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Fig. S1 a Transcriptomic volcano plot of differentially expressed genes. b and ¢ Kegg

analysis and go analysis of differentially expressed genes in LSCC identified by multi-omics

analysis.
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Figure S3 a and b Go analysis of differentially expressed genes in LSCC identified by multi-

omics analysis. ¢ Kegg analysis of differentially expressed genes in LSCC identified by multi-

omics analysis. d Transcriptomic volcano plot of differentially expressed genes. e Relative

protein expression after TMA7-KD or TMA7-OE.
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11 Fig. S4 a Relative protein expression after IGF2BP3-KD or IGF2BP3-0OE.
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13 Fig. S5 a, b and ¢ Bioinformatic prediction of m6A maodification in 3'-UTR of TMA7 mRNA.
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Fig. S6 Relative protein expression after UBA2-KD or UBA2-OE.
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Fig. S9 Relative protein expression after the cells were treated with DDP TMA7-OE,

rapamycin.



Supplementary Table 2 Primers used for RT-gPCR

Primers used for RT-gPCR
GAPDH F 5'-CGGATTTGGTCGTATTGGG-3'
GAPDH R 5'-CCTGGAAGATGGTGATGGG-3'
IGF2BP3 F [ 5'-GCACTTCCCTTTGTTGTAGTC-3'
IGF2BP3 R | 5'-AGCACTTCCCTTAGGTTACTC-3'

TMAT F 5'-GAAGGCCGCGGGGAAG-3
TMAT7 R 5'-GTCACCATCTCCTCAGGCAC-3'
UBAZ F 5'-CACAGGTTGCCAAGGAA-3'
UBAZ2 R 5'-GACACTCATAACACTCGGTCA-3'
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