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[bookmark: _Toc2]Article summary:
1. Single-cell RNA sequencing was used to analyze the transcriptional profiles of 39,243 cells from patients with new-onset MG and healthy controls.
2. 13 major cell clusters were identified, along with 39 subgroups of cells. B cells, CD4+ T cells, and monocytes exhibited more heterogeneity in MG patients.
3. A disease-relevant subgroup, CD180− B cells, was discovered which is indicative of a high IgG composition and associated with disease activity and the anti-AChR antibody.
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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 is generally reliable and trustworthy as it provides detailed information about the study conducted by researchers to understand the cellular heterogeneity involved in the pathogenesis of MG. The article is well written and provides evidence for its claims through data analysis and results obtained from single-cell RNA sequencing experiments. The authors have also discussed potential limitations of their study such as lack of clinical data for some patients which could have provided further insights into the findings. However, there are no counterarguments presented in the article which could have provided a balanced view on the topic. Additionally, there is no mention of possible risks associated with single-cell RNA sequencing experiments or any other potential biases that may have affected the results obtained from this study.
[bookmark: _Toc5]Topics for further research:
· Clinical data for myasthenia gravis
· Single-cell RNA sequencing risks
· Potential biases in single-cell RNA sequencing
· Cellular heterogeneity in myasthenia gravis
· Pathogenesis of myasthenia gravis
· Limitations of single-cell RNA sequencing experiments
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