Trypan Blue Exclusion Assay

120 1

>

. I O48hrs
100 1 B 72hrs

80 1
] -

60

HH
S

40

20

Cell Viability % of Control

O ] T T T T
Con NC-100ug/ml  NC-200ug/ml  NC-400ug/ml

25 AA

15

NFKB mRNA levels

—— e

0.5

Con NC-200 NC-400

Supplementary Figure S1. (A) Trypan blue exclusion assay showing dose-dependent reduction in MCF7 cell
viability after 48 and 72 h of nanoceria treatment. (B) NF-kB expression in MCF7 cells treated with 200 and 400
pg/mL nanoceria. NF-kB levels were significantly higher in cells treated with 400 pug/mL compared to control

and 200 pg/mL.Ap < 0.05, AAp <0.01 vs. control.
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Supplementary Figure S2. The figure is a representative of the total ion chromatograms of MCF7 cells (A)
untreated control, (B) cells treated with 200 pg/ml nanoceria, and (C) cells treated with 400 pg/ml nanoceria.



MRPL18

T KNTC1

©2000.2025 QIAGEN. Al riahts reserved.

0MInegative z-score " no activity pattern available

o

Mpositive z-score  z-score

B

e

uoneulwsa| uonejsuel] dsnokiexny

, uondunf JendsnwoinaN

1

1€ suonelau| uuby

si01dada1 0goy Aq buijeubis

sisaLuhsolg
apueyddesobijooydsoydip-jAydiioq

w_u>u ased|9 OHY

Buijeubis z413

Kemyyed
uone|nbay unewoiyd uisayod

suesquiaw 03 bunabaey uvroid
|euone|sue.30d Juapuadap-dys

Buieubis 1|

Kemyred
Buijeubis uonesyipojy suolsiH

(wuapuadap
-yYN¥) 11 sisayuhsolg sulwen|b-]

3DU3DSAUIS PadNpu|
ssans aawoja) /abeweq yNQ

saseun| 4y Aq pajeipaw
SJUAS Je3NN /s19b.e) HdYIN

(QIN) Ae23Q paleIPaIN-aSUISUON

SUIWIOS BJBAIDY S3Sed1D OHY

VNYw-aig Buruieyuo)
-uosu| padde) jo Buissadoay

I 5> 24 13500453

(A) Network pathways derived from differentially regulated proteins in

Supplementary Figure S3.

nanoceria-treated (400 ug/mL) versus untreated control samples. Green nodes indicate downregulated proteins,

and red nodes indicate upregulated proteins. (B) The most significant canonical pathways ranked by p-value,

which were used to construct interaction networks.
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Supplementary Figure S4. (A) Network pathways derived from differentially regulated proteins in 400 pg/mL
versus 200 pg/mL nanoceria-treated samples. Green nodes indicate downregulated proteins, and red nodes
indicate upregulated proteins. (B) The most significant canonical pathways ranked by p-value, which were

used to generate interaction networks.



Supplementary Table S1. Primer sequence.

Gene Forward Primer Reverse Primer Accession umber
MnSOD ACCACAGGCCTTATTCCACT TACAACAGCTCAGCCACAGT Y00497

CAT TCCCAGAAGCCTAAGAATGCA GCGATGATTACTGGTGAGGCT NM_012520
GPx CAGTCCACCGTGTATGCCTT TGCCATTCTCCTGATGTCCG NM_030826
SOD-2 ACCACAGGCCTTATTCCACT TACAACAGCTCAGCCACAGT XM_032894729.1
NF-kB TGAGTCCCGCCCCTTCTAA TGATGGTCCCCCCAGAGA NM_00127671
BAX GCACTAAAGTGCCCGAGCTG GGGGGTCCCGAAGTAGGAAAG NM_017059.2
BCL-2 CTGGCATCTTCTCCTTCCAG CGGTAGCGACGAGAGAAGTC NM_016993.2
BNIP3 CTCCTTTGCGGAGCCACCAT GAGACGGAAGCTGGAACGCT NM_053420.3
TFAM TGTCATTGGGATTGGGCACA AGATGCACGCACAGTCTTGA XM_032888687
RF1 CATGGCCCTTAACAGTGAAGC TGGTCCATGCATGAACTCCA NM_001100708
PGC-1a ACTCAGCAAGTCCTCAGTGC TTCTGGTGCTGCAAGGAGAG NM_031347
CDK4 TGGCACTTACACCCGTGGTT TCTGGAGGCAGCCCAATCAG NM_000075.4
P21 ATGTCAGAACCGGCTGGG TCCCCAGCCTCTGACAT 1L47233.1

P53 GCAGTCACAGCACATGACGG CCAACCTCAGGCGGCTCATA KY907141.1
Cyclin DI TCTGTCGTGATGGGGCAAGG GAAATGCACAGACCCAGCCG BC023620.2
B-actin CAACGTCACACTTCATGATGGA ATGCCCCGAGGCTCTCTIT XM_032887061




