20151 A16H(E ) E410:00-11:00
AR ARZEEZIRI1I0ISNE

Genome-wide analysis
of RNA-protein interactions
In regulated transcription
and splicing

Yu Zhou, Ph.D.

Postdoc Fellow

N Prof. Xiang-Dong Fu’s lab
University of California,

San Diego

Next-Generation Seguencing (NGS) has revolutionized  biclogical studies from basic research to
franslational medicine. VWnole-exome seguencing nas discovered mutations in many RNA binding
oroteins (RBPS) that are tightly associated with different diseases. However the functions of RBPs and
the unaerying mechanisms are still largely unknown. In this talk, | will present our works on explornng
the tunctional roles and mechanisms of classical RBFs In gene transcription and alternative spicing
regulation using various NGs technigues. Speciiically, | will first focus on our findings of BB binding-
targets identification across the genome by CLIP-seg and quanttative dstermination  of
splicing Isotorms by BASL-seq.  Using these technigues, we have uncovered the positional rules
of PIB protein in reguiatng splicing and microBNA targeting, and the competition/cooperation
Detween SR proteins In regulated  splicing. Moreover,  with ChlP-seg and GRO-seq, we
recently discovered the function of SRS-2 1N transcriptional pause-release. Lastly, | will introduce our
newly developed DRB releasing assay to measure ol || elongation rates, by which we identified
several potential positve and negative determinants at  different levels Iin the regulation of
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