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2014-2019 AXA Chair for Genome Biology & Evolutionary Genomics, International Rice Research 

Institute, Los Banos, Philippines/University of Arizona  

(3 month appointment/yr for 5 years) 

 

2012-Present  Honors Professor, Honors College, University of Arizona 

 

2012-Present Co-Chair, College of Agriculture & Life Science Dean’s Research Advisory Committee (DRAC) 

 

07/09 - 08/10 Alexander von Humboldt Sabbatical Professor, Department of Molecular Biology, 

Max Planck Institute for Developmental Biology, Tübingen, Deutschland 

 

2008- Present Joint Appointment – Dept. of Ecology & Evolutionary Biology, University of Arizona 

 

2007- 2009 Plant Biology Division Chair, Department of Plant Sciences, University of Arizona 

 

2005- Present  Appointed Bud Antle Endowed Chair of Excellence in Agriculture & Life Sciences 

 

2002- Present Professor - School of Plant Sciences, Director - Arizona Genomics Institute, 

& Member BIO5 Institute, University of Arizona 

 

1997- 2002 Director, Clemson University Genomics Institute, Clemson, SC 

 

1996- 2002   Associate/Full Professor & Coker Endowed Chair of Plant Molecular Genetics, 

      Departments of Agronomy and Biological Sciences, Clemson University, Clemson, SC 

 

1997- 1998 Course Instructor – Cloning & Analysis of Large DNA Molecules, 

  Cold Spring Harbor Laboratory, Cold Spring Harbor, NY 

 

1991-1996 Assistant/Associate Professor, Department of Soil and Crop Science, Texas A&M 

University, College Station, TX 

 

1990-1991 Research Associate, Cornell University, NSF Plant Science Center, Ithaca, NY              

(Advisor: Steve Tanksley) 

 

1987-1990 Postdoctoral Research Associate, Plant Gene Expression Center, U.C. Berkeley- 

USDA/ARS, Albany, CA. (Advisor: Sheila McCormick) 
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EDUCATION 

1987  Ph.D., Genetics, University of California, Davis (Advisor: D. Ogrydziak) 

1980  A.B. Biochemistry, University of California, Berkeley (Advisor: J. Hosoda) 

 

ADVISORY/EDITORIAL BOARDS and AWARDS 

 

2014-Nov Organizing Committee Chair – 12
nd

 International Symposium on Rice Functional Genomics, 

Tucson, Arizona (http://www.isrfg12-tucson.org/)  

2013 Co-Editor (w/Q. Zhang) – Special Issue on “Rice Functional Genomics” in Current Opinion 

in Plant Biology 

2013  Co-Editor (w/Q. Zhang) “Genetics and Genomics of Rice” Springer 

2012-present Editorial Board Member – Molecular Plant 

2011-May Extraordinary Faculty Award – University of Arizona Alumni Association & College of 

Agriculture and Life Sciences 

2010-2012 Scientific Advisory Board Chair - “Tomato Chr 1 and 10 Sequencing, Coordination and 

Bioinformatics for the International Solanaceae Genome Initiative”  

(PI: J. Giovannoni, NSF Plant Genome Program) 

2010-Dec Editor – RICE – Special Issue: “Oryza Map Alignment Project” 

2010-Dec Elected Fellow of the American Association for the Advancement of Science 

2009-2010 Alexander von Humboldt Research Award – AvH Foundation, DE (60k Euro) 

2009-2013 Scientific Advisory Board Member – “Construction of High Resolution Physical Maps for Large 

Plant Genomes” (PI: S. Kianian, NSF Plant Genome Program) 

2009-2014  Scientific Advisory Board Chair  – “Comparative Genomics of Phenotypic Variation in the 

Compositae” (PI: L. Rieseberg, NSF Plant Genome Program) 

2008  Award for Research Excellence - Arizona BioIndustry Association 

2008  Technology Innovation Award – University of Arizona, Innovation Awards 

2008-2012 Scientific Advisory Board Chair – “A Plant Interactome Network Map” (PI: M. Vidal, NSF Plant 

Genome Program) 

2007-present Editorial Board Member – RICE 

2007-present Rice Genetics Cooperative Committee Member 

2006-present Shennong Professor  – Huazhong Agricultural University, Wuhan, China 

2005 First Holder, Bud Antle Endowed Chair of Excellence in Agriculture & Life Sci. 

2005 Researcher of the Year – Univ. of Arizona, College of Agriculture & Life Sci. 

2005-2006 Editor – Plant Molecular Biology – Special Issue: 

 “Unlocking the Secrets of the Rice Genome” 

2004 USS Arizona Outstanding University Achievement Honoree – Rice Genome Sequencing Project 

2004 USDA Secretary’s Honor Award for Superior Service, Group Leader - United States Rice 

Genome Consortia 

2004-Nov Organizing Committee Chair – 2
nd

 International Symposium on Rice Functional Genomics, 

Tucson, Arizona 

2003-2005 U.S. Representative of the International Rice Genome Sequencing Project 

2003-present  Organizing Committee – International Symposium on Rice Functional Genomics 

2002-present Organizing Committee – International Plant and Animal Genome Conference 

2001-2008 Scientific Advisory Board, Member – Genetix 

2000-2001 U.S. Representative of the International Rice Genome Sequencing Project 

1999-2007 Editorial Board–Functional and Integrative Genomics 

1999-2005 Associate Editor – International Rice Genome Sequencing Project - News Letter 

http://www.isrfg12-tucson.org/
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1997-2003 Honorary Scientist of the Rural Development Administration, Korean Rice Genome 

1996-2002 First Holder of the Robert and Lois Coker Endowed Chair of Molecular Genetics 

1996-2000 Associate Editor – Plant Molecular Biology 

1996-1998 Scientific Advisory Board – TIGR – Arabidopsis Genome Sequencing Project 
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REVIEWED PUBLICATIONS 2010-2014 

(Total 211 [149 since arriving in University of Arizona in 2002]; + 5 in review). 
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209) Schmutz, J., P. McClean, S. Mamidi, G.A. Wu,, S.B. Cannon, J Grimwood, J. Jenkins, S. Shu, Q. Song, 

C. Chavarro, M. Torres-Torres, V. Geffroy, S.M. Moghaddam, D. Gao, B. Abernathy, K. Barry, M. Blair, M.A. 

Brick, M. Chovatia, P. Gepts, D.M Goodstein, M. Gonzales, U. Hellsten, D.L. Hyten, G. Jia, JD. Kelly, D. 

Kudrna, R. Lee, M.M.S. Richard, P.N. Miklas, JM. Osorno, J Rodrigues, V. Thareau, C.A. Urrea, M. Wang, Y. 

Yu, M. Zhang, R.A. Wing, P.B. Cregan, D.S. Rokhsar, SA. Jackson. A reference genome for common bean 

and genome-wide analysis of dual domestications. 2014. Nature Genetics 46: 707–713. 
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Chen, R.A. Wing. 15 MYA of evolution in the Oryza genus shows extensive gene family expansion. 2013. 
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W. Jin., J. Messing, J.L. Bennetzen, R.A. Wing, M. Luo. Genomic resources for gene discovery, functional 

genome annotation, and evolutionary studies of maize and its close relatives. 2013. Genetics 195:723-737. 

 

201) Ortiz M, A. Legatzki, J.W. Neilson, B. Fryslie, W.M Nelson, R.A. Wing, C.A. Soderlund, B.M. Pryor, R.M. 

Maier. Making a living while starving in the dark metagenomic insights into the energy dynamics 

of a carbonate cave. 2013. Intl. Soc. Micro. Ecol. 1-14. 

 

200) Singh, R., M. Ong-Abdullah, E.T.L. Low, M.A.A. Manaf, R. Rosli, R. Nookiah, L.C.-L. Ooi, S.E. Ooi, K.L. 

Chan, M.A. Halim, N. Azizi, J. Nagappan, B. Bacher, N. Lakey, S.W. Smith, D. He, M. Hogan, M.A. Budiman, 
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Martienssen, R. Sambanthamurthi. Oil plam genome sequence reveals divergence of interfertile species in old 

and new worlds. 2013. Nature 500:335-339. 
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locus for terpene biosynthesis in Solanum. 2013. Plant Cell 25:2022–203. 

 

198) Dereeper, A., R. Guyot, C. Tranchant-Bubreuil, F. Anthony, A. de Kochko, D. Kudrna, T. Leroy, J. 

Poulain, M. Rondeau, X. Song, R.A. Wing, P. Lashermes. BAC-end sequence analysis provides first insights 

into coffee (Coffea canephora P.) genome composition and evolution. 2013. Plant Mol. Biol. 83:177-189. 

 

197) Zhang, C., J. Wang, N.C. Marowsky, M. Long, R.A. Wing, and C. Fan. High occurrence of functional new 

chimeric genes in a survey of rice chromosome 3 short arm genome sequences. 2013. Genome Biol. & Evo. 

5:1038-1048. 
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Aluminum tolerance in maize is associated with higher MATE1 gene copy-number. 2013. PNAS 110:5241-

5246. 
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RESEARCH GRANTS At The UNIVERSITY of ARIZONA & AWARDS 

 

• Generation of two platinum standard grade reference genome sequences for rice - Minghui63 and Zhenshan97. 

Rod Wing (PI) (5%). 1/2014 ($1,000,000 Total) (Huazhong Agricultural University Collaborative Fixed Price 

Agreemnt). 

 

• AGI/JGI Joint Genomics Collaborative. Rod Wing (PI) (5%). 9/2013 ($500,000 Total) (DOE/JGI’s Emerging 

Technologies Opportunity Program). 

 

• CPGS Oryza Genome Evolution. Rod Wing (PI) (60%), Scott Jackson, Manyuan Long, Carlos Machado, Michael 

Sanderson. 9/2010 ($9,946,315 Total) (NSF Molecular and Cellular Biology Program). 

• Alexander von Humboldt Research Award. Rod Wing (Award Winner). 2009-2010 (60,000 Euro Total) (Alexander 

von Humboldt Foundation, Deutschland). 

• Generation and analysis of a reference sequence for the West African cultivated rice “Oryza glaberrima” (CG14). 

Rod Wing (PI) (66%), Steve Rounsley. 2008 ($1,500,000 Total) (NSF Plant Genome Research Program).  

• Sequencing of chromosome 3 short arms from the AA, BB, CC, BBCC genomes of wild relatives of rice for 

comparative functional and evolutionary genomics. Rod Wing (PI) (60%), Scott Jackson, Steven Rounsley, Lincoln 

Stein. 2006 ($2,735,151 Total) (NSF Comparative Sequencing Program).  

• Evolutionary Genomics of a Rice Centromere. Jiming Jiang (PI), Rod Wing (33%), Scott Jackson. 2006 ($1,458,064 

Total) (NSF Plant Genome Research Program).  

• Sequencing the Maize Genome. R. Wilson (PI), Rod Wing (40%), Doreen Ware, W.R. McCombie, Pat Schnable. 

2005 ($2,201,983 Total) (NSF Plant Genome Research Program) 

• Comparative Evolutionary Genomics of Cotton. J. Wendel (PI), Rod Wing (25%), Alan Gingle, Andrew Paterson. 

2002 ($1,047,034 Total) (NSF Plant Genome Research Program).  

• SoyMap, an integrated map of soybean for resolution and dissection of multiple genome duplication events. S. 

Jackson (PI), R. Wing (20%). 2005 ($1,373,592 Total) (NSF Plant Genome Research Program).  

• Genome evolution in diploid and polyploid cotton. Jonathan Wendel (PI), Rod Wing, Andrew Paterson, Adah 

Leshem-Ackerman (100%). 2006 ($534,176 Total) (NSF Comparative Sequencing Program).  

• Kartchner Caverns: Habitat scale community structure and function in carbonate caves. R. Maier (PI), Rod Wing 

(10%), Leland Pierson, Barry Pryor. 2006 ($1,820,162 Total) (NSF).  

• IGERT: Evolutionary, computational, and molecular approaches to genome structure and function. With M. 

Nachman (PI), Rod Wing (10%), Mike Hammer, Nancy Moran, Vicki Chandler . 2001 ($2,699,895 Total) (NSF).  
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• The Oryza Map Alignment Project. Rod Wing (PI) (60%), Lincoln Stein, Scott Jackson. 2003 ($9,700,000 Total) 

(NSF Plant Genome Research Program).  

• Highly reduced genomes of coresident bacterial symbionts of xylem-feeding insects: Ecological and evolutionary 

implications. Nancy Moran, Rod Wing (30%). 2006 ($440,793 Total) (NSF).  

• Acquisition of instrumentation for Omics research at the University of Arizona. David Gang (PI), Rod Wing (33%), 

David Galbraith, Cari Soderlund. 2005 ($192,350 Total) (NSF MRI).  

• Sequenced insertion lines for rice functional genomics. V. Sundaresan (PI), Rod Wing (5%). 2005 ($76,800 Total) 

(USDA-NRI).  

• Insertional mutagenesis tools for functional genomics of rice. V. Sundaresan (PI), Rod Wing (5%). 2002 ($100,000 

Total) (NSF Plant Genome Research Program).  

• Finishing the rice genome. W. Richard McCombie (PI), Rod Wing (45%), Cari Soderlund. 2003 ($2,000,000 Total) 

(NSF Plant Genome Research Program).  

 

• Exploitation of the Tomato model system for comparative and functional genomics. Steve Tanksley (PI), Rod Wing 

(20%), James Govanoni, Greg Martin. 2001 ($1,387,825 Total) (NSF Plant Research Genome).  

• Techniques for efficient finishing and physical linkage of gene-enriched shotgun sequences. Cari Soderlund (PI), 

Rod Wing (20%), Jeff Bennetzen. 2003 ($4,202,799 Total) (NSF Plant Research Genome).  

• Collaborative Research: The green plant BAC library project - public resources for studying evolution, physiology 

and development. Rod Wing (PI) (80%), Dina Mandoli, Jody Banks, Claude DePamphillis. 2002 ($1,937,246.00 Total) 

(NSF Tree of Life Program).  

• BAC library production and distribution for Healthy People 2010. Rod Wing (PI) (90%), Cari Soderlund, Jeff 

Tomkins. 2002 ($2,800,000.00 Total) (NIH).  

• Sequencing the Maize Genome. Jo Messing (PI), Rod Wing (45%), Cari Soderlund. 2002 ($1,226,000 Total) (NSF 

Plant Genome Research Program).  

• Sequencing of Rice Chromosomes 3 and 10. Rod Wing (PI) (45%), Dick McCombie, Rick Wilson. 1999 ($6,200,000 

Total) (NSF/USDA/DOE).  

• Comprehensive Genetic, Physical and Database Resources for Maize. Ed Coe (PI); Rod Wing (40%), Cari 

Soderlund. 1998 ($1,629,246 Total) (NSF Plant Genome Research Program).  

• Genome Analysis of Pathogen-Host Recognition and Subsequent Responses in the Rice Blast Patho-System. 

Ralph Dean (PI), Rod Wing (20%), Cari Soderlund. 2001 ($996,420 Total) (NSF Plant Genome Research Program).  
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• Grass Genome Biodiversity: Application of genomics tools from Sorghum and related grasses to identify and 

analyze variation in structure and function . Andrew Patterson (PI), Rod Wing (50%), Cari Soderlund. 2001 ($614,295 

Total) (NSF Plant Genome Research Program).  

 


