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. ) Constructing effective energy function for protein structure
09:05-09:35 . . : . :
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Recent work on cross species data analysis and prediction
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11:00-11:30  |Systematic prediction of regulatory motifs from human ChIP-
sequencing data based on a deep learning framework
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11:30-12:00  MeSHLabeler, DeepMeSH and FullMeSH: Recent progress in|
large-scale MeSH indexing
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14:00-14:30  |scRMD: Imputation for single cell RNA-seq data via robust
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16:00-16:30  |Protein binding site detection and a binding ligand prediction]
method based on pocket similarity
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Integrative biomedical data clustering
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