Supplementary Figure S1: A web-based pathway analysis software Reactome revealed the pathways related to down and
up-regulation of key breast cancer genes in an interactive diagram.



[ opuowtisy
_ppedjounsy

¥ HM
SplweUROIN
6E6 AVX 0¥ punoduioy uyoxs104
» upelsgele-(3) 802 aS Zx01
85 INVD oig | puoIPOIPAY VE (d
- vBT N P6EOSI NSO | opruszusqouuny-¢
T ¥mI-opus Tdd Aqayden-1 | L
- - VESYZ OV 9T¥s NS | opruses
PPe 31q1057-] essayy T-uaousy
- vv98 ) Aeg-{+)-() XZ89EVE MO | 2533
o998 ) Aeg-(3) YZIVdd |onesansay
xogdey BPHORCIPAYP 68 H | uppwoyds
uimAoTeR|L 8zr103 | ouurs
1ol Cavwa 08I
sujzeponeN 920£ NN [ 1 x01
¥ upodsopAy 8281d | apHolpPOIPAYIP T NY
opjuiese) 100 D4 | @puoppoIpAy supsosdAsAuR:|
 8vSd 08€£5 492 | epoupueq
BPILICIGOIPAY D-ULIIG HPAD LY6YIE A1 159
r-upyad vzsLovad SO
oppuciqoIphy B-uId 752599 YHY | SS9
oppopoIpAy supuosdidAuely EELNDD | 2959
—— ayepAY sujpAdAxog ¥SE0 QWI VHYS
Y6210 X189 suppiAnky | 3es wnipos ‘ppe soidjep
VHYS S0€86T Od EW
es wngpos ‘ppe Jposdien 65€ L swrikinghusyd-y whipos
eyslingihueyg-y wnipos BLOBTZ 85 ZSBEDSN
12066 YIHD T¥dL predps
| swpoede-olg apuopy03pAY 3830-0T 1S0VE Dd
ol 18D | 902 92vaH L
suippAsery-g 9100 - SEZNAN
801 9¥  eppopy201pAY 9TYI0E WZ | octs X
suoyneduey  sppopy201pAy TESEZE WZ | vHES

Cell Viability Assay
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Epigenetic Regulators

Supplementary Figure S2: This figure shows all the compounds used in this study for screening drug

candidates for breast cancer KAIMRC?2 cell line.
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Supplementary Figure S3: Western blot analysis of a few of the proteins that showed a similar pattern of
expression compared to the KAIMRC1 cell line.



Isolation of Breast Cancer Stem Cells

b

P
Q
i

L1l
111

FSC-H (x 1,000)
150 2

FSC-H (x 1.000)
150 2

a Q
T WimgRe - R :"' P&
‘]IIIT“I“!_I_I'I'I'I'M]_T'I'I'I'I'H]_I'I'ITHI]_F [ [| | ||||lIIT| lllll|'|'| ||||lll'{_l'
qap D107 07 0t 10 2y 010707 w0t 10®
CcD44 PE-A CD24 APC-A
g - g 82
g “Jc 3 “4d
Q" 3 O T
P g3 P 53
3 ! _ 2= -
Flrllm'lmm'—rrnm[—l‘rrmq—rnmq—r I | PLLALLLLLL PLLLLLLL DL RLLL
2 a d 3 2 a 4 3
68 0 10 10 10 10 150 D10 10 10 10

CD44 PE-A ' CD24 APC-A

Supplementary Figure S4: Isolation of CD44+ Breast Cancer Stem Cell Population. (a, b) Unstained sam-
ple.

(c) CD44+ population of KAIMRC?2 cells after MagCellect Isolation and (d) shows that the cell population
is CD24~. x20.000 cells were used for the flow analysis.



