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p 10:00~12:00 13:30~16:30 Video (18 hours)
Introduction Linux + docker + git Lecture 1: Genomics Basics
17 Linux + shell (HW1) Lecture 2: Sequence Alignment
Lecture 3: BLAST
Lecture 6: NGS
" Python basics more Python (HW2) Lecture 7: Read mapping .
" 14 p (Conda + Jupyter) (numpy + pandas) Lecture 8: RNA-seq analysis
Lecture 9: Differential analysis
Lecture 10: Functional analysis
Lecture 11: Clustering
BLAST . Lecture 12: Classification
P2l R NTU Galaxy RNA-seq analysis (HW3) Lecture 19: CNN
Lecture 20: ML/DL for GRN
Clustering Classification Lecture 14: Variant calling
28 P scRNA-seq + UMAP CNN (HW4) Lecture 15: Genomic Medicine
(argparse) (PyTorch + Keras) Lecture 16: Variant annotation
. Midterm exam GWAS . Lecture 17: Epigenomics
4P WGS: variant calling  Polygenic risk scores Lecture 18: P-DNA binding
and annotation (HWS) '
ChIP-seq analysis . Lecture 5:MSA .
" 117 DeepBind + antoML MSA + Protein structure ~ Lecture 4: Protein structure
pBind + auto . L . .
(ezGeno) prediction (HW6) Lecture 4.1: Protein structure

prediction
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