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Please find my application attached. Per the seminar, does the fact that my postdoc gave one last year count?

thanks, scott

On Sep 25, 2014, at 12:24 PM, Julie R Simmons <jrs262@uga.edu> wrote:

> Dr. Arnold is here and we are discussing your application with a potential student, so great timing! | have
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presentation. Our calendar is currently full, but we can schedule a special seminar. Once you have presented, the
IOB core faculty will take a vote on your application. | hope that all makes sense. Don't hesitate if you have
questions.

>
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> Julie

> From: Scott Allen Jackson
> Sent: Thursday, September 25, 2014 12:20 PM
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Application for Associate Faculty of the University of Georgia Institute of
Bioinformatics

Name: Scott Jackson
Professional Position: Professor

University or Institute: Center for Applied Genetic Technologies and Institute
for Plant Breeding, Genetics and Genomics

Department: Crop and Soil Sciences
Email: sjackson@uga.edu
Telephone - work: 7065424021 cell:

Mailing Address: 111 Riverbend Rd, Athens, GA 30602

My research is inherently computational as we do a great deal of DNA
sequencing, exploring genome structure, function and evolution, mostly in
plants. My group does everything from de novo genome sequencing to RNA
seq to methylome sequencing to population resequencing and the analysis of
these data sets requires computational tools and resources. Even though we
have been informally participating in I0B, I feel that a more formal
relationship would benefit students and postdocs in my lab as well as to
expose others in the IOB to activities in which we participate. My lab is doing
work on genome annotation, looking at repetitive DNA elements as well as
functional annotation via methylomes and transcriptomes. Since coming to
UGA three years ago, we have contributed hardware that are used by others
across campus for data analysis. In addition to students and postdocs, my lab
has for some time had two full-time computational technicians to support our
activities, one located in Athens and the other in New Mexico. I hope that our
association with the I0B will lead to greater training opportunities for my
students/postdocs and an additional avenue for student recruitment. Please
find CV attached to this application.

Sincerely,

VIR

Scott Jackson





Scott A. Jackson

University of Georgia, Athens, GA

Education
M.S. in Plant Breeding and Plant Genetics, 1996, University of Wisconsin-Madison
Ph.D. in Plant Breeding and Plant Genetics, 1999, University of Wisconsin-Madison

Previous/Current Positions

2013 Program Expert, Division of Biological Infrastructure, National Science
Foundation

2012- Director, Center for Applied Genetic Technologies, Univ. of Georgia
2012- Honorary Professor, Chinese Academy of Agricultural Sciences, Beijing,
China

2011- Professor, Crop Sciences, University of Georgia

2011- Georgia Research Alliance Eminent Scholar, University of Georgia
2011- Adjunct Professor, Purdue University

2010-2011 Program Officer, Division of Biological Infrastructure, National Science
Foundation

2009-2012 Honorary Scientist, Rural Development Administration, Republic of Korea
2008-2011 Professor of Agronomy, Purdue University

2005-2008  Associate Professor of Agronomy, Purdue University

2005-2011 Wickersham Chair of Excellence in Agricultural Research

2003 Consultant, International Rice Research Institute, Los Bands, The
Philippines

2001-2005 Assistant Professor of Agronomy, Purdue University

Awards and Honors

2011 Fellow, American Association for the Advancement of Science

2009 Honorary member, Gamma Sigma Delta—Society of Agriculture, Consumer
Sciences and Veterinary Medicine

2008 Board, Generation Challenge Program

2008 Visiting Professor, University of Perpignan, Perpignan, France.

2008 University Faculty Scholar, Purdue University.

2007, 2009, 2010, 2011 Million dollar club, College of Agriculture, Purdue University
2006 Heyne Lecturer, Kansas State University

2005 Wickersham Chair of Excellence in Agriculture Research, Purdue University
2003, 2006, 2009, 2010 Seeds of Success Award, Purdue University

2002 National Science Foundation, Young Investigator Award

2000 USAID award to attend Rice Genetics 2000 in Philippines

1999 USDA Postdoctoral Fellowship

1996 Potato Association of America, Ph.D. Graduate Research Award
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Chair, International Peanut Genome Initiative.

Chair, Scientific Advisory Board, Genome Canada.
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American Association for the Advancement of Science
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