Supplementary Figures and Tables

Figure S1. Further investigation of the m6A regulators in CLP mice.

(A) Renal function serum creatinine (Scr) level in CLP and Sham mice. (B) The mRNA
levels of m6A regulators between the CLP mice and the Sham ones, as measured by
gPCR. Group comparisons were performed by t-test. N = 6/group, *P<0.05, ***P <
0.001.
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Figure S2. Validation of the inflammatory state of HK2 cells stimulated by LPS.

(A) The mRNA levels of IL-6 and TNF-a in HK2 cells following stimulation with
different concentrations of LPS for 12 h, as measured by gPCR. (B) The IL-6 and TNF-
a levels in the supernatants of HK2 cells following treatment with the indicated
concentration of LPS for 12 h, as measured by ELISA. Statistical analysis was

performed using two-way ANOVA (A) and t-test (B). *P < 0.05, **P < 0.01, and ***P

< 0.001.
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Figure S3. Prediction of the promoter region of MIF using online software.
(A) Prediction of the promoter region of MIF using FPROM. (B) Prediction of the
promoter region of MIF using PROMOTER 2.0. (C) Prediction of the promoter region
of MIF using TSSG. (D) Prediction of the promoter region of MIF using TSSW.
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Figure S4. Validation of the conservatism of the binding motif for E2F1 and MIF

promoter in other species.
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Figure S5. The decline in E2F1 and MIF levels caused by DAA was reversed when

IGF2BP1 was overexpressed.

(A&B) The mRNA level of E2F1 (A) and MIF (B) in HK2 cells with IGF2BP1

overexpression and DAA stimulation, as measured by gPCR. Statistical analysis was

performed using one-way ANOVA (A&B). *P < 0.05, **P < 0.01, and ***P < 0.001.
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Figure S6. Knockdown of IGF2BP1 ameliorates kidney injury in CLP mice.

(A) The blood urea nitrogen (BUN) level in mice injected with Lv-IGF2BP1 or Lv-NC, as
measured by ELISA. (B) The mRNA level of kidney injury marker KIM-1 in kidney tissues
from mice injected with Lv-IGF2BP1 or Lv-NC, as measured by qPCR. Group comparisons

were performed by t-test (A&B). N = 6/group, *P<0.05, **P < 0.01.
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Figure S7. Schematic presentation of the study.
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Table S1. The details of primers, probe sequences, and shRNA sequences.

Primers used for gPCR
Gene 5°—3’
Human

IGF2BP1 | forward | TAGTACCAAGAGACCAGACCC

reverse GATTTCTGCCCGTTGTTGTC

E2F1 forward | AGCGGCGCATCTATGACATC

reverse GTCAACCCCTCAAGCCGTC

MIF forward | CGGACAGGGTCTACATCAA

reverse CTTAGGCGAAGGTGGAGTT

Mouse

lgf2bpl | forward | TGAAGGCCATCGAAACTTTCTC

reverse ATCGGAGCTGAGGTGGAATA

E2f1 forward | AAGAGCAAACAAGGCCCGAT
reverse ACAACAGCGGTTCTTGCTCC
Mif forward | GTTTCTGTCGGAGCTCAC

reverse AGCGAAGGTGGAACCGTTCCA

Tnf-a forward CCTGGCCTCTCTACCTTGTTG

reverse AGCCTGGTCACCAAATCAGC

11-6 forward | CTGCAAGAGACTTCCATCCAG

reverse AGTGGTATAGACAGGTCTGTTGG

Mettl 3 forward | GAAACAGCTGGACTCGCTTC

reverse GGCACGGGACTATCACTACG

Mettl 14 | forward | GAGCTGAGAGTGCGGATAGC

reverse GCAGATGTATCATAGGAAGCCC

Wtap forward | GAACCTCTTCCTAAAAAGGTCCG

reverse TTAACTCATCCCGTGCCATAAC

Fto forward | TCACAGCCTCGGTTTAGTTC

reverse GCAGGATCAAAGGATTTCAACG

Alkbh5 forward | GCATACGGCCTCAGGACATTA

reverse TTCCAATCGCGGTGCATCTAA

Ythdfl forward | GGACAGTCCAATCCGAGTAACA

reverse GTGAGATACGGGATGGGAGG

Kim-1 forward | TCAGAAGAGCAGTCGGTACAAC

reverse TGTAGCTGTGGGCCTTGTAGT

Primers used for ChIP
553
F1 GCGGTGACTTCCCCACTC
prclj\::gter R1 CCTGACTTCTCGGACACCAC
F2 TGCTAGATGGTCCCCGAGTT
R2 AAGCCACACCCTAGTCAGGT




Probe sequences for EMSA

Name | 5°—3’
CAGGCCGATTTCTAGCCGCCAAGTGGAGAACAGGTTGG
Wt | forward AGC
GCTCCAACCTGTTCTCCACTTGGCGGCTAGAAATCGGC
reverse
CTG
CAGGCCGATTTCTAGCATGCAAGTGGAGAACAGGTTGG
Mut | forward AGC
GCTCCAACCTGTTCTCCACTTGCATGCTAGAAATCGGC
reverse
CTG
Sequences of shRNAs
Sequences 5'—3'
shMIF GGGAGAAATAAACGGTTTATT
shiIGF2BP1 GCTCCCTATAGCTCCTTTATT
shE2F1 CACTGAATCTGACCACCAATT
ShMETTL3 GCTGCACTTCAGACGAATT
shNC TTCTCCGAACGTGTCACGTTT




