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In this study, we performed RNA-sequences, CAGE-sequences and NET-CAGE
sequences on lymphoblastoid cells (LCL) from East Asians, Europeans and Africans. In particular,
CAGE-sequences were performed in depth and more than 100000 enhancers were identified. The enhancers

showed reasonable overlap with the DNase hypersensitivity site (DHS) and, when combined with the
results of genome-wide association study results (GWAS), enriched heritability for diseases and
traits in which autoimmune diseases and B cells play a major role in pathogenesis.

Furthermore, in combination with genetic polymorphisms, more than 10 000 enhancers regulated by
genetic polymorphisms were identified. Population-specific analyses were also carried out for
polymorphisms controlling enhancers.
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