©
2020 2022

SLE B FAM167A

Investigation of metabolic regulation and role of FAM167A in SLE B cells using
trans-omics analysis
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This study started to elucidate the function of FAM167A, a GWAS SNP for SLE,
which has relatively specific expression and eQTL effects in B cells, but whose function is
unknown. To elucidate the metabolic regulation in B cells under such a condition that this molecule
is assumed to be involved, basic data acquisition was performed to acquire time-series omics data
using B cell lines. Through analysis on metabolic status using oxidative phosphorylation as an
index, metabolomics revealed that metabolic regulation occurred and some amino acids, that were

identified by the applicants and suggested to be important for differentiation of antibody-producing
cells, fluctuated several hours after stimulation.
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