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[ Abstract] Glioma is a common primary malignant brain tumor. Despite continuous improvement in treatment,
the prognosis is still poor,and the survival time is only a few months for the most aggressive gliomapatient. Bioinformat-
ics, which originated in the 1970s,has been booming with the development of new molecular biology technologies and the
progress of computer science. It leads to the emergence of such omics concepts as genome, transcriptome , proteome and
metabolome ,and promotes the progress of glioma diagnosis and treatment,such as the refinement of glioma classification
and the integration of molecular subtypes into the classification of glioma. Currently, it is commonly used in glioma re-
search databases such as GEO,TCGA ,CGGA and REMBRANDT. By using the sample sequencing information uploaded
in these databases,the occurrence and development mechanism of glioma can be studied from the perspective of mul-
tiomics , including genome, transcriptome , proteome , metabolome , methylome ,and bring new hope for the improvement of
diagnosis and treatment of glioma.
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