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Mutant RLU normalized to WT

=

Enhancer Seq Validation Motif Disruption Luciferase Assay

B Mutant

B Wild Type

Sample01* Sample02 Sample03* Sample04 Sample05 Sample06 Sample07 Sample08 Sample09 Sample10

chr chr16 chr21 chr8 chr17 chr20 chr7 chr20 chr7 chr7 chr6

pos 85,604,242 27,541,982 21,541,726 38,474,408 43,971,343 1,598,567 58,563,412 150,759,483 5,596,005 134,700,462

ref C G A C G C C C T G

alt G A G G C T T G G T
D-score_min 22.728 20.361 10.389 16.910 3.665 15.746 7.217 13.959 13.372 13.989

D-score_mean 22.728 20.361 16.962 16.910 15.834 15.746 15.521 15.242 15.019 14.591
D-score_max 22.728 20.361 27.406 16.910 30.424 15.746 21.648 17.325 17.993 15.796
/ *Sample 1 & 3 had issues with plasmid isolation




_ [ i I _ T — I _ o __ T __
pl13 pl12 pll.2 pll.l qll.l qll.2 q21.1 q21.2 q21.3 q22.11 q22.12 q22.13 q22.2 q22.3
- 4,996 bp -
27,540,000 bp 27,541,000 bp 27,542,000 bp 27,543,000 bp 27,544,000 bp
I I I I I I I I
[0.a7%5)
MCF-7 H3K27ac FE
[-0.040 - 0.44)
P — ee— _A = =  — Rttt i s _ e —tE.
[0- &5
MCF-7 H3K4me3 FE
[-0.084 - 6.73) B

[0-81)

MCF-7 DNase-Seq

[0-909)

MCF-7 RNA-Seq

RefSeq Genes

APP APP
I
MCF-7 DHS peaks
Onginal Capture Regions
dhs 45332
SCP1 untreated peaks (1kb)
chr21:27542219-27543218_dhs_45332_61_top5
I
SCP1 E2 peaks (vanable length) %
2 chr21:27541879-27542258_dhs_45332_13_top20
|
Al BRCA SNVs
21_27541982_G_A _f8f749b7-547d49fa-9da2-44eed962b61d
I
46 vanants

chr21_27541082_G_A_f8i749b7-547d-49fa-0da2-44eed962b61d
I
20.3612353208226

e I
162.235845054 119.416427948
e

SAMPLE 02

46 varnants D-score

ANS MCF-7 Enhancer Predictions




chr20

_ I I T _ | | 1 1 I | . l — s | _
pl3 pl123 pl12.2 pl121 p11.23 pll.22 pll.2l pll.l qll.1 qll.21 qll.22 q11.23 ql2 ql3.11 ql3.12 ql3.13 q13.2 ql3.31 ql3.33
- 4,996 bp =1
8,561,000 bp 58,562,000 bp 58,563,000 bp 58,564,000 bp 58,565,000 bp
I I I I I I | I I

0.720)
MCF-7 H3K27ac FE

[-0.044 - 0.91)
MCF-7 H3K27ac logLR

————. s —— ——

MCF-7 H3K4me3 FE

[+0.116 . 0.55)
MCF-7 H3K4me3 bglLR

- e - ———
(0 - 200
1 | —
MCF-7 DNase-Seq |—|_
= ENN—— ptif Disruption - B

0. 101)
MCF-7 RNA-Seq
RefSeq Genes > > > > > > > > > > > > > > > > > > > > > > > > > > > > > > > > > > > > > >

CDH26
MCF-7 DHS peaks
-
Onginal Capture Regions
dhs_44908
I
SCP1 untreated peaks (1kb)
chr20:58563086-58564085_dhs_44908_19_top30
SCP1 E2 peaks (vanable length) -
7
| | |

Al BRCA SNVs

561318_G_C fcB813235-5ed8-7§ p485e3e 20 _58562653 C A fTed4a2a8-093d-9e36-2040-11ac0d480c7d
46 vanants |

chr20_58563412_C_T_8691c87{-2468-44bb-a670-3dccd6da3dch
46 vanants D-score |
21.6481024864599
umber (B e e —
ANS MCF-7 Enhancer Predictions 125.833907 214 927577758 197.048980232 114 4896844 "~
B 1

SAMPLE 07



chré

T 1] 1] ] I B N - 2 [P A _ | ] | [ ___| [ I
p25.2 p243 p23 p223 p22.2 p2l1.33 p21.2 p21.1 pl123 pl121 plll ql2 ql3 qldl qld3 ql6.1 ql6.3 q21 q22.1 q22.31 q22.33 q23.3 q24.2 q25.1 q25.3 q26 q227

-~ 4,996 bp -

98,000 bp 134,699,000 bp 134,700,000 bp 134,701,000 bp 134,702,000 bp 134,
I I I I I I I I

MCF-7 H3K27ac FE

[-0.040 - 020
MCF-7 H3K27ac logLR
- - — — A-ﬁ- - -
S ——— —— — -
[0-831)
MCF-7 H3K4me3 FE
=IO .
[-0.048 - 0.33)
MCF-7 H3K4me3 loglLR
S - . R
- — — ? — . — —_—
0. 277)
MCF-7 DNase-Seq
[0+ 1.00]
MCF-7 RNA-Seq
RefSeq Genes
MCF-7 DHS peaks
e
Onginal Capture Regions
dhs 63804
I
SCP1 untreated peaks (1kb)
chr6:134699995-134700994_dhs_63804_22 top20
SCP1 E2 peaks (vanable length) -
10
| |
Al BRCA SNVs
6_134698752 c0e3-4649-b641-5b266c393a76 6_134700462_G_T_fc9dbf68-4599-3c64-2040-11ac0d481623
. |
46 varnants
chr6_134700462_G_T_ fcO9dbf68-4509-3c64-2040-11ac0d481623
46 vanants D-score |
15.7950412763312
I
ANS MCF-7 Enhancer Pradictions
112.257715026

SAMPLE 10



