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[bookmark: _Toc2]Article summary:
1. This article presents the largest integrative analysis of cutaneous melanoma, with 333 primary and/or metastatic melanomas from 331 patients.
2. It establishes a framework for genomic classification into four subtypes based on the pattern of the most prevalent significantly mutated genes: BRAF, RAS, NF1, and Triple-WT.
3. Multi-dimensional analyses identify immune signatures associated with improved survival, suggesting that prognosis is influenced by tumor stroma immunobiology.
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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 “Genomic Classification of Cutaneous Melanoma” is an informative and comprehensive overview of the landscape of genomic alterations in cutaneous melanomas through DNA, RNA, and protein-based analysis. The authors present a framework for genomic classification into one of four subtypes based on the pattern of the most prevalent significantly mutated genes: mutant BRAF, mutant RAS, mutant NF1, and Triple-WT (wild-type). Additionally, they identify enrichment of KIT mutations and focal amplifications as a feature of the Triple-WT subtype.
The article is well written and provides detailed information about the methods used to analyze the data as well as results from each platform. The authors also provide a patient-centric table summarizing clinicopathological characteristics which can be useful for further research. Furthermore, they provide evidence that suggests that prognosis may be influenced by tumor stroma immunobiology which could lead to more personalized therapeutic decision making in the future.
However, there are some potential biases in this article that should be noted. First, it is important to note that this study was conducted using samples from 14 tissue source sites which may not be representative of all cutaneous melanomas or other skin cancers due to differences in environmental factors such as UV radiation exposure or genetic predisposition among different populations. Additionally, since only two patients had matched primary and metastatic samples available for complete molecular analyses it is difficult to draw conclusions about how genomic alterations may differ between these two types of tumors without further research using larger sample sizes. Finally, while this study provides evidence that immune signatures are associated with improved survival it does not provide any evidence regarding how these signatures can be used to inform therapeutic decision making or if they can be used to predict response to treatment in individual patients which would require further research before any clinical implications can be drawn from these findings.
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· Cutaneous melanoma prognosis
· Cutaneous melanoma immunobiology
· Cutaneous melanoma therapeutic decision making
· Cutaneous melanoma environmental factors
· Cutaneous melanoma genetic predisposition
· Cutaneous melanoma response to treatment
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