Figure S Legends

[bookmark: _Hlk111884309]Figure S1 sequence data quality control before transcriptomics analysis. A: Representative imagines showing error rate distribution along sequence data (reads). B: Representative pie graphs showing the classification of raw reads filter. C: Representative imagines showing bases content along sequence reads.
Figure S2 Genome mapping, gene expression distribution and pearson correlation between samples. A: Representative pie graphs showing the percentage of genome regions based on the reads mapping. B: box plot displaying the distribution of gene expression levels in different samples after calculating the expression value (FPKM) of all genes in each sample. C: Pearson correlation between samples according to FPKM value.
Figure S3 The alternative splicing events. Analysis of rMATS software showing differential alternative 3′ splice site (A3SS) event of UBXN11 (A) and skipped exon (SE) events of AHI1 (B), ENTR1 (C), IQCB1 (D), KIAA1191 (E), LCN12 (F), LRR1 (G) and ZNF26 (H) in different samples. RFA test represents the group with iRFA treated patient; RFA Ctrl represents the group without iRFA treated patient.
Figure S4 The frequency of insertion-deletion (INDEL) and single nucleotide polymorphisms (SNP) alterations in various genes. A-B: Impact and region of INDEL. C-E: Impact (C)function (D) and region (E) of SNP
Figure S5 Circos plots of fusion gene events in each sample.
Figure S6 Protein qualitative and sample pepeatability detection. A: Histogram 0f protein identification results showing 2014926 total spectrums, 879371 matched spectrums, 76509 peptides, 72533 unique peptides and 7380 protein groups were identified. B: Boxplot showing the relative standard deviation of protein quantification values between two groups of samples. C: Pearson’s Correlation Coefficient between two samples.
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