METTL3 mediated protective Immune modulation in low grade glioma patients
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INTRODUCTION

« Tumor immune microenvironment (TIME) determines the survival of cancer patients

by maintaining an appropriate niche in the tumor cells.

* The study was performed on the archived data available in the TCGA and GEO.
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Table 1 Correlation analysis between METTL3 and gene markers of immune cells

and TAMs

* Correlation between overall survival time and METTL3 expression was
analyzed using Kaplan—Meler plot.

 N6-methyladenosine (m6A) RNA methylation plays an influential role in
Immunoregulation, and iImmunotherapy evokes effective treatment responses in
many tumors.

e Studies have shown that m6A modifier METTL3 induces the Production of IL6, IL12, .

and TNF-a in response to antigens.

« METTL3 promotes dendritic cell (DC) activation and function resulting in the
Initiation of Immune response by activating T cells. Thus, forming a bridge between
Cancer stem cells (CSCs) and the TIME.

 Our study aimed to investigate the regulatory role of Methyltransferase-like 3
(METTL3), a component of the complex mPA methyltransferase effects on the
prognosis of LGG, and correlation with tumor immune infiltration.

RATIONAL OF THE STUDY

To Investigate the association of METTL3 expression with immune cell °

markers in LGG.

METHODS
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The study was performed on the archived data available in the
TCGA and GEO.
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We comprehensively evaluated different m®A modifiers and we
screened immune genes associated with METTL3 by TIMER
database.
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The correlation between METTL3 and gene markers of immune
cells and TAMs were analyzed using the TIMER database.
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Figure 1. Kaplan-Meier survival curve showing high
METTL3 expression found to be associated with
Improved overall survival in lower-grade glioma.

p—value = 1.3e-12

Figure 2. Correlation of METTL3 expression with
immune infiltration level in LGG

 The Present study reveals the involvement of METTL3 In the cross-talk between

CSC and TIME.

e Our findings suggest that METTL3 negatively correlates with the LGG immune
Infiltration and could be a potential biomarker for better prognosis
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we analyzed the correlation between METTL3 and IDH1.
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We used the GEPIA database and using the Spearman method,
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Figure 4. IDH1 mutation is significantly associated with tumor
immune cell infiltration.
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Figure 3. METTL3 expression has a positive
relationship with IDH1 in LGG
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