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The analysis of post-transcriptional regulation for metabolism

Yoshiaki, Ito

3,000,000
RNA FGF21 PGC-1
a ZF-1 ZF-1
ZF-1
3 -UTR 5000 CDNA
ZF-1 ZF-1
ZF-1 ZF-1 RNA
ZF-1 FGF21 PGC-1a
ZF-1 1

High throughput screening using RNA-binding protein (RBP) gene library
including 1,200 RBP genes and reporter vectors in which the luciferase gene included 3"UTRs of FGF21
and PGC-1a 1in its 3"UTR was performed, and identified ZF-1 as a positive regulator of both FGF21
and PGC-1a reporters. ZF-1 knockout mice gained less weight than wild-type mice on high-fat diet
model. In addition, we developed reporter library system, which is a target screening system for
post-transcriptional regulators using reporter library in which included about 5,000 full-length

cDNA in the 3"UTR. This system identified that ZF-1 promotes the inflammatory cytokines.
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