[bookmark: _Toc1]Article information:
Unifying cancer and normal RNA sequencing data from different sources | Scientific Datahttps://www.nature.com/articles/sdata201861
[bookmark: _Toc2]Article summary:
1. The Cancer Genome Atlas (TCGA) and the Genotype Tissue Expression (GTEx) project have generated a wealth of RNA-seq data, but integrating these data across studies is challenging due to differences in sample handling and processing.
2. A pipeline has been developed to process and unify RNA-seq data from different studies, removing batch effects by uniformly reprocessing raw sequencing reads.
3. The data generated using this pipeline is available on figshare, with gene expression levels calculated from the FPKM in RSEM’s output being quantile normalized and corrected for batch effects.
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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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The article “Unifying cancer and normal RNA sequencing data from different sources” provides an overview of a pipeline developed to process and unify RNA-seq data from different studies, removing batch effects by uniformly reprocessing raw sequencing reads. The article is well written and provides a detailed description of the methods used in the pipeline as well as technical validation results that demonstrate its effectiveness in correcting for study-specific batch effects.
However, there are some potential biases that should be noted when evaluating the trustworthiness and reliability of this article. First, the authors do not provide any evidence or discussion regarding possible risks associated with their approach, such as potential errors introduced by realignment or quantification tools used in their pipeline. Second, while they discuss how their approach can be used to compare expression levels between TCGA tumors and GTEx normal samples, they do not explore any counterarguments or alternative approaches that could be used for this purpose. Third, while they provide technical validation results demonstrating the effectiveness of their approach in correcting for study-specific batch effects, they do not provide any evidence or discussion regarding how well it performs on other tissues or datasets beyond those discussed in the article. Finally, while they provide access to the data generated using their pipeline on figshare, they do not provide any information about how this data can be accessed or used by other researchers.
In conclusion, while this article provides a detailed description of a pipeline developed to process and unify RNA-seq data from different studies, there are some potential biases that should be noted when evaluating its trustworthiness and reliability.
[bookmark: _Toc5]Topics for further research:
· Batch effect correction methods
· Alternative approaches for comparing expression levels between TCGA tumors and GTEx normal samples
· Performance of batch effect correction on other tissues or datasets
· Potential errors introduced by realignment or quantification tools
· Accessing and using data generated by the pipeline
· Technical validation results for batch effect correction
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