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Introduction Results
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Validation G L,-“’ Figure 3. Novel transcription start site (TSS) and isoform diversity of SIc26a4 and validation of the novel
‘g” short isoform. (A) A novel 5’UTR preceding exon 11 is shown and is highlighted in the yellow rectangles. (B)
4 g i i's Single cells Long-read scRNA-seq confirms the presence of the novel exon. (C) A 5’-UTR sequence without the presence
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Figure 1. Overall procedures. (A) Schematic diagram of single-cell RNA-seq procedures. (B) Stria * Single-cell RNA-sequencing characterizes intermediate, spindle, and marginal cell of the cochlear stria
Vascularis (SV) dissection. (B1) The temporal bone is removed and opened. (B2-B3) The cochlea is dissected vascularis by transcriptome profiling. Acknowledeements
and the lateral wall (LW) isolated. (C) Representative isolated single cells from SV. (D) lllumina Short-read * Nanopore long-read RNA-sequencing identified a novel isoform in the Sic26a4-expressing cells. g
Single-cell RNA-seq. (E) Oxford Nanopore Long-read Single-cell RNA-seq. mRNA expression of the unrecognized transcription start site (TSS) of SIc26a4 was validated using RT-PCR.
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(F) Bioinformatics analysis. * Protein expression of the novel short isoform was confirmed using immunostaining experiments.





