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18] BEER
08:30 ~08:40 FRR
08:40 ~09:40  EFEIRE 1 (EFFA: EF#)
08:40 ~ 09:10 BE (PRIBERS A BERFHRF)
Disome-seq reveals inevitable ribosome collisions during translation
00:10 - 0940 | TR CRRBELHPEEA) -
6mA-mediated regulation in maternal-to-zygotic transition
09:40 ~10:00 &FIREK
10:00 ~11:30  ERERE 2 (EFA: $HO0E)
000 1030 | 8 GLRAFEZR) |
Proteome-scale analysis of phase-separated proteins
10:30 ~ 11:00 B8R (BEXFE)
Inference of cancer-driving IncRNAs and RBPs by multi-omics data mining
ZE# (UNC Chapel Hill)
11:00 ~ 11:30 | Full-spectrum copy number variation detection: from bulk to single-cell
sequencing
11:30 ~13:30  FRFRK (2
13:30~15:00  FEEIRE 3 (EFA: FH)
13:30 ~ 14:00 Eﬁjj (%ﬂéj{,ﬁ) . .. . .
Positive selection drives GC-bias in non-allelice gene conversion
14:00 ~ 14:30 AR (:'Eﬁij(?ﬁ)_
Two straws make a diamond: how to find a good subset of features
Z8R (University of Calgary)
14:30 ~15:00 | In silico inference of single-molecule level haplotypes from bulk sequencing
data
15:00 ~15:15  ZKER
15:15~16:15  F/EIRE 4 (EFeA: R/
ZFJE (Children's National Medical Center, George Washington Univ.)
15:15 ~ 15:45 | Identification of functional coding and non-coding elements using CRISPR
screens
A (EERHRKRE)
15:45 ~16:15 | SynLethDB: integration of data and knowledge about synthetic lethality for

anticancer drug discovery

16:15~17:30  PI 35T

18:00 ~20:00 MEE CELEXRFIBHET)




