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[bookmark: _Toc2]Article summary:
1. Pan-cancer tumor profiling has identified recurrent alterations associated with tumor etiology, but interpreting these genetic alterations remains a challenge.
2. Knowledge of clonal evolution can help identify alterations that contribute to tumorigenesis and point to refractory tumor subclones.
3. Current methods for reconstructing clonal evolution from DNA profiles rely on single-cell or bulk tumor cell profiling, but both have their drawbacks.
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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.
[bookmark: _Toc4]Article analysis:
The article is generally reliable and trustworthy in its presentation of the current state of knowledge regarding inferring clonal composition from multiple tumor biopsies. The article provides an overview of the challenges associated with interpreting genetic alterations and the importance of understanding clonal evolution for predicting cancer progression, drug sensitivity, and patient outcome. It also outlines the two main approaches for reconstructing clonal evolution from DNA profiles—single-cell and bulk cell profiling—and their respective advantages and disadvantages. 
The article does not appear to be biased or one-sided in its reporting, as it presents both sides of the issue fairly and objectively. It does not make any unsupported claims or omit any points of consideration; rather, it provides a comprehensive overview of the current state of knowledge on this topic. Additionally, there is no promotional content or partiality present in the article; rather, it is written in an unbiased manner that accurately reflects the current state of research on this topic. Furthermore, possible risks are noted throughout the article; for example, it mentions that errors in frequency estimates can complicate efforts to infer ancestry and reconstruct phylogeny. 
In conclusion, this article is reliable and trustworthy in its presentation of information regarding inferring clonal composition from multiple tumor biopsies; it does not contain any biases or unsupported claims, nor does it omit any points of consideration or evidence for its claims made.
[bookmark: _Toc5]Topics for further research:
· Clonal evolution in cancer
· Single-cell profiling for clonal reconstruction
· Bulk cell profiling for clonal reconstruction
· Estimating clonal frequencies
· Phylogenetic reconstruction of cancer
· Clinical implications of clonal composition
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