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	Reviewer’s comment
Artificial Intelligence (AI) generated or assisted review comments are strictly prohibited during peer review.

	Author’s Feedback (It is mandatory that authors should write his/her feedback here)



	Please write a few sentences regarding the importance of this manuscript for the scientific community. A minimum of 3-4 sentences may be required for this part.


	This paper is of great importance for the neuro-oncology and cancer bioinformatics fields. It tackles the question of non-invasive biomarkers in Glioblastoma Multiforme (GBM), a disease with very poor international statistics and very few diagnostic improvements, which is a problem that cannot be ignored any longer. The combination of transcriptomic data obtained from microarrays and RNA-seq studies on both tissue and serum samples not only makes the identified biomarkers more reliable but also raises their potential for clinical applications. The research also brings to the fore MAST3, ADAM11, and PTPRK as new candidates and reveals the disturbed pathways and central genes through a systems-level understanding, thus providing a basis for future diagnostic and therapeutic measures.
	

	Is the title of the article suitable?

(If not please suggest an alternative title)


	Indeed, the title is fitting, explicit, and correctly represents the aims and the reach of the study. It successfully communicates the blending of different datasets and the emphasis on molecular signatures for diagnosis.
	

	Is the abstract of the article comprehensive? Do you suggest the addition (or deletion) of some points in this section? Please write your suggestions here.


	The abstract is clear and structured in a very logical way. It contains all the fundamental elements: background, methods, results, and conclusion. Mentioning the overlapping serum genes (MAST3, ADAM11, PTPRK) in the results sentence would give the impact needed and thus make it a bit better.
	

	Is the manuscript scientifically, correct? Please write here.
	Absolutely, the research is scientifically solid. The techniques used are very careful, making the use of recognized bioinformatics pipelines (limma, DESeq2, DAVID, STRING, Cytoscape) for differential expression, functional enrichment, and network analysis. The cross-validation not only through technologies but also through sample types makes the results more reliable. The discussion rightly puts the results in the context of the current literature.
	

	Are the references sufficient and recent? If you have suggestions of additional references, please mention them in the review form.
	The citations are mostly adequate and consist of the most important recent works (up to 2023). Nevertheless, there are some new animal reviews on GBM mechanism of action or liquid biopsy use (e.g., Nature Reviews Cancer or Cancer Cell) that could make the introduction and discussion strong. The reference list is nicely structured and appropriate.
	

	Is the language/English quality of the article suitable for scholarly communications?


	The language used is of a very high standard, very clear, and quite appropriate for academic communication. There are very few grammatical mistakes (e.g., sometimes clumsy wording such as "pathology morbidity" in the introduction), and these issues do not hinder comprehension at all. One suggests a complete proofreading of the work.
	

	Optional/General comments


	1. Figures/Tables in Text: The own review form mentions figures (for instance, Figure 2, Table 2) that do not appear in the supplied text, thus making it impossible to carry out a complete evaluation. You must put all illustrations and lists in the primary manuscript. 

2. Methodology Detail: The data pre-processing part is a little bit succinct. If you add information on quality control processes (e.g., PCA plots, batch effect correction if performed) it will increase the possibility of getting the same results by different researchers.

3. Clinical Correlation: The research is very methodologically strong. A short mention of how the hub genes (like BUB1, CCNA2) that were found relate to patient survival data (by means of public cohorts such as TCGA) would not only increase the translational impact but also make the study much more relevant.

4. Serum Biomarker Validation: The discovery of three common serum biomarkers is very encouraging. The authors should navigate through the discussion the next validation steps (e.g., qRT-PCR or ELISA in an independent patient serum cohort) as clear future direction.
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