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[bookmark: _Toc2]Article summary:
1. Spatial transcriptomics sequencing (ST) was used to analyze two portions of HCC specimens and identify intratumor heterogeneity.
2. Specific chemokines, such as CCL15, CCL19, and CCL21, were found to have distinct spatial expression patterns in the tumor immune microenvironment.
3. In vitro and in vivo experiments were conducted to confirm the functional mechanisms of key molecules and assess their potential prognostic and therapeutic values.
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Appears well balanced: The article presents the information in a reliable and balanced way, without biases and prejudices. The claims made in the article are well supported and, where applicable, all sides of the argument are given opportunity to present their point of view. The article appears trustworthy and reliable.
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The article is generally reliable and trustworthy due to its use of multiple methods for data collection, analysis, and validation. The authors used Spatial Transcriptomics Sequencing (ST) to analyze two portions of HCC specimens, which allowed them to identify intratumor heterogeneity. They then applied differentially expressed genes, cell cycle phases, epithelial-mesenchymal features, pseudo-time and immune infiltration analysis to further define the specific immune-related regions. The results were validated by a second analysis on another ST study. In vitro and in vivo experiments were conducted to confirm the functional mechanisms of key molecules such as CCL15, CCL19 and CCL21. Clinical tissue samples were also used to assess their potential prognostic and therapeutic values.
The article does not appear to be biased or one-sided as it presents both sides equally with evidence for each claim made. It does not contain any promotional content or partiality towards any particular point of view or opinion. Possible risks are noted throughout the article when discussing the implications of certain findings or treatments for HCC patients. All claims are supported by evidence from experiments or clinical studies that are referenced throughout the article. There do not appear to be any missing points of consideration or unexplored counterarguments that could affect the conclusions drawn from this research study.
[bookmark: _Toc5]Topics for further research:
· Intratumor heterogeneity
· Differentially expressed genes
· Epithelial-mesenchymal features
· Pseudo-time analysis
· Immune infiltration analysis
· Prognostic and therapeutic values of HCC
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