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Explore the invasion- or proliferation-related protein and biomarkers in
glioblastoma using next-generation proteomics
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In human clinical samples, the activities of pyrimidine synthesis pathway
and serine synthesis pathway were significantly upregulated in glioblastoma compared to normal
brain. In the serine synthetic pathway, the expression of SHMT2 and PSPH were significantly
upregulated, whereas its upstream enzyme PSAT1 was downregulated in glioblastoma.
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