STAR-Fusion Analysis
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STAR-Fusion(Version 1.13.0)[1][2] was used to identify candidate fusion transcripts supported by Illumina reads. The pipeline mapped sequencing reads to annotated exons while systematically filtering artifacts, including exclusion of alignments in similar regions and removal of duplicate reads. We applied such selection criteria, retaining only fusion events supported by ≥10 junction reads and detected in ≥2 cells based on barcode matching. The fusion cell percent was calculated as the number of cells with detected fusion divided by the total number of cells.
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