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[bookmark: _Toc2]Article summary:
1. This study evaluated the correlation and concordance between RNA-Seq and digital multiplexed gene expression technologies in a series of triple negative breast cancer patients.
2. The PAM50 assay was performed on both platforms, and subtype assignment was based on the nearest centroid classification.
3. The Spearman correlation to each of the centroids and the risk of recurrence were above 0.89 in both platforms, while 82% of the individual PAM50 genes showed a correlation coefficient > 0.80.
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May be slightly imbalanced: The article presents the information in a generally reliable way, but there are minor points of consideration that could be explored further or claims that are not fully backed by appropriate evidence. Some perspectives may also be omitted, and you are encouraged to use the research topics section to explore the topic further.
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This article is generally reliable and trustworthy, as it provides detailed information about the research conducted, including methods used, results obtained, and conclusions drawn from those results. The authors have also provided sufficient evidence to support their claims, such as data from 96 patients recruited in a multicenter trial and correlations between different variables measured by both platforms. Furthermore, they have discussed potential limitations of their study such as discordances between platforms that could have reduced clinical implications in terms of prognosis. 
However, there are some points that could be improved upon in order to make this article more reliable and trustworthy. For example, there is no discussion about possible sources of bias or errors that may have affected the results obtained from either platform; this could be addressed by providing more detail about how samples were collected and processed prior to analysis. Additionally, there is no mention of any counterarguments or alternative explanations for the findings presented; this could be addressed by providing more detail about other studies that have been conducted on similar topics or exploring potential confounding factors that may have impacted the results obtained from either platform. Finally, there is no discussion about possible risks associated with using either platform; this could be addressed by providing more detail about potential safety concerns related to using either technology for gene expression analysis in clinical practice.
[bookmark: _Toc5]Topics for further research:
· Sources of bias in gene expression analysis
· Confounding factors in gene expression analysis
· Safety concerns related to gene expression analysis
· Multicenter trial methodology
· Counterarguments to gene expression analysis
· Alternative explanations for gene expression analysis results
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