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Investigation into psychiatric disorder-associated loci that influence
transcriptional noises in dopaminergic neurons induced from human iPS cells
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Although variation in gene expression among cells (* transcriptional

noise” ) has biological significance, how it is affected by genetic variants and what roles it plays
in disorders remain elusive. This study aimed to explore association between transcriptional noise
and the genetic risk of human psychiatric disorders. Analysis of genotype and single-cell RNA-seq
data of iPS cells (donor N = ~215) determined more than 40,000 transcriptional noise quantitative
trait loci (tnQTLs), which were enriched in cis-regulatory region of gene expression. Some tnQTLs
are deemed as causative to the genetic risk of psychiatric disorders, suggesting that changes of
transcriptional noise play roles in their pathophysiology.
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