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Daniel Ramsköld, Ersen Kavak, and Rickard Sandberg

18 Analyzing ChIP-seq Data: Preprocessing, Normalization,
Differential Identification, and Binding Pattern Characterization . . . . . . . . . . . . . . . 275
Cenny Taslim, Kun Huang, Tim Huang, and Shili Lin

19 Identifying Differential Histone Modification Sites from ChIP‐seq Data . . . . . . . . . 293
Han Xu and Wing-Kin Sung

20 ChIP-Seq Data Analysis: Identification of Protein–DNA Binding
Sites with SISSRs Peak-Finder. . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 305
Leelavati Narlikar and Raja Jothi

21 Using ChIPMotifs for De Novo Motif Discovery of OCT4
and ZNF263 Based on ChIP-Based High-Throughput Experiments . . . . . . . . . . . . 323
Brian A. Kennedy, Xun Lan, Tim H.-M. Huang,
Peggy J. Farnham, and Victor X. Jin

PART V EMERGING APPLICATIONS OF MICROARRAY AND

NEXT GENERATION SEQUENCING

22 Hidden Markov Models for Controlling False Discovery Rate
in Genome-Wide Association Analysis . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 337
Zhi Wei

23 Employing Gene Set Top Scoring Pairs to Identify Deregulated
Pathway-Signatures in Dilated Cardiomyopathy from Integrated
Microarray Gene Expression Data. . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 345
Aik Choon Tan

x Contents



24 JAMIE: A Software Tool for Jointly Analyzing Multiple
ChIP-chip Experiments . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 363
Hao Wu and Hongkai Ji

25 Epigenetic Analysis: ChIP-chip and ChIP-seq. . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 377
Matteo Pellegrini and Roberto Ferrari

26 BiNGS!SL-seq: A Bioinformatics Pipeline for the Analysis
and Interpretation of Deep Sequencing Genome-Wide
Synthetic Lethal Screen . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 389
Jihye Kim and Aik Choon Tan

Index . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 399

Contents xi



http://www.springer.com/978-1-61779-399-8




