Supplementary Figures and Figure Legends
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FigureS1. The expression of LINC01578 in glioma. (a) Compared with normal brain，LINC01578 was highly expressed in GBM and LGG from GEPIA2 database. (b) Kaplan-Meier survival curves of overall survival (OS) with univariate analyses (log-rank) for patients with glioma with low LINC01578-expressing (n=474) versus high LINC01578-expressing tumors (n=473) from GEPIA database. The log-rank test is adopted to compare differences between the two groups (Cutoff-High(%)=30, Cutoff-Low(%)=70; P=0.027).


[image: ]FigureS2. (a-b) RT-qPCR results shown that the expression of LINC01578 was knocked down using three shRNAs in T98G and A172 cells. Data are mean ± SD from three independent experiments. * P < 0.05, ** P < 0.01, *** P < 0.001.
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FigureS3. (a-b) RT-qPCR results shown that the expression levels of miR-6893-3p in T98G and A172 cells transfected with miR-6893-3p mimics or inhibitor.LINC01578 targets miR-6893-3p in glioma. Data are mean ± SD from three independent experiments. * P < 0.05, ** P < 0.01, *** P < 0.001.
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FigureS4. TRIM14 is a direct target of miR-6893-3p in glioma. (a) RT-qPCR results shown that the expression levels of LINC01578 in T98G and A172 cells transfected with overexpression LINC01578. (b) RT-qPCR results shown that the expression levels of TRIM14 in T98G and A172 cells transfected with shLINC01578 or overexpression LINC01578. (c) Western blot results shown that the expression levels of TRIM14 in T98G and A172 cells transfected with shLINC01578 or overexpression LINC01578. (d) RT-qPCR results shown that the expression levels of TRIM14 in T98G and A172 cells transfected with miR-6893-3p mimics or miR-6893-3p inhibitor. (e) Western blot results shown that the expression levels of TRIM14 in T98G and A172 cells transfected with miR-6893-3p mimics or miR-6893-3p inhibitor. Data are mean ± SD from three independent experiments. * P < 0.05, ** P < 0.01, *** P < 0.001.
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[bookmark: _Hlk93608723]FigureS5. The expression of TRIM14 in cancer. (a) Increased or decreased expression of LINC01578 in different cancer tissues, compared with normal tissues in ONCOMINE. Number in each cell is the amount of datasets. (b) Human LINC01578 expression levels in different cancer types from TCGA data in TIMER. (c) Network of TRIM14-regulating downstream genes, potential interactions between TRIM14 and other genes were analyzed using GeneMANIA (http://genemania.org). (d)The GEPIA2 database shown higher TRIM14 expression levels were significantly correlated with shorter overall survival. (e) Kaplan-Meier survival curves all WHO grade glioma patients and overall survival in all patients with glioma from the TCGA database. 
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FigureS6. The TRIM14 knockdown efficiency was successfully confirmed in T98G and A172 cells. (a) RT-qPCR results shown that the expression of TRIM14 was knocked down using three siRNAs in T98G and A172 cells. (b) Western blot results shown that the expression of TRIM14 was knocked down using three siRNAs in T98G and A172 cells. Data are mean ± SD from three independent experiments. * P < 0.05, ** P < 0.01, *** P < 0.001.
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FigureS7. The METTL3 knockdown efficiency was successfully confirmed in T98G and A172 cells. Western blot results shown that the expression of TRIM14 was knocked down using three siRNAs in T98G and A172 cells. Data are mean ± SD from three independent experiments. * P < 0.05, ** P < 0.01, *** P < 0.001.
Supplementary Tables
Supplementary Table S1. Primer sequences used in real-time PCR are written in 5’- 3’ direction.
	[bookmark: _Hlk81425242]Genes
	Primer (5’- 3’)

	LINC01578
	GCCCACGACGCCGAAAGC ACCTCCTGGTCGCCCAAACC

	TRIM14
	TCGTGGAAGCCGTGGAGAGTAC
TTGGTGCTGGAAGGGTCTGAGAG

	METTL3
	TCAGCATCGGAACCAGCAAAG TCCTGACTGACCTTCTTGCTC

	YTHDF1
	TGGGAGCAGCTACACCTACC
CCCCAATCTTCAGGCCAACC

	GAPDH
	CTGGGCTACACTGAGCACC
AAGTGGTCGTTGAGGGCAATG

	U6 
	CGAGCUGGUAAAGAAUUUATT
UAAAUUCUUUACCAGCUCGTT


Supplementary Table S2. Oligonucleotides sequences used in siRNA transfection are written.
	Target Gene
	Type
	siRNA Sequence (5′to 3′)

	LINC-01578
	sh-NC
	Top strand:
GATCCGTTCTCCGAACGTGTCACGTAATTCAAGAGATTACGTGACACGTTCGGAGAATTTTTTC
Bottom strand:
AATTGAAAAAATTCTCCGAACGTGTCACGTAATCTCTTGAATTACGTGACACGTTCGGAGAACG

	
	sh1-LINC01578
	Top strand:
GATCCGCTGTTGGTTCTGAACAAATAATGATTCAAGAGATCATTATTTGTTCAGAACCAACAGCTTTTTTG
Bottom strand:
AATTCAAAAAAGCTGTTGGTTCTGAACAAATAATGATCTCTTGAATCATTATTTGTTCAGAACCAACAGCG

	
	sh2-LINC01578
	Top strand:
GATCCGGAAATCTTTGGGAAAGTCAGTATTTTCAAGAGAAATACTGACTTTCCCAAAGATTTCCTTTTTTG
Bottom strand:
AATTCAAAAAAGGAAATCTTTGGGAAAGTCAGTATTTCTCTTGAAAATACTGACTTTCCCAAAGATTTCCG

	
	sh3-LINC01578
	Top strand:
GATCCGCCCATACAATGAAGTAGACATTGGTTTCAAGAGAACCAATGTCTACTTCATTGTATGGGTTTTTTG
Bottom strand:
AATTCAAAAAACCCATACAATGAAGTAGACATTGGTTCTCTTGAAACCAATGTCTACTTCATTGTATGGGCG

	TRIM14
	si-TRIM14-1
	GGACATTCGCCTTAAGGAA

	
	si-TRIM14-2
	CCAGGTACCTTGTTGAAAA

	
	si-TRIM14-3
	CGATCGCTATTGCTGAAAT

	METTL3
	si-METTL3-1
	CAAGTATGTTCACTATGAA

	
	si-METTL3-2
	GACTGCTCTTTCCTTAATA

	
	si-METTL3-3
	GGACTCGACTACAGTAGCA

	YTHDF1
	si-YTHDF1-1
	antisense: GGAUACAGUUCAUGACAAUTT
sense: AUUGUCAUGAACUGUAUCCTT

	
	si-YTHDF1-2
	antisense: GCUCCAUUAAGUACUCCAUTT
sense: AUGGAGUACUUAAUGGAGCTT



Supplementary Data Legends
S1 Data The expression levels of lncRNAs LINC01578 in human glioma tissues and adjacent normal tissues downloaded from TCGA databases. (Excel.xlsx)
S2 Data A total of 5 miRNAs were predicted to targets of LINC01578 according to miRanda, TargetScan, RNAhybrid and starBase databases. (Excel.xlsx)
S3 Data Heat map showing the differentially expressed genes mediated by LINC01578 knockdown analyzed by RNA sequencing. (Excel.xlsx)
S4 Data Take the intersection of the 5 miRNA target genes (according to miRanda, TargetScan and RNAhybrid databases) and the list of differentially expressed genes in the LINC01578 knockdown cells analyzed by RNA sequencing in Figure 5A. (Excel.xlsx)
S5 Data The lncRNA-miRNA-mRNA ceRNA network based on the differentially expressed genes after LINC01578 knockdown and predicted target genes of miR-6893-3p. (Excel.xlsx)
S6 Data The expression level of TRIM14 in glioma specimens of different clinical grades from TCGA databases. (Excel.xlsx)
S7 Data ROC curve for predicting glioblastoma based on LINC01578 expression from TCGA databases. (Excel.xlsx)
S8 Data TRIM14 expression levels over a cancer-wide range were analyzed in Oncomine databases. (Excel.xlsx)
S9 Data Network of TRIM14-regulating downstream genes. (Excel.xlsx)
S10 Data Kaplan-Meier survival curves show different clinical grades, overall survival of high TRIM14–expressing and low TRIM14–expressing glioma patients from the TCGA databases. (Excel.xlsx)
S11 Data m6A modification sites of LINC01578 were predicted by RFAthM6A, SRAMP and BERMP databases. (Excel.xlsx)
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