FAHONG (Frank), YU
7089 SW 35™ Ave, Gainesville, FL 32608
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EDUCATION
Ph. D. 2002 Department of Biology, University of Florida, Gainesville, FL.
Master of Science 2001 Computer Information Science and Engineering, Database Systems R&D Center,
University of Florida, Gainesville, FL
Master of Science 1992 Kunming Institute of Zoology, the Chinese Academy of Sciences, Kunming, China
Bachelor of Science 1988 Northwest Normal University, Lanzhou, China.

WORKING EXPERIENCE

2021 - present Scientist ICBR, University of Florida, Gainesville, FL

2013 - 2020 Associate Scientist ICBR, University of Florida, Gainesville, FL

2009 - 2014 Interim scientific director of bioinformatics core, ICBR, University of Florida, Gainesville, FL

2004 - 2012 Assistant Scientist ICBR, University of Florida, Gainesville, FL

2002 - 2004 Postdoc Associate Department of Biochemistry and Molecular Biology, University of Florida,
Gainesville, FL

1996 — 2002 Research and Teaching Assistant Department of Zoology and Department of Computer
Information Science and Engineering, University of Florida, Gainesville, FL

1988 — 1996 Research Assistant Kunming Institute of Zoology, China.

TECHNICAL SKILLS

Familiar with most common bioinformatics and genomics databases and tools for data acquired from different

sequencing platforms (Sanger, 454, SoLiD, Illumina, PacBio, NanoPore)

e Molecular skills: PCR, TA-Cloning, RFPL, Microsatellite, Microarray

e Bioinformatics: ChiP-seq (MACS, Cisgenome, PeakRanger), RNA-seq (Tophat, cufflinks, DESeq2, Star,
Bowtiel/2, R-based stat packages), genome assembly & annotation (Spade, Trinity, Augustus, Soap, Abyss,
Trinitotate), metagenomics (Canu, Flair, Rattle, metaFlye, metaQuast, MetaWrap, DADA2, QIIME2,
checkM, etc)

o Biostatistical analysis: SAS, SPSS, R

e Database: GenBank, dbSNP, NCBI/JGI/Ensembl databases, Oracle, MS SQL server, MS excel

e Operating Systems: UNIX (SunOS & Solaris), Windows, DOS, Redhat Linux

e Programming skills: Java, Java Swing, Java Applets/Servlets, JSP (J2EE), JDBC, C/C++, SQL, Perl, XML,
HTML, JavaScript

ACADEMIC MEMBERSHIP
American Society of Mammalogists
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PUBLICATIONS
Here are the major publications associated with the bioinformatics work at ICBR. The whole list (90

publications) depends on request.
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