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Here you go. Good luck.
scott

On Jun 25, 2014, at 7:27 AM, bala pudota <bala.pudota@gmail.com> wrote:

Hello Scott,
Good Morning.
How are you doing? Hope you received my Green Card draft letter. Please review

and could you send me your signed draft along with your CV when you get a
chance. Let me know if you need any further information from me on this.

Thanks so much,

Best Regards,

Bala

On Mon, Jun 16, 2014 at 5:48 PM, bala pudota <bala.pudota@gmail.com> wrote:
Hello Scott,

How are you doing? Please see attached a draft of my Green card letter. | am
also sending a copy of my recent CV for your review if needed. Please review,
add your edits and send me your signed copy of the letter by email directly to
me. Also please send me a copy of your CV along with your signed letter by
email. Please let me know if you have any questions or if you need any more
information.

Thanks very much,
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United States Citizenship and Immigration Service
Department of Homeland Security
Regional Service Center

To Whom It May Concern:

It is with great pleasure that I lend my support to Dr. Pudota in his request for a Citizenship and
Immigration services classification that requires its beneficiaries are recognized internationally
as Outstanding Researchers. I am convinced that Dr. Pudota deserves this highly restrictive
classification, because of his exceptional research work and accomplishments in the field of plant
genetics and plant biotechnology. Let me first state that I never worked with nor collaborated
with Dr. Pudota and my assessment is based only by his scientific contributions reflected by his
extensive publications and presentations.

I am an the director of the Center for Applied Genetic Technologies at the University of Georgia
in Athens, GA and the Georgia Research Alliance Eminent Scholar and Professor of Crop
Genomics. I serve on several editorial boards including ‘Molecular Plant’, ‘Genes, Genetics &
Genomics’, as well as several other journals. I am a member of several societies including
American Association for Advancement of Science (AAAS), and American Society of Plant
Biologists (ASPB) and have been elected as Fellow of the AAAS. I have authored and
coauthored over 100 publications in the journal in addition to book chapters and edited special
issues. I have organized and chaired several national and international meetings and serve in an
advisory capacity to projects funded by the Bill and Melinda Gates Foundation and the Canadian
government. For further information about my career, please see the attached CV.

With his strong plant molecular biology and plant genetics skills and creativity, Dr. Pudota has
made significant impact in the areas of crop improvement for potato, Soybean and Brassicas.
Most significantly, Dr. Pudota undertook a pioneering RNAi-based gene silencing approach in
potato and discovered the molecular mechanism responsible for resistance to “cold-induced
sweetening”. Potato tubers must be stored at a low temperature (five to 10 °C) to prevent
sprouting, reduce respiration and minimize disease loss. However, cold storage triggers the
conversion of starch to glucose and fructose, a phenomenon known as cold-induced

sweetening. Potato chips and french fries produced from cold-stored potatoes with elevated
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amounts of sugars are unacceptably brown- or black-colored and bitter tasting and may have
elevated levels of acrylamide, a potential carcinogen. The biochemical and molecular
mechanisms of cold sweetening have been studied extensively, and it has been documented that
the vacuolar invertases, which convert sucrose to glucose and fructose in potato tubers, may
play a key role in cold sweetening. Yet our understanding of how this biochemical process is
controlled remains limited. It was believed to be an extremely complex quantitative genetic
trait and potato breeders have made only limited progress toward improving it. No
commercially acceptable potato varieties that can be processed directly from four to five °C
cold storage have been developed. Dr. Pudota in his research developed a simple & novel
method of modifying potato plants to control Cold Sweetening. He used RNA interference
(RNA1)-based approach to silence the potato vacuolar invertase gene and found a direct
correlation between the lightness of the chip color and the amount of invertase gene
transcripts. By blocking the vacuolar invertase gene, he was able to produce potatoes that
could be processed directly out of cold storage. Potato chips processed from the vacuolar
invertase gene silenced lines also contain significantly reduced levels of acrylamide. A patent
has been awarded for this discovery and Dr. Pudota is the first inventor on the patent
application. The applications of this invention include production of potato chips, french fries
and other fried foods from cold-stored potatoes. The key benefits and novel findings of Dr.
Pudota’s cold sweetening research include (a) Provides a simple method for controlling
cold sweetening (b) Results in commercially acceptable fried potato products (c) Silencing
the vacuolar invertase gene did not affect growth, yield, specific gravity or tuber
morphology (d) Reduces acrylamide levels in fried potato products and (e) Applicable to
sweet potato, yam and Cassava products as well.

Dr. Pudota’s research work is outstanding by any standards. His work spans across various
disciplines including genetics, genomics, biotechnology, molecular biology, plant disease
resistance, plant genetics and breeding. It is important to point that Dr. Pudota is able to
publish in the most prestigious international scientific journals, including Plant Physiology,
(Five year impact factor 7.084) Genome Research, (Impact factor 14.397) Genetics, (Five
year impact factor 4.113) Molecular Plant-Microbial interactions, (Impact factor 4.407)
Theoretical and Applied Genetics, (Five year impact factor 4.055) Plant Breeding, (Impact
factor 1.175) Genome, (Five year impact factor 1.97) PLoS ONE, (Five year impact factor
4.24) BMC Plant Biology (Impact factor 4.35) and Frontiers in Plant Science. Papers
submitted to these prestigious forums are subject to stringent review and extensive evaluation by
some of the top experts in the field. Only original appears of highest quality and most significant
impact will be published in these forums, which is a true measure of one’s original scientific
research recognized by the international scientific community as outstanding work, which further
establishes Dr. Pudota’s stature as one of the top researchers in the field of plant genetics and
plant biotechnology. I have benefited from Dr. Pudota’s papers very much and I am sure other
international researchers in this field have as well. Dr. Pudota has also been asked to review
papers submitted to several major journals such as the Plant Cell Reporter, Crop Science,
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International Journal of Plant Sciences, Plant Molecular Biology Reporter and Letters in
Applied Microbiology; this fact further cements his stature as one of the world-renewed
experts in Plant Genetics and plant Biotechnology.

With his distinguished research qualifications and world-recognized, unique expertise, Dr.
Pudota is widely considered an Outstanding Researcher in the area of Plant Genetics and Plant
Biotechnology. His research work will continue to benefit the U.S. and the global scientific
communities, and his uniqueness makes him difficult to be replaced by others. I urge that you
approve Dr. Pudota’s application and allow him to continue working in the U.S as an
Outstanding Researcher.

Sincerely,

oy

Scott A. Jackson

Georgia Research Alliance Eminent Scholar and Professor
Director, Center for Applied Genetic Technologies
University of Georgia, Athens, GA

sjackson@uga.edu
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On Mon, Jun 16, 2014 at 6:14 AM, Bala Pudota <bala.pudota@gmail.com> wrote:






Hello Scott,



How are you doing? I just want to let you know that I completed a draft of my GC letter and I sent it out to my paralegal focal point for review. I will email you a draft of my letter in a day or so.



Thanks,
Bala














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- 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 Bands, 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

Editorial and Advisory Boards

2013- Assoc. Editor, Molecular Plant
2007-2012 Assoc. Editor, The Plant Genome
2007- 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- Scientific Advisor, Generation Challenge Program

2012- Scientific Advisory Board, Plant Science Institute, lowa State Univ.
2011- Chair, International Peanut Genome Initiative.

2009- Chair, Scientific Advisory Board, Genome Canada.

2007-20087  Chair, International Soybean Genome Consortium

Memberships in Academic, Professional, and Scholarly Societies

American Association for the Advancement of Science
American Society of Plant Biologists
Genetics Society of America
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between varieties and related wild species. Proceedings of the Biotechnology Risk
Assessment Program. (M. Levin, ed.) Ottawa, Canada.

2. Jackson, S.A. and R.E. Hanneman, Jr., 1996. An analysis of crossability between the
cultivated potato and its wild relatives. Proceedings of the Biotechnology Risk Assessment
Program. (M. Levin, ed.) Ottawa, Canada.

3. Phillips, R.L., S.A. Jackson, J.W. Lilly, W.C. Kennard and R.A. Porter. 2000. Genetic and
physical comparative mapping in the Oryzeae. Proceedings of Integration of Biodiversity
and Genome Technology for Crop Improvement. (Kiyoharu Oono, ed.). Japan.

4. Jackson,S.A.,J.W. Lilly, R.L. Phillips, W.C. Kennard and R.A. Porter. 2000. Comparative
genomics in the Oryzeae. Proceedings of the IV International Rice Genetics Symposium.
(D. Brar and G. Kush, eds.). Manila, The Philippines.

5. Jackson, S.A., P. SanMiguel, J.G. Walling, B. Hass-Jacobus, R.M. Westerman. 2003.
Comparative cytogenomics and physical mapping in the Oryzeae. Proceedings of the
International Workshop on Genetic Resources for the Genus Oryza. (S. Nakayama, N.
Tomooka, M. Hisada, D.A. Vaughn and K. Kadowaki, eds.). Tsukuba, Japan.

6. Wing,R.A., S.A. Jackson and L. Stein. 2003. The Oryza map alignment project: Toward a
closed experimental system for the genus Oryza. Proceedings of the International
Workshop on Genetic Resources for the Genus Oryza. (S. Nakayama, N. Tomooka, M.
Hisada, D.A. Vaughn and K. Kadowaki, eds.). Tsukuba, Japan.

7. McClean, P., S.A. Jackson, J. Schmutz, D. Rokshar and P. Cregan. 2012. Progress toward a
draft sequence of the common bean genome. Phaseomics.

Software releases
1. Kupke, J, R. Westerman, B. Abernathy and S.A. Jackson 2005.ComboScreenJ: Java
program to score high-density filters. http://pbr.agry.purdue.edu/comboscreenj

Professional Activities

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

2. Presidential Committee of Advisors on Science and Technology (PCAST),
subgroup on the Future of Agriculture, contributor. 2011.

3. Chair, International Peanut Genome Initiative. 2011-present.

4. Chair, Scientific Advisory Board, Genome Canada. 2009-present.
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10.
.Review and Advisory Panel, Generation Challenge Programme
12.

11

13

14.

15.

16.

17.

18.
19.

20.

21.

22

24.
25.
26.
217.
28.

29.
30.

Member, European Union midterm review of Wheat Genome project (2011).

. Organizing committee. International Conference on Legume Genetics and

Genomics. 2009-present.

. Organizer for V International Conference on Legume Genomics and Genetics.

Asilomar, CA 2010.

. Co-chair, Plant-omics session of IV US-Mexico Plant Molecular Biology

meeting, Mexico. 2009.

. Organizing committee for International Conference on Legume Genomics and

Genetics IV. Puerta Vallarta, Mexico 2008.
Chair, International Soybean Genome Consortium (2007-2008).

Organizer and Chair of Legume Workshop (April 2003-2008). The International
Conference on the Plant and Animal Genome. San Diego, CA.

. Founding associate editor for the journal The Plant Genome and associate Editor

for the journals Rice, Tropical Plant Biology, Molecular Breeding, G3 and BMC
Plant Biology.

Workshop chair at 11th Biennial Molecular & Cellular Biology of the Soybean
Conference (Soy2006).

Member and Chair of International Soybean Sequencing Steering Committee
(2006-present)

Member, International Organizing Committee for the VII World Soybean
Conference, Beijing 2009.

Member, International Organizational Committee for International Rice
Functional Genomics Symposium. Montpelier, France. October 2006.

Hosted visiting Korean Scientist, Dr. C-H. Bae (2006)

Member TSTAR (Tropical and Subtropical Agricultural Research) Plant
Biotechnology Summary 2006, Honolulu, HI.

Panel member for the CGIAR Challenge Program Grants Panel. Mexico City,
Mexico (2006)

Review for Ohio Plant Biotechnology Consortium Grants Program (2000).

. Member of the Soybean Genetics Executive Committee (elected 2006).
23.

Invited participant to NSF-sponsored Medicago truncatula Genomics &
Bioinformatics Workshop in Asilomar, CA. June 2005.

Invited participant in Pinus genome planning workshop. USFS. Washington,
D.C. April 2005.

Organizing committee of the 2™ International Rice Functional Genomics
Meeting 2004. Tucson, AZ.

Panel member for grant review, NSF Plant Genome Program, 2004.

Member of NSF site visit team to evaluate a $14.5 million proposal.

Member of Advisory Group for a NSF Plant Genome project based at Cold
Spring Harbor Laboratory.

Consultant to the International Rice Research Institute, The Philippines (2004)
Coordinator for genome biology for development of a white paper at the Cross-
Legume Advances through Genomics (CATG) Conference in Santa Fe (Dec 14-
15)





31.

32.

33.

34.

35.

Participant in Syngenta Foundation meeting on development and application of
molecular markers for pearl millet and sorghum improvement in Africa. Nov.

Member of the 2003 USDA-ARS Office of Scientific Quality Review (OSQR)

Invited participant to update the Soybean Genomics Whitepaper. St. Louis, MO,
May 13-16,2003.
Ad-Hoc reviewer of grant proposals for:

USDA-NRI

NSF Plant Genome and Eukaryotic Genetics
Kansas State University Biotechnology Program
BBSRC (United Kingdom)

Genome Canada

Generation Challenge Programme
EU

Reviewer of manuscripts for the following professional journals:

Genome

Theoretical and Applied Genetics

Plant Physiology

Plant Journal

SABRAO

Genetics

Crop Science

J. Mol. Evolution

Proc. Nat’l. Acad. Sci USA

Cytometry

Journal of Biomedicine and Biotechnology
Plant Molecular Biology

Molecular Ecology

Chromosome Research

The Plant Genome

Nature Journals (e.g., Nature, Nature Genetics, etc.)

36. Member of the United Soybean Board and National Science Foundation 5 Year

Soybean Genomics Planning Panel.

37. Coordinator of Genome planning session for all Legumes, CATG, Santa Fe
38. Member of USDA-ARS National Program review panel for Plant and Insect

Genetics and Genomics (NP301)

























On Mar 6, 2014, at 1:20 PM, Scott Allen Jackson <sjackson@uga.edu> wrote:






Yes that should be fine. 








On Mar 6, 2014, at 10:17 AM, bala pudota <bala.pudota@gmail.com> wrote:





Hello Scott,


 


How are you doing? Good to hear back from you. Sorry for the delay in getting back to you on this. I do agree and understand that putting a recommendation letter together takes a lot of time. From my end, I will be more than happy to provide a detailed first draft of my letter for you to work and edit as needed. Hopefully this will help in the process. I would really appreciate your help and assistance in this regard. Please let me know. Thanks a lot.




 


Best regards,


Bala




 


On Wed, Feb 26, 2014 at 10:22 AM, Scott Allen Jackson <sjackson@uga.edu> wrote:


Hi Bala,

I've done 2 of these in the past few months. They take a lot of time. Is there anyone else that can do this?



scott





On Feb 25, 2014, at 1:29 AM, bala pudota <bala.pudota@gmail.com> wrote:

> Hello Scott,
>
> How are you doing? I am writing this note to request if you could provide a Green Card recommendation letter to support my application. Hope you can put this together for me and judge my credentials. Please let me know if you need any thing from me and if you like to receive any draft templates for putting this together. Let me know if you have any questions on this.


>
> Thanks in advance for your support!
>
> Regards,
> Bala







































