InferCNV Analysis
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inferCNV (Version 1.3.3, https://github.com/broadinstitute/inferCNV)[1][2] was used to identify evidence for somatic large-scale chromosomal copy number alterations (CNVs) in the 分析细胞类型 compared to the 参考细胞类型. This was achieved by analyzing the expression intensity of genes across genomic positions in the tumor genome, compared to a set of reference 'normal' cells. By default, genes were filtered using a minimum mean count of 基因最小平均表达量 across cells. CNV events were then predicted, and cells were clustered based on their CNV profiles. The final CNV heatmap was visualized to reveal distinct tumor subclones or abnormal cell populations.
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