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	Title: Expression Signature Panel for Brain Tissues and Developmental Stages
General Comments from Reviewer: - The article presents a promising tool for neurogenomics research and diagnostics, with potential applications in both research and clinical settings. However, further refinements and validations are needed to enhance its utility and address the current limitations.
· The creation of a tissue-specific expression intensity signature panel is a significant advancement in the field of neurogenomics. It offers a potentially powerful tool for improving diagnostic precision, especially in distinguishing between closely related brain tissues and tumors.
· The use of data from 43 different normal and tumor brain transcriptomes, and the application of the panel across multiple species and developmental stages, strengthens the validity and applicability of the findings.
· While the panel is effective at distinguishing between different brain tissues and tumors, its sensitivity in differentiating between normal and tumor tissues of the same cell origin, such as ependyma and ependymoma, is limited. This may restrict its utility in certain clinical contexts.
· The overlap of glioma transcriptomes with normal cerebral reference signatures raises concerns about the purity of tumor samples or the potential complexity of glioma origins. This aspect needs further investigation to improve diagnostic accuracy in glioma cases.
· Although the panel shows utility across different microarray and RNA-seq platforms, further validation on a broader range of datasets and platforms would strengthen the findings. The reliance on specific platforms might limit the panel's applicability in some research settings.
The article can be published after minor revision.



