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p Ay 10:00~12:00 13:00~16:00 Assignment
DNA, RNA, proteins Linux (I)
7% 9§ _ FASTA
Sequence alignment Python (I) / BLAST
7 % 12 p  BLAST / Protein structures Linux (II) / Python (II) BLAST
MSA and PSI-BLAST ,
7% 16 p ) . Git / Python (III) GFF
RNA-seq analysis / Read mapping
Quantification / Differential analysis Bowtie2 / Kallisto /
7% 19p , FASTQ
Enrichment test RSEM
7 % 23 p  Clustering and PCA R basics matrix
7% 26 p  Midterm exam Scikit-learn
. . ) DeSeq2 / Heatmap /
7 % 30 p  Classification and regression
GSEA / DAVID
8 » 2 p  Variant calling (Genotyping) GATK / Samtools VCF
8 7 6 P  Haplotyping/ GWAS / Annotation plink / GenEpi
8 7 9 p  ChIP-seq analysis MACS / HOMER BED
8§71 13 Convolution neural networks (CNN) Keras
DeepBind Protein-DNA binding
8 7 16 P Final exam
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