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1. This study assessed the impact of nine recurrently mutated genes (BIRC3, EGR2, MYD88, NFKBIE, NOTCH1, POT1, SF3B1, TP53, and XPO1) in pre-treatment samples from 4580 patients with CLL.
2. Mutations were detected in 1588 (34.7%) patients at frequencies ranging from 2.3–9.8% with mutations in NOTCH1 being the most frequent. 
3. In multivariate analysis of Binet stage A patients, performed separately for immunoglobulin heavy variable (IGHV) gene somatic hypermutation (SHM)-mutated and unmutated CLL (U-CLL), a different spectrum of gene alterations independently predicted short time-to-first-treatment (TTFT).
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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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This article is a comprehensive study that assesses the prognostic impact of nine recurrently mutated genes in chronic lymphocytic leukemia (CLL). The authors have used time-to-first-treatment as the primary end point to evaluate the impact of these mutations on patient outcomes. The results show that mutations in all genes except MYD88 are associated with a significantly shorter TTFT. Furthermore, when analyzing Binet stage A patients separately for immunoglobulin heavy variable gene somatic hypermutation status, a different spectrum of gene alterations was found to independently predict short TTFT within the two subgroups. 
The article is well written and provides an extensive overview of the research conducted by ERIC in HARMONY on CLL prognosis based on recurrent gene mutations and their relation to immunoglobulin heavy variable gene somatic hypermutation status. The authors have provided detailed information about their methods and results which makes it easy to understand their findings and conclusions. Additionally, they have discussed potential implications for stratified management based on their results which adds value to this research paper. 
The article does not appear to be biased or one sided as it presents both sides equally and provides evidence for its claims made throughout the paper. It also does not contain any promotional content or partiality towards any particular viewpoint or opinion which makes it reliable and trustworthy source of information regarding CLL prognosis based on recurrent gene mutations and their relation to immunoglobulin heavy variable gene somatic hypermutation status.
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· CLL prognosis 
· Recurrent gene mutations 
· Immunoglobulin heavy variable gene somatic hypermutation 
· Time-to-first-treatment 
· Stratified management of CLL 
· Prognostic impact of gene mutations
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