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Supplementary Table (1): Variant Effect Predictors annotations of BRCAL gene

exonic.

Location
17.41107659 41197659 s
1741199676 41199676 c
1741199676 41199676 c
17:41199683-41199683 c
17:41109683 41199683 c
1741223008 41223094 T
1741223008 41223094 T
1741230470 41230470 A
17:41243998-41244000 arT
1741200201 41244291 A
1741200201 41204291 A
1741240435 4120035 T
17:41244435-41244435 T
17:41244936-41244936 G
17:41244936 41244936 s
1741245237 41245237 A
17:41245456 41245466 s
17:41245471-41245471 c
17:41245471-41245471 c
1741245577 41245577 T
17:41245900- 41245500 T
17:41245900-41245900 T
17:41246092-41246092 A
17:41246092-41246092 A
17:41246166-41246166 A
1741246481 41246481 T
1741246481 41246481 T
17:41246849-41246849 T
17:41249263-41249263 G
17:41240207 41249297 s
17:41249297-41249297 G
1741251793 41251793 c
17:41251803-41251803 T
17:41251803 41251503 T

Supplementary Table (2): Variant Effect Predictors annotations of BRCA1 gene intronic.

Locdauon
1/4124U115U-412U115VU
L/412ULI/I-41LULI ]I
L/ 412LULIBL-4LLULIBL
1/7:1412U2955-412LULI55
1/7:141202984-4 120954
1/7:1412U324385-412U32L55
1/7:1412U524U-412U5240
1/7:1412U3242-412U324L
1/7:412U5245-412U324D
1/7:412U5240-412U3240

Allele

Aleie

c G c GG

T -

3_prime_UTR_variant
missense_variant
non_coding_transcript_exon_variant
stop_gained
synonymous_variant
missense_variant
non_coding_transcript_exon_variant
synonymous_variant
missense_variant
stop_gained
non_coding_transcript_exon_variant
missense_variant
non_coding_transcript_exon_variant
missense_variant
non_coding_transcript_exon_variant
synonymous_variant
synonymous_variant
missense_variant
non_coding_transcript_exon_variant
synonymous_variant
missense_variant
non_coding_transcript_exon_variant
missense_variant
non_coding_transcript_exon_variant
missense_variant
missense_variant
non_coding_transcript_exon_variant
synonymous_variant
splice_region_variant,synonymous_variant
missense_variant
non_coding_transcript_exon_variant
splice_region_variant,synonymous_variant
missense_variant

non_coding_transcript_exon_variant

Consequence
MODIFIER BRCAL  NM_007294.4
MODERATE BRCAL  NM_007204.4
MODIFIER BRCAL  NR_027676.2
HIGH BRCA1 NM_007294.4
low  BRCAL  NM_007200.4
MODERATE BRCAL  NM_007294.4
MODIFIER BRCAL  NR_027676.2
low BRI NM_007204.4
MODERATE  BRCA1 NM_007294.4
HGH  BRCAL  NM_007204.4
MODIFIER BRCAL  NR_027676.2
MODERATE BRCAL  NM_007294.4
MODIFIER  BRCA1 NR_027676.2
MODERATE  BRCA1 NM_007294.4
MODIFIER BRCAL  NR_027676.2

low  BRCAL  NM_007204.4
low  BRCAL  NM_007204.4
MODERATE  BRCA1 NM_007294.4
MODIFIER  BRCA1 NR_027676.2
low BRI NM_007204.4
MODERATE BRCAL  NM_007294.4
MODIFIER  BRCA1 NR_027676.2
MODERATE  BRCA1 NM_007294.4
MODIFIER  BRCA1 NR_027676.2
MODERATE  BRCA1 NM_007294.4
MODERATE BRCAL  NM_007294.4
MODIFIER BRCAL  NR_027676.2
Low BRCA1 NM_007294.4
Low BRCA1 NM_007294.4
MODERATE BRCAL  NM_007294.4
MODIFIER  BRCA1 NR_027676.2
low  BRCAL  NM_007204.4
MODERATE  BRCA1 NM_007294.4

MODIFIER  BRCAL

NR_027676.2

Lonsequernce

protein_coding
protein_coding
misc_RNA
protein_coding
protein_coding
protein_coding
misc_RNA
protein_coding
protein_coding
protein_coding
misc_RNA
protein_coding
misc_RNA
protein_coding
misc_RNA
protein_coding
protein_coding
protein_coding
misc_RNA
protein_coding
protein_coding
misc_RNA

protein_coding

misc_RNA

protein_coding

protein_coding
misc_RNA
protein_coding
protein_coding
protein_coding
misc_RNA
protein_coding
protein_coding

misc_RNA

spunce_region_vdriangintron_vdriant

inwron_variant

inwron_variant

intron_variant

intron_variant

intron_variant

intron_variant

intron_variant

intron_variant

intron_variant

23/23
22/23
22/23
22/23
21/22
15/23
15/23
12/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23
10/23

10/23

723
7/23

7123

5741

5564

5628

5557

2165

4950

5014

a821

3661-3663

370

3434

3226

3290

2725

2789

2424

2195

219

2250

2084

1761

1825

1569

1633

1495

1180

1244

812

670

734

659

649

713

IMPACT SYMBOL Feature_type

5444

2058

3548-3550

3257

3113

2612

2311
2082

2077

1971

1456

1382

1067

536

IVIFALI
LUV
IVIUUIFIER
IVIUUIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER

1815
686

1613

1436

1183-1184

77

693

657

a86

233
197

186

182

dYIVIDUL
DRLAL
DRLAL
DRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL

E/D

wy*

/G

s

KG/RG

v

EG

/N

N/H

FL

F/s

aRr

v/e

8aG/gaC
tGg/tAg.
ct6/ctA

Agt/Get

teT/teC

aAAGga/aGAGEa

tTa/tGa

BAa/gGa

cCe/cTg

Ttg/Ctg,

2gC/agT

Gac/Aac

cah/caG

Aat/Cat

TH/Ce

tTH/ict

cAg/cGg

BIA/EtG
teC/tgT

tet/tat

HG/ttA

tAC/tGe

redwure_Lype

Iranscript
Iranscript
Iranscript
Iranscript
Iranscript
Iranscript
Iranscript
Iranscript
Iranscript
Iranscript

Feature

tolerated(0.1)

BIOTYPE

benign(0.009) -

tolerated(0.11) benign(0.038) 0355830

tolerated(0.16) possibly_damaging(0.606)  0.335662

tolerated(1) benign(0) 0543929

tolerated(0.08) benign(0.01) 0033546

) possibly_ 2.00€-C

tolerated(0.8) benign(0.007) 2.00€-C
deleterious(0) probably_damaging(1) -

deleterious(0.01) probably_damaging(0.988) 0.021765176

deleterious(0) probably_damaging(0.956)  0.002995
deleterious(0) possibly_damaging(0.846) 2.00€-C
reduwure DIVITFE I

NIVI_UU7294.4
NIVI_UU7/294.4
NIVI_UU7/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4

protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing



13:32905084-32905084

13:32906480-32906480

13:32906729-32906729

13:32906980-32906980

13:32910721-32910721

13:32911436-32911436

13:32911463-32911463

13:32911756-32911756

13:32911888-32911888

13:32912299-32912299

13:32912644-32912644

13:32913055-32913055

13:32913910-32913910
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17/:
17/:
17/
173
173
173
173
173
17/:
17/:
17/
17/:
17/:
17/:
17/:
17/
173
173
173
173
173
173
17/
17/
17/
17/
17/
173
173
173
173
173
173
173
173
173
17/

17/

17:

4L2USL48-41£LU5448
41L2U3449-412U5449
412U340U-41£4U>540U
41Z2U32451-412U3451
QLLLLE/B4LLLLEID
QLLLLE/I-4LLLLE!I
4LLLLBBL-412LL551
LLLLLEBL-GLLLLESL
HLLLLEDIALLLLEDS
HLLLLODAHLLLLEDH
HLLLLEBOHLLLLEED
G412LL580-41LLLEBO
412340544 1£3534054
412435/9-4124455/9
412439954 1L44U0U
4124449 1-41244291
41244430-4124443D
41244930-412449350
4124D23/-41240257
41245400-41245400
412404/ 1-412404/1
4124520/ /-4124255/717
4124D59UU-4 124590V
41240U34-41£440UIZL
41240100-41240100
412404851-41240451
412409454 12409485
41240949-41240949
4124095U-4124095U
41/251931-41251951
41Z250U89-414501U3
41/250313-41450313
41/250314-412503 14
41/250310-4125031D
41/250310-41450310
41/2503185-41450318
41/250519-41/250519
4125052U-4125054U

41256321-41256321

missense_variant  MODERATE
missense_variant  MODERATE
missense_variant MODERATE

synonymous_variant Low

synonymous_variant Low
missense_variant  MODERATE

missense_variant  MODERATE

synonymous_variant Low
synonymous_variant Low
synonymous_variant Low
synonymous_variant Low
synonymous_variant Low

synonymous_variant Low

T XTI

T G XCC

rrG>xrc GGG C -

c c cC

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4

NM_000059.4

9/27
10/27
10/27
10/27
11/27
11/27
11/27
11/27
11/27
11/27
11/27
11/27

11/27

909

1064

1313

1564

2428

3143

3170

3463

3595

4351

4762

5617

Supplementary Table 3. Legend?

710

865

1114

1365

2229

2944

2971

3264

3396

3807

4152

4563

5418

intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant

intron_variant

237

289

455
743
982
991
1088
1132
1269
1384
1521

1806

D/A
N/H

N/H

/8

N/D

gAt/gCt
Aat/Cat
Aat/Cat
teA/teG
caT/caC
Ata/Cta
Aac/Gac
ccT/ecC
aaA/aaG
gtT/gtC
HG/ttA
CtA/ctG

gaA/gaG

IVIUUVIFIER
IVIUUVIFIER
IVIUUVIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUUVIFIER
IVIUUIFIER
IVIUUVIFIER
IVIUUVIFIER
IVIUUVIFIER
IVIUUVIFIER
IVIUUIFIER
IVIUUVIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUUVIFIER
IVIUVIFIER
IVIUVIFIER
IVIUVIFIER
IVIUVIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUDIFIER
IVIUUIFIER
IVIUUIFIER

MODIFIER

deleterious(0.02) probably_damaging(0.962)

05) possibly_

DRLAL
DRLAL
DRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
DRLAL
DRLAL
DRLAL
DRLAL
DRLAL
DRLAL
DRLAL
DRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
DRLAL
DRLAL
DRLAL
DRLAL
DRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
BRLAL
DRLAL
DRLAL

BRCA1

0.861) 0.073682109

.06)

tolerated(0.14)

tolerated(1)

possibly_ 864) 0.

benign(0.059)

benign(0)

0.080071885

Iranscript
Iranscript
Iranscript
1ranscript
1ranscript
1ranscript
1ranscript
1ranscript
Iranscript
Iranscript
Iranscript
Iranscript
Iranscript
Iranscript
Iranscript
Iranscript
1ranscript
1ranscript
1ranscript
1ranscript
1ranscript
1ranscript
1 ranscript
1 ranscript
1 ranscript
1 ranscript
1 ranscript
1ranscript
1ranscript
1ranscript
1 ranscript
1ranscript
1ranscript
1ranscript
1ranscript
1ranscript
1 ranscript
1 ranscript

Transcript

0.032526475

0.083963691

0.055219365

NIVI_UU7294.4
NIVI_UU7294.4
NIVI_UU7294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_LU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU7294.4
NIVI_UU7294.4
NIVI_UU7294.4
NIVI_UU7294.4
NIVI_UU7294.4
NIVI_UU7294.4
NIVI_UU72395.5
NIVI_UU7235.5
NIVI_UU/295.5
NIVI_UU/295.5
NIVI_UU/295.5
NIVI_UU/295.5
NIVI_UU/295.5
NIVI_UU/295.5
NIVI_UU72395.5
NIVI_UU72395.5
NIVI_UU72395.5
NIVI_UU72395.5
NIVI_UU7294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU/294.4
NIVI_UU7/294.4
NIVI_UU7/294.4

NM_007294.4
D 0.743739367
T 0.010384419
T 0.001231995
T 0.063511093
T 0.000950996

protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing
protein_coaing

protein_coding



13:32914814-32914814

13:32915005-32915005

13:32929232-32929232

13:32929309-32929309
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13:32929387-32929387 T c

13:32929408-32929408 G T

13:32972884-32972884 A G

Location

T missense_variant  MODERATE

C  synonymous_variant Low

G synonymous_variant Low

G missense_variant MODERATE
missense_variant MODERATE
missense_variant  MODERATE
missense_variant MODERATE

GIVEN_REF Allele

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

BRCA2

1000Gp3_AFR_AF ClinPred_pred ClinPred_score
BRCA2 NM_000059.4 2/27 174

NM_000059.4 11/27
NM_000059.4 11/27
NM_000059.4 14/27

NM_000059.4 14/27

6521

6712

7441

7518

6322

6513

7242

7319

NM_000059.4 27/27

Consequence
M-CAP_pred MutationTaster_pred

NM_000059.4 14/27 7596

NM_000059.4 14/27 7617

10433

IMPACT  SYMBOL

10234

Feature

2108

2171

2414

2440

2466

2473

3412

44)

Cgt/Tgt tolerated(0.18) benign(0)
BtG/gtC

teA/tcG

cAt/cGt ) possibly_¢

gTa/gCa tolerated(1) benign(0)
tGt/tTt  tolerated(0.7) benign(0.14)
Att/Gtt  tolerated(0.15) benign(0.009)

EXON cDNA_position CDS_position Protein_position Amino_acids Codons
clinvar_clnsig ~ gnomAD_exomes_AFR_AF 13:32890572-32890572

SIFT

0.001198083

0.010383387

0.039334342

0.975838658 0.910741301

0.044928115 0.118759455

PolyPhen

T 0.027538207
T 0.007776356
T 0.007368047
T 0.020356195
T 0.00057133

1000Gp3_AF

A 5_prime_UTR_variant MODIFIER

Supplementary Table (4): Variant Effect Predictors annotations of BRCA2 gene intronic.

Location
13:32890558-32890558
13:32899095-32899095
13:32899388-32899388
13:32903685-32903685
13:32904998-32904998
13:32904999-32904999
13:32905000-32905000
13:32905001-32905001
13:32905003-32905003
13:32906314-32906314
13:32906315-32906315
13:32906319-32906319
13:32906321-32906321
13:32906322-32906322
13:32906323-32906323
13:32906324-32906324
13:32906328-32906328
13:32910373-32910373
13:32910374-32910374
13:32915396-32915396
13:32918632-32918632
13:32918633-32918633
13:32918635-32918635
13:32918636-32918636
13:32918637-32918637
13:32918638-32918638
13:32918640-32918640
13:32918641-32918641
13:32918642-32918642
13:32918644-32918644
13:32921077-32921077
13:32921078-32921078
13:32921079-32921079
13:32921082-32921082
13:32928936-32928936
13:32930539-32930539
13:32930541-32930541
13:32936646-32936646

Allele
C

0OOOO>TO0OEHO0>POO0EA>P00>20A-00>0000-A>00-000-H0o0

Consequence
splice_acceptor_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant

splice_polypyrimidine_tract_variant,intron_variant

IMPACT
HIGH
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
MODIFIER
Low

SYMBOL

BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2
BRCA2

Feature_type

Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript
Transcript

Feature
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4
NM_000059.4

BIOTYPE
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding
protein_coding

INTRON

1/26
3/26
4/26
8/26
8/26
8/26
8/26
8/26
8/26
9/26
9/26
9/26
9/26
9/26
9/26
9/26
9/26
10/26
10/26
11/26
11/26
11/26
11/26
11/26
11/26
11/26
11/26
11/26
11/26
11/26
13/26
13/26
13/26
13/26
13/26
14/26
14/26
16/26

STRAND
1

R R RRPRRRPRRPEPRREPRREPRREPRREPRREPRREPRRERRBRRERRERRERRERRRARRRRRRRR



Swellam et al.,

13:32936853-32936853
13:32944741-32944741
13:32953364-32953364
13:32953365-32953365
13:32953371-32953371
13:32953373-32953373
13:32953388-32953388
13:32954340-32954340
13:32968759-32968759
13:32968760-32968760
13:32968762-32968762
13:32968763-32968763
13:32970977-32970977
13:32970982-32970982
13:32970984-32970984
13:32970986-32970986
13:32970987-32970987

Do -H>»0>0—H0>>00-H4

intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
intron_variant
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Supplementary Table (5): Mutational allele frequency for breast cancer patients and control groups.

# locus MAF in Egyptian breast cancer patient | MAF in Egyptian control
chr1332906729 16% 27%
chr1332906730 38% 27%
chr1332906731 100% 92%
chr1332906732 98% 98%
chr1332906733 3% 0%
chr1332906734 100% 96%
chr1332906735 61% 43%
chr1332906736 22% 8%
chr1332906737 28% 21%
chr1332906738 26% 13%
chr1332906739 43% 8%
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