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Supplementary Table. 1 Data quality control

Samples Q20% Q30% GC%
Sh-NC-1-1P 98.17 94.62 51.14
Sh-NC-2-1P 98.13 94.50 50.91
Sh-NC-3-IP 98.19 94.68 51.08
Sh-MET14-1-1P 98.20 94.72 51.81
Sh-MET14-2-1P 98.11 94.47 50.95
Sh-MET14-3-1P 98.14 94.51 51.13
Sh-NC-1-input 98.36 94.96 49.18
Sh-NC-2-input 98.29 94.80 49.18
Sh-NC-3-input 98.36 94.98 49.29
Sh-MET14-1-input  98.37 95.03 49.93
Sh-MET14-2-input  98.31 94.82 49.39
Sh-MET14-3-input  98.31 94.81 49.46




Supplementary Table. 2 The Primers for RT-qPCR used in this study

Genes Species Sequences (5’-3°)
METTL3  Human CATTGCCCACTGATGCTGTG
AGGCTTTCTACCCCATCTTGA
METTL14 Human AGTGCCGACAGCATTGGTG
GGAGCAGAGGTATCATAGGAAGC
FTO Human GCTGCTTATTTCGGGACCTG
AGCCTGGATTACCAATGAGGA
ALKBHS5 Human CGGCGAAGGCTACACTTACG
CCACCAGCTTTTGGATCACCA
MXD1 Human TTTCCCTGTCAACCTAAG
GAAATAAGCCCACAAAAT
B-ACTIN  Human CATGTACGTTGCTATCCAGGC
CTCCTTAATGTCACGCACGAT
Mxd1 Mouse AGATGCCTTCAAACGGAGGAA
CAAGCTCAGAGTGGTGTGTCG
B-actin Mouse GGCTGTATTCCCCTCCATCG
CCAGTTGGTAACAATGCCATGT




Supplementary Table. 3 The Antibodies for western blotting used in this study

Antibody Host Manufacturer Application
B-actin Mouse Proteintech 1:10,000
METTLS3 Rabbit Proteintech 1:1,000
METTL14 Rabbit NovusBio/Abclonal 1:1,000/1:50
FTO Rabbit Abcam 1:2,000
ALKBH5 Rabbit Abcam 1:1,000
Ubiquitination Rabbit HuaBio 1:1,000
BARDI1 Rabbit Abclonal 1:1,000

Flag Mouse Origene 1:1,000
iNOS Rabbit Abcam 1:1,000
TNF-a Rabbit Proteintech 1:1,000
CD206 Rabbit Proteintech 1:1,000
ARGI Rabbit Proteintech 1:1,000
VCAMI1 Rabbit Proteintech 1:1,000
ICAMI1 Rabbit Proteintech 1:1,000
YTHDF1 Rabbit Proteintech 1:1,000
YTHDEF2 Rabbit Proteintech 1:1,000
YTHDEF3 Rabbit Proteintech 1:1000
MXD1 Rabbit Affinity 1:1,000

VEGFA Rabbit Abcam 1:800
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