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rMATS(Version 4.1.2)[1] integrates statistical algorithms and splicing event quantification methods to comprehensively analyze intergroup alternative splicing events in RNA-seq bam files of processed 比较细胞群 in conjunction with the corresponding genome annotation files. During the analysis, it first identifies and counts multiple alternative splicing events, such as skipped exon (SE), alternative 5' splice site (A5SS), alternative 3' splice site (A3SS), variable mutually exclusive exon (MXE), and retained intron (RI), and then calculates the splicing differences between the two groups by using a complex statistical model. Significantly different alternative splicing events were screened based on the significance of difference PValue or FDR value in the obtained results.
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