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Treg E-1d Regulome

Analyisis of regulome through E/Id protein axis in Treg cells

Kazuko, Miyazaki
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The analysis of gene expression profiles and open chromatin regions in
1d2/1d3-deficient Treg cells demonstrated that a set of effector molecules in effector Treg (eTreg)
cells could be regulated by E-1d3 protein axis. Then, we examined the chromatin interactions in
CXCR5 gene locus, which was one of the activation-related genes in eTreg cells and could be the
direct target of E2A. From the result of Hi-C analysis that CXCR5 gene resided in the permissive “
A" compartment in resting cells, we conclude that Id-proteins possibly function as a gatekeeper of
eTreg cell differentiation.

In addition, we proved that 1d2 and Id3 expression in Treg cells plays an important role in the
suppression of systemic inflammation not only in childhood but also in adulthood, which was revealed

by the analysis of 1d2-/1d3-flox Foxp3Cre/DTR mouse line.
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