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dao02179.

Books and Book Chapters

1.

Coghlan, A., Stajich, J. E., and Harris, T. W. 2006. Comparative genomics in C. elegans, C. briggsae,
and other Caenorhabditis species. Methods Mol Biol 351:13-29. doi:10.1385/1-59745-151-7:13.

Stajich, J. E. and Dietrich, F. S. 2006. Genomic perspectives on the fungal kingdom. In J. Heitman,
S. G. Filler, J. E. E. J, and A. P. Mitchell, editors, Molecular principles of fungal pathogenesis, pages
657-666. ASM press.

Stajich, J. E. 2007. An introduction to BioPerl. Methods Mol Biol 406:535-548.



Edwards, D., Stajich, J. E., and Hansen, D., editors. 2009. Bioinformatics. Springer, NY.

McKay, S. J., Vergara, I. A., and Stajich, J. E. 2010. Using the Generic Synteny Browser
(GBrowse_syn). Curr Protoc Bioinformatics Chapter 9:Unit9.12. doi:10.1002/0471250953.
bi0912s31.

Fisher, M. C., Stajich, J. E., , and Farrer, R. A. 2012. Emergence of the chytrid fungus Batra-
chochytrium dendrobatidis and global amphibian declines. In D. Sibley, B. Howlett, and J. Heitman,
editors, Evolution of Virulence in Eukaryotic Microbes. Wiley Blackwell.

Grant Support:

Ongoing support
2010-2012 Burroughs Wellcome Fund.

“FungiDB: A Pan Fungal Genome Database”.

2011-2013 Alfred P. Sloan Foundation.

”"MoBe DAC: A data coordinating center for the Sloan Indoor Environment Metagenomic
Project”.

In collaboration with F Meyer (U Chicago/ANL), R Knight (U Colorado), M Sogin (Marine
Biological Lab).

2011-2013 W.M. Keck Foundation.

”New Active Transposable Elements for Mosquito Genetics.”
In collaboration with SR Wessler & P Atkinson (UC Riverside).

2011-2015 National Science Foundation.

“CPGS: Genome-wide impact of mPing transposition on rice phenotypic diversity.”
Co-PI with SR Wessler (UC Riverside); T Brutnell (Boyce Thompson Inst), Q Sun (Cornell).

2011-2012 UC Riverside, Chancellor’s Strategic Investment Funds.

”Coelomomyces Genomics for Mosquito Vector Control”
Co-PI with B Federici, A Ray (UC Riverside)

Invited Seminars and conference presentations (2009-2011)

2011

2010

2009

- Center for Comparative Genomics & Bioinformatics, Penn State University, State College, PA.
- Department of Biology, San Diego State University, San Diego, CA

- Bio-IT Cloud Summit, La Jolla, CA

- Molecular Mycology Course, Marine Biological Lab, Woods Hole, MA

- Mycological Society of America, Fairbanks, AK

- Workshop in Comparative Genomics, Ft Collins, CO

- 8t Internation Cryptococcus and Cryptococcosis Conference, Charleston, SC

- Symbiosis Workshop, Yosemite NP, CA

- 26th Fungal Genetics Conference, Asilomar Conference Center, Pacific Grove, CA.

- University of California-Davis, Department of Plant Pathology, Davis, CA

- National University of Ireland, Maynooth, Department of Biology, Maynooth, Ireland

- Basidiomycete Genomics workshop, Joint Genome Institute User meeting, Walnut Creek, CA
- University of California-Riverside, GGB Seminar Series, Riverside, CA.

- 2010 Neurospora Conference, Asilomar Conference Center, Pacific Grove, CA

- PBoFF Symposium, Texas A & M University, College Station, TX.

- Cellular and Molecular Biology of Fungi, Gordon Research Conference, Holderness, NH.

- Mycological Society of America, Lexington, KY

- 9 International Mycological Congress, Scotland, UK

- University of California-Riverside, Department of Computer Science, Riverside, CA.

- University of California-Los Angeles, MSRI Bioinformatics Series, Los Angeles, CA.

- Comparative Genomics of Eukaryotic Microorganisms, EMBO Conference, San Feliu de Guixols,
Spain.

- University of Idaho, Initative for Bioinformatics and Evolutionary Studies, Moscow, ID.



- Molecular Mycology Course, Marine Biological Lab, Woods Hole, MA.

- Mycological Society of America, Snowbird, UT.

- Eccles Institute, University of Utah, Deptartment of Human Genetics, Salt Lake City, UT.

- Bioinformatics Symposium & Workshop, Oregon State University, Corvallis, OR.

- 25" Fungal Genetics Conference, Asilomar Conference Center, Pacific Grove, CA.

- University of Arizona, Genomics IGERT Program, Tucson, AZ.

- Michigan State University, Pythium Genome Workshop, East Lansing, MI.

- Cornell University, Department of Plant Pathology, Ithaca, NY.

- Graduate Research School in Genomic Ecology, Winter meeting, Lund University, Lund, Sweden.

Service

Editorial B
2010-
2010-
2009-
2007-

Reviewing

oards
Editorial Board, Frontiers in Evolutionary and Genomic Microbiology
Editorial Board, Eukaryotic Cell.
Section Editor for Software, PLoS One.
Academic Editor, PLoS One.

Activity: Academic Journals
Ad hoc reviewer for Applied Environmental Biology, Bioinformatics, BMC Bioinformatics, BMC
Evolutionary Biology, BMC Genomics, Current Biology, Eukaryotic Cell, Fungal Genetics and
Biology, Gene, Genetics, Genome Research, Genome Biology and Evolution, mBio, Molecu-
lar Biology and Evolution, Molecular Plant-Microbe Interactions, Molecular Phylogenetics and
Evolution, Nature Genetics, Nature Communications, Nucleic Acids Research, PLoS Computa-
tional Biology, PLoS Genetics, PLoS One, PLoS Pathogens, Science, and Systematic Biology.

Professional Service

2010-2012
2009-

2009-
2007-2009

2005-2008

2005-
2001-

Councilor for Genetics & Molecular Biology, Mycological Society of America

Advisory Board for Genomic Encyclopedia of Fungi, Joint Genome Institute, US Department
of Energy.

Pan-Fungal Database Steering Committee for Burroughs Welcome Fund.

Scientific advisory board for NSF funded Computer Science Education Revitalization project to
PI Owen Astrachan, Duke University.

Scientific advisory committee for Information Technology and Computing infrastructure for
the National Center for Evolutionary Synthesis (NESCent).

President, Open Bioinformatics Foundation. http://www.open-bio.org/

Co-Project leader, BioPerl. http://www.bioperl.org/

Membership in Professional Societies:

2002-
2004-
2007-
2004-
2007-

International Society for Computational Biology
Society for Molecular Biology and Evolution
American Society for Microbiology

Genetics Society of America

Mycological Society of America

Graduate Student Advising:

2009-
2010-
2010-
2011-

PhD student, Divya Sain. Genetics, Genomics, & Bioinformatics
PhD student, Yi (Zoe) Zhu. Genetics, Genomics, & Bioinformatics
PhD student, Yizhou Wang. Plant Biology

PhD student, Steven Ahrendt. Genetics, Genomics, & Bioinformatics


http://www.open-bio.org/
http://www.bioperl.org/

Postdoctoral Fellows:

2010-2011 John Abramyan, PhD
2011- Sofia Robb, PhD

Visitors:

2010 (Spring) Anastasia Gioti, PhD, Dept of Evolution Biology, Uppsala University, Swedene

2010 (Spring) Suzanne Joneson, PhD, Department of Biology, University of Idaho

2011 (Spring) Anastasia Gioti, PhD, Dept of Evolution Biology, Uppsala University, Sweeden

2011 (Spring) Edgar Medina Tovar, MSc Mycology and Phytopathology Lab, Universidad de Los Andes,
Bogota, Colombia

Teaching:

2010,2012 Bio5C - Introductory Ecology & Evolution

2011 Gen240B - Tools for Bioinformatics and Genome Analysis

2012 MCBL211 - Microbial Ecology

2011 Special topics in Perl programming

2010- Sponsor for summer research students in MARCU, STEM, and CAMP programs at UCR.

Undergraduate Research:

Summer 2010- Jessica De Anda, UCR. STEM grant participant (2010); MARC U STAR student 2010-.
Summer 2010- Annie Nguyen, UCR

Summer 2011- Carlos Rojas Torres, UCR CAMP (2011); Undergraduate researcher (Fall 2011-)
Summer 2011 Ramy Wissa, UCR Pre-MARC student

Summer 2011- Lorena Rivera, UCR Pre-MARC student (2011); Undergraduate researcher (Fall 2011-)
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