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8:30-10:20 E#HEAN: AXE
8:30-9:00 PBrigR. ERL. RRE. HiFS « AREFERIIFRF
X7 hERHEKE Data-driven de novo protein design with neural
(FREK) networks and deep learning
mEte - miEEKRE Reconstructing cell phenotypic transition dynamics from
(FREK) single cell data
10:20-10:30 k&
10:30-12:10 ERA: GkithdE
FiFlE hRpr LB EF  Increasing proteome complexity at RNA level
SRR
' E  fEhRlRFE  BRERZEFRANALSER
PR HINKE Modeling and analyzing cell-cell communication from
single-cell RNA sequencing data
AR K EhfiseRE Imputing dropouts for single-cell RNA sequencing based
on multi-objective optimization
K ERdE HINKE Dissecting transcriptional regulation codes by integrative
analysis of single-cell multiomics data
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YA=ES K= Systems medicine perspectives on digital healthcare
=508 iR EBEF  Detection of positive Darwinian selection associated
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= w BEKRE Bayesian Regression Approach for Polygenic Risk
Prediction
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15:20-17:00 ERFA: PP
HKEC hRBEITEIAR  Predicting functional effect of missense variants using
R graph neural networks and deep sequence language
modelling
ZEWE ARZBKRE Co-VAE: Drug-target binding affinity prediction by co-
regularized variational autoencoders
ickipa E=PNea Prediction of phosphorylation site-specific kinases based
on protein interaction networks
KR E PLLKE o4 B E LB T AR AR e T AV B IR IR
Iy = MEBETRHEA  Deciphering Hierarchical Chromatin Structures and
= Preference of Genomic Positions in Single Mouse

Embryonic Stem Cells
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9:00-10:20 ERFAN: BRiEE
B ZERIKRE Integrative analysis of spatial transcriptomics with

histology images and single cells
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FARAE AL EREEMZE: £ V3.0
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12:10-13:30 k&
13:30-15:10 EHA: REZT
EBXE Adjustment for confounding factors using principal
coordinate analysis

ERKE Detecting prognostic biomarkers of breast cancer by
regularized Cox proportional hazards models

LEAF SEMRREGE SRR EEREAF RPN A

BIXZE Dynamical study of the switch of cell death modes

modulated by RIP1
PR FEY XEFRIXARBIFORSIEIENS]
Bl
15:10-15:20 k2
15:20-17:00 EFAN: TBE
SEBXE Mapping genetic diversity of natural populations towards
precision medicine

PRERIMR IR SER R ERNRREME

Ffr

hRIBTdbIREE  Decoding tissue- and cell-type specificity of human

ZHER complex traits and diseases

AR KE The SWI/SNF chromatin remodeling factor DPF3
regulates metastasis of ccRCC by modulating TGF-f
signaling

FRIFEERBEIY  Hypoxia-induced GLT8D1 promotes glioma stem cell

i maintenance by inhibiting CD133 degradation through N-

linked glycosylation
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EExEXE Deciphering the mechanisms of acute promyelocytic
leukemia by genomic approaches
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