons 17-
22 duplication.
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5604312 ("SRR5604312")
Deletion: del_ BRCA2_ex15-ex18 (Score=14.3, p-value=0.001)
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Figure S28. Ratio plots for SRR5604312. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA2 exons 15-
18 deletion.

5604313 ("SRR5604313")
Deletions: No
Insertion: dupl_BRCA1_ex15-ex16 (Score=16.3, p-value=0.001)
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Figure S29. Ratio plots for SRR5604313. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCAI exons 15—
16 duplication.
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sertion: dupl_BRCA1_ex13-ex17 (Score=41.7, p-value=0.001)
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Figure S30. Ratio plots for SRR5604314. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCAI exons 13—
17 and exons 19-23 duplications that can likely be joined into one duplication event BRCA [
exons 13-23 duplication.
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5604315 ("SRR5604315")
Deletion: del_ BRCA1_ex12-ex13 (Score=12.4, p-value=0.001)
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Figure S31. Ratio plots for SRR5604315. All target regions potentially affected by CNV are
highlighted in red, but the final result is written in the figure top. Here it is BRCA I exons 12—

13 deletion.
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