Supplementary Table S1. Primer sequences and accession numbers of genes used in

qRT-PCR.
Gene Primer sequences (5'-3") Accession
numbes
oo RTINS wamare
AOT R AGTCAAAGGCATCCACCAAA NMOIST29.
4dpog 4 GecerroaaerecTatearice NM-009604
I R GGCAGATCTATTTGAGGGCT 0134952
GIT0l A TTICCCCATCAGTTTGOAG 0076243
B g CacACAMMGOCCCTACCAGT  NMLO01692
Hump G GCAACAGATACCACACTGGGA  NML0323412
Dul g rdeTaTaGaCAGGGTTOATG MM
D R GOCCCAGAAGATATGTCOGAA  XML031S9W7S.
Slc39al4 f{: TITCCCAGCCCAAGGAAG XM 030247713.2

: CAAAGAGGTCTCCAGAGCTAAA



F: ATGGGAACTGTGGCCTTCAC

R TCCAGGCATGAATACGGAGA

XM _006496137.4




Supplementary Table S2. Details of antibodies.

Antibodies Cat No. Source Dilution
GAPDH 60004-1 Proteintech, Chicago, USA 1:50000 (WB)
FTH Bs-8679R Bioss, Beijing, China 1:1000 (WB)
KEAPI 10503-2-AP Proteintech, Chicago, USA 1:5000 (WB)
HO-1 10701-1-AP Proteintech, Chicago, USA 1:3000 (WB)
BAX 50599-2-Ig Proteintech, Chicago, USA 1:5000 (WB)
BCL2 26593-1-AP Proteintech, Chicago, USA 1:2000 (WB)
PARP1 13371-1-AP Proteintech, Chicago, USA 1:1000 (WB)
PRDX2 10545-2-AP Proteintech, Chicago, USA 1:5000 (WB)
YH2A.X 2577 CST, Beverly, MA, USA 1:400 (IF)
CPT1A 15184-1--AP Proteintech, Chicago, USA 1:5000 (WB)
PPARA 15540-1-AP Proteintech, Chicago, USA 1:1000 (WB)
FASN 10624-2-AP Proteintech, Chicago, USA 1:5000 (WB)
CYP7A1 DF2612 Affinity, Cincinnati, OH, USA 1:1000 (WB)
FXR A12788 Abclonal 1:1000 (WB)
BSEP DF9278 Affinity, Cincinnati, OH, USA 1:1000 (WB)
Anti-rabbit [gG(H+L) SA00001-2 Proteintech, Chicago, USA 1:4000 (WB)
HRP-labeled Goat

SA00001-1 Proteintech, Chicago, USA 1:4000 (WB)

Anti-Mouse IgG(H+L)
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Figure S1. Effects of iron overload on oxidative stress, apoptosis, and genomic
stability in AML12.

A: Relative ROS content in AML12 cells treated with or without FAC.

B: qRT-PCR analysis of apoptosis-related genes.

C-E: Western blot analysis of antioxidant-related proteins and apoptosis-related
proteins.

F-G: Western blot analysis of genomic stability-related proteins.

H: Immunofluorescence analysis of DNA damage marker YH2A.X. Scale bar, 50 um.
Statistical significance was indicated as *P < 0.05, **P < 0.01, ***P < 0.001,

determined using a two-tailed t-test.
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Figure S2. Effects of iron overload on cell cycle in AML12.

The cell cycle distribution in AML12 cells treated with or without FAC was detected
by flow cytometry.

Statistical significance was indicated as *P < (.05, determined using a two-tailed

t-test.



