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The aim of this course provides the design, conduct and analysis for
high—dimensional experiment including Next Generation Sequencing (NGS),
Genome—-Wide Association Study (GWAS), microRNA (miRNA) and
Microbiome, Topics to be discussed include the specification of a primary
objective, quality control and pre—processing guidelines, the role of
repeatability & reproducibility studies and the means for their
implementation, the type and assessment of sources of variance, and the
choice of design strategy and design strengthening features,
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106/09/18~
106/09/24

Overview of high—dimensional big data,
bioinformatics, and computational biology

106/09/25~
106/10/01

Overview of high-dimensional big data,
bioinformatics, and computational biology

106/10/02~
106/10/08

Introduction to high—throughput assays, primary
objective, experimental design, sample size estimation,
and power analysis

106/10/09~
106/10/15

Introduction to high—-throughput assays, primary
objective, experimental design, sample size estimation,
and power analysis

106/10/16~
106/10/22

Methods for class discovery, class comparison, class
prediction

106/10/23~
106/10/29

Methods for class discovery, class comparison, class
prediction

106/10/30~
106/11/05

Methods for class discovery, class comparison, class
prediction

106/11/06~
106/11/12

Quality control issues and pre—processing procedures
for DNA-sequencing

106/11/13~
106/11/19

Quality control issues and pre-processing procedures
for DNA-sequencing
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106/11/20~
106/11/26

Quality control issues and pre—processing procedures
for DNA-sequencing
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10/ 11727~

Quality control issues and pre—processing procedures

106/12/08 for RNA-sequencing
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12 106/12/10 Quality control issues and pre-processing procedures
for RNA-sequencing
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13 106/19/17 Quality control issues and pre—processing procedures
for RNA-sequencing
106/12/18~| . .
14| 6 19/94 microRNA (miRNA)
106/12/25~| . .
15| o6/12/31 microRNA (miRNA)
107/01/01~| _ . )
16 107/01/07 Microbiome
107/01/08~| _ . .
17 L07/01/14 Microbiome
107/01/15~ ) )
18 L07/01/21 Special topics
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