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Integrative multi-omics networks identify PKCδ and DNA-PK as master kinases of glioblastoma subtypes and guide targeted cancer therapy | Nature Cancerhttps://www.nature.com/articles/s43018-022-00510-x
[bookmark: _Toc2]Article summary:
1. The classification systems of malignant tumors have evolved in the past 15 years due to mounting molecular and genetic data, and precision oncology and drug development targeting homogeneous tumor subsets is needed.
2. A computational approach was developed to generate unbiased kinome-phosphosite networks and extract master kinases driving glioblastoma subtypes.
3. Protein kinase Cδ (PKCδ) and DNA-dependent protein kinase catalytic subunit (DNA-PKcs) were identified as master kinases that sustain cell growth and tumor cell identity of glycolytic/plurimetabolic (GPM) and proliferative/progenitor (PPR) functional GBM subtypes, respectively.
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Appears moderately imbalanced: The article provides some useful information, but is missing several important points or pieces of evidence that would be required to present the discussed topics in a balanced and reliable way. You are encouraged to seek a more balanced perspective on the presented issues by exploring the provided research topics and looking at different information sources.
[bookmark: _Toc4]Article analysis:
The article Integrative multi-omics networks identify PKCδ and DNA-PK as master kinases of glioblastoma subtypes and guide targeted cancer therapy | Nature Cancer provides a comprehensive overview of the current state of research into the classification systems of malignant tumors, with a focus on glioblastoma (GBM). The authors present a computational approach for generating unbiased kinome-phosphosite networks to extract master kinases driving GBM subtypes, which they validate experimentally using data from pediatric glioma (PG), breast carcinoma (BRCA), and lung squamous cell carcinoma (LSCC) cohorts. They also develop a probabilistic classification tool for GBM that can be applied in cancer clinical pathology.
The article is generally well written, with clear explanations of the methods used in the research presented. The authors provide evidence for their claims through experimental validation, which adds credibility to their findings. However, there are some potential biases that should be noted when considering this article's trustworthiness and reliability. For example, the authors do not explore any counterarguments or alternative theories regarding their findings; instead they focus solely on supporting their own conclusions without considering other perspectives or possibilities. Additionally, while the authors provide evidence for their claims through experimental validation, they do not discuss any potential risks associated with using these methods or any possible limitations of their results. Finally, it should be noted that this article does not present both sides equally; instead it focuses primarily on supporting its own conclusions without providing an equal amount of attention to opposing views or arguments.
[bookmark: _Toc5]Topics for further research:
· Glioblastoma subtypes
· Kinome-phosphosite networks
· Pediatric glioma cohorts
· Breast carcinoma cohorts
· Lung squamous cell carcinoma cohorts
· Risks associated with computational approaches for cancer classification
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