2020 2021

Identification of a novel causative gene for genetic amyotrophic lateral
sclerosis
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We performed genetic analysis using long-read sequencer for two familial
amyotrophic lateral sclerosis (ALS) and identified a novel causative gene of ALS. Genetic screening
revealed that another two families and two sporadic cases had the variants. Using long-read
sequencing, we determined the sequence of repeat. DNA methylation analysis showed no changes of DNA
methylation around the repeat.
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