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Analysis of splicing variant-related polymorphisms by long-read sequencing and
its application to disease research
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i In this study, we performed long-read RNA-sequencing gsin? RNA extracted
from three different brain regions derived from the same sample. With conventional short-read

analysis, it was not possible to analyze the full length of the transcripts at once, and the
isoforms had to be estimated. By accurately identifying isoforms using the long-read method, we
found that more than half of the isoforms expressed in at least two of the three brain regions were
novel isoforms. Using this information, we conducted various analyses and found that genes

expressing different isoforms between brain regions were often involved in the formation of cell
projections.
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Genes with different major isoforms that are
predominantly expressed in different regions
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