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The cause of glioma is not yet clearly established, and
clinical treatment is mainly based on surgical resection,
followed by adjuvant radiotherapy and chemotherapy.
However, the prognosis is very poor. More and more studies
have shown that LncRNA plays an important role in the
patholégical process of glioma development, but compared
with the number of studies on LncRNA in tumors with high
incidence such as lung cancer, liver cancer, breast cancer and
gastric cancer, a relatively systematic and comprehensive
research system has not been formed for the study of LncRNA
in brain glioma. In this experiment, based on RAN-seq
high-throughput sequencing of glioma, we select the main
variables to explore the biological functions of
HNRNPA3/PI3K/AKT signaling axis pathway in glioma,
which promote proliferation, migration and invasion through

the analysis of sequencing data refinement and screening,

pathway key
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