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Hi Karolina, | didn't receive anything with an attachment. You may want to send again.
Per your questions below, see responses below.

-scott

On Aug 18, 2014, at 5:17 PM, Karolina Susek <igr095@man.poznan.pl> wrote:

Dear Scaott,

I’'m not sure you received previous email with attachment. If not, please let me know.

We need to establish clear rules of collaboration within this project proposal. We
would like you to help us with the analyses focused on comparative genomics (WP1
Task 1.2, ‘Functional characterisation of expressed gene sequences’); this a huge
part of research focus on comparative bioinforamtic analyses.

1. Itwould be great if these part could be conducted at your lab (at the beginning,
for 3-4 months, or more if it is needed) — could me or someone else visit your lab?
Then we transfer some analyses to our lab and then continue work with your
assistance.

Absolutely, no problem.

2. Don't you mind to collaborate with Matt Nelson? For example in the
bioinformatic yield?

No problem at all.

3.  We need to present our partner’s experience; could you send me your CV,
please?

see attached.

4.  We have prepared the ‘Work plan’ and ‘Species list’ so far. | would like to kindly
ask you to comment other parts of project proposal that we will prepare. | appreciate
all your comments and suggestions about this project.

Happy to comment but I don't have these documents yet.
scott
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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-           	Eminent Scholar, University of Georgia

2011-           	Adjunct Professor, Purdue University  

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

2008-2011   	Professor of Agronomy, Purdue University

2005-2008   	Associate Professor of Agronomy, Purdue University

2001-2005   	Assistant Professor of Agronomy, Purdue University

2005-2011   	Wickersham Chair of Excellence in Agricultural Research

2009-2012   	Honorary Scientist, Rural Development Administration, Republic of Korea

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

 

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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2013-   Assoc. Editor, Molecular Plant

2007-2012   	Assoc. Editor, The Plant Genome

2007-2012   Assoc. Editor, BMC Plant Biology

2010-   Assoc. Editor, Rice

2013-   Advisory Board, USAID Feed the Future Innovation Lab Common Bean

2012-   Advisory Board, USAID Pigeonpea genomics

2012-   Assoc. Editor, Crop Journal

2011-   Assoc. Editor, Genes, Genetics and Genomes.

2010- 2014  Scientific Advisor, Generation Challenge Program

2012-2015   Scientific Advisory Board, Plant Science Institute, Iowa State Univ.

2011-   Chair, International Peanut Genome Initiative.

2009-   Chair, Scientific Advisory Board, Genome Canada.

2007-20087 	Chair, International Soybean Genome Consortium
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American Association for the Advancement of Science

American Society of Plant Biologists

Genetics Society of America
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Best regards,
Karolina

Cytowanie Scott Allen Jackson <sjackson@uga.edu>:
No problem. Look forward to seeing them. Scott
Sent from my iPhone

On Aug 13, 2014, at 5:14 PM, "Karolina Susek"
<igr095@man.poznan.pl> wrote:

Hi Scott,
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