Curriculum Vitae

A. Basic Information

NAME, SURNAME (EMAIL) CURRENT POSITION BIRTH INFOMATION
Research Scientist, 22/04/1979
Genome Ipformahon Male, Age: 35, Hong Kong
Analysis Team,
Chung-Chau, HON Division of Genomic HOMEPAGE
chungchau.hon@riken.jp Technology,
RIKEN Center for Life
Science Technologies, http://genomebytes.wordpress.com/
Yokohama, Japan

EDUCATION and TRANING

Institution (Location) Degree / Position Year Subject
Molecular Biotechnology, General
The University of Hong Kong . Bioinformatics
(Hong Kong) Bachelor of Science 1998-2001 Supervisor: Prof. Frederick Chi-Ching Leun
g g

fcleung@hkucc.hku.hk

Molecular Virology

The University of Hong Kong Master of Philosophy 2001-2003 Supervisor: Prof. Frederick Chi-Ching Leung

(Hong Kong) fcleung@hkucc.hku.hk
IBM Massively parallel molecular dynamics
. . Computational simulations
Compy;aéxr;?(lfkloi?sgi)c enter biologist (Intern) 2005 Supervisor: Dr. Ruhong Zhou

ruhongz(@us.ibm.com

Population Genetics of Viruses
Doctor of Philosophy 2003-2008 Supervisor: Prof. Frederick Chi-Ching Leung
fcleung@hkucc.hku.hk

The University of Hong Kong
(Hong Kong)

EXPERTISE by TOPICS (Duration)

* Genomics and transcriptomics of protozoan parasites (3 years);

* Designing and analyzing RNA-Seq experiments (3 years);

* Gene regulation by small RNA and long non-coding RNA in protozoan parasites (2 years);
¢ Comparative genomics of closely related species (3 years);

* Gene expression analyses using microarray and RNA-Seq (5 years);

* Phylogenetics and population genetics of viruses (8 years);

* Origins of emerging viral diseases (8 years);

* Massively parallel molecular dynamics simulations (1 year);

EXPERTISE by TECHNIQUES (Level)

* Development of custom scripts for analyses of next generation sequencing data (proficient);

* Genome-wide mapping of transcription start sites and polyadenylation sites of Pol II transcripts (proficient);
* Discovery of cis-regulatory motifs for transcription initiation and polyadenylation (semi-proficient);

* Revision of gene models and annotation of antisense transcripts using RNA-Seq (proficient);

* Annotation of alternative splicing transcript isoforms using RNA-Seq (proficient);

* Characterization of endogenous small RNA populations using RNA-Seq (proficient);

* Differential expression and functional enrichment analyses based on next generation sequencing data (semi-proficient);
* Weighted gene correlation network analyses using microarray expression data (semi-proficient);

* Identification of orthological and syntenic genes between closely related species (proficient);

* Application of Bayesian, parsimony and likelihood methods in population genetics (semi-proficient);

* Large scale genotyping of viruses (proficient);




B. Postdoctoral Employment

I. Research Scientist,

Genome Information Analysis Team, Division of Genomic Technology,

RIKEN Center for Life Science Technologies (Yokohama, Japan) 2014-Now
* Topic: long non-coding RNA

* Supervisor: Dr Alistair Forrest; email: forrest@gsc.riken.jp

I1. Senior Postdoctoral Fellow,

Cellular Biology of Parasitism Unit & Transcriptome and Epigenome Platform of Genopole

Institute of Pasteur (Paris) 2011-2014

* Topic: Application of Next Generation Sequencing on Comparative genomics and Transcriptomics of Entamoeba;
* Supervisor: Dr Nancy Guillen; email: nguillen@pasteur.fr

I11. Postdoctoral Fellow,

Cellular Biology of Parasitism Unit,

Institute of Pasteur (Paris) 2008-2011
* Topic: Genomics of Entamoeba;

* Supervisor: Dr Nancy Guillen; email: nguillen@pasteur.fr

C. Competitive External Funds

I. Agence Nationale Recherche Genomic Grant 2010 2010-2013
* Title: Understating the Pathogenicity of Entamoeba Using Comparative Transcriptomics and Phylogenomics

* Amount: €641,744 (US$869,258), in total for 3 years;

* Role: Proposal writing, project management, corresponding author, high throughput sequencing data analysis

D. SKkill Sets

I. Computational Skills (Level)

* Perl scripting (proficient);

* Unix command line, system maintenance and software compiling and installation (proficient);
* Shell scripting (semi-proficient);

* Python scripting (amateur);

II. Next Generation Sequencing Data Analysis SKills (Level)

* Basic read data mapping using bowtie, tophat, eXpress, SOAP etc (proficient);

* Basic read data format handling using samtools, picard, bamtools, fastqc etc (proficient);

* Discovery of transcription start sites and polyadenylation sites using custom scripts (proficient);

* Transcriptome assembly using cufflinks and custom scripts (proficient);

* Genome-wide discovery of cis-regulatory motifs using MEME suite and custom scripts (proficient);
* Annotation of long non-coding and antisense transcripts using custom scripts (proficient);

II1. Gene Expression Data and System Biology Analysis SKills (Level)

* Differential expression analyses using DESeq, Cuffdiff, EdgeR etc (proficient);

* Functional enrichment analyses using GSEA, GOSeq, FUNC_hyper, etc (proficient);

* Gene co-expression network analyses using WGCNA, Cytoscape and custom scripts (semi-proficient);

IV. Comparative Genomic Analysis SKills (Level)

* Identification of orthological genes using orthoMCL and inparaneid (proficient);

* Identification of syntenic genes using DAGChainer etc (semi-proficient);

* Genome-wide protein family clustering and classification using spectral clustering (SCPS) (proficient);

V. Phylogenetic and Population Genetics Analysis Skills (Level)

* Bayesian based molecular clock and coalescent analyses using BEAST (proficient);

* Likelihood based selection pressure analyses using PAML and HyPhy (semi-proficient);

¢ Large scale phylogeny reconstruction using PAML, PAUP*, mrBayes, BEAST etc (proficient);




D. Publications

(Abstracts can be found at http://genomebytes.wordpress.com/publications/)
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author).
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F. S., Billmyre, Brunel, F, Bahn Y.-S., Chen, W., Chen, Y., Chow E. W. L., Coppée, J.Y., Floyd-Averette, A.,
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analysis of uropods in the pathogen Entamoeba histolytica. PLoS Negl Trop Dis, 5, e1002.
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