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Dissecting the role of retroelements and their variations in autoimmune diseases

Kochi, Yuta
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We aimed to clarify the role of retroelements in autoimmune diseases. First,
we catalogued retroelement variations by long-read whole genome sequencing of Japanese B cell lines
(n=27). We also performed Long-read RNA-seq of IFN-a -stimulated B cell lines and generated a

catalog of 163,747 RNAs. Approximately 80% were novel RNAs, some of which were transcribed from
unannotated loci including retroelements. We also identified genetic variations affecting the
expression of these RNAs. We then integrated these data with genome-wide association study data and
comprehensively identified those involved in autoimmune diseases.
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