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2025		AAAS Fellow - American Association for the Advancement of Science
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2024 		Charles Albert Shull Award, American Society of Plant Biology
2024	 	ISI Highly Cited Researcher (Top 1% most cited for subject area)
2023 		CAS-Fellow, Ludwig-Maximilians Universitat Munchen
2022 		Rising Stars in Plant Sciences Finalist, Molecular Plant
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2022 		Blavatnik National Awards for Young Scientists, Finalist
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2020 		UGA Creative Research Medal in Natural Sciences and Engineering
2018-2021 	Hans Fischer Fellow, Technical University of Munich
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2014 		"40 under 40" by Cell Press
2012 		7th Annual Young Investigator Award – Genome Technology
2012 	Recipient of NIH Pathway to Independence Award (K99/R00) (2012-2016)
2008 		Recipient of NIH Ruth L. Kirschstein National Research Service Award
2008 	Finalist for Life Sciences Research Foundation Postdoctoral Fellowship
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171. Bang, S., Zhang, X., Gregory, J., Chen, Z., Galli, M., Gallavotti, A., and Schmitz, R.J. (2025). WUSCHEL-dependent chromatin regulation in maize inflorescence development at single-cell resolution. Genome Biology 26, 329.
172. Kieft, R., Cliffe, L., Yan, H., and Schmitz, R.J., Hajduk, S.L., and Sabatini, R. (2025). Mono-allelic epigenetic regulation of polycistronic transcription initiation by RNA polymerase II in Trypanosoma brucei. mBio 16:e02328-24. 
173. Li, X., Zhang, X., and Schmitz, R.J. (2025) From duplication to divergence: Single-cell insights into transcriptional and cis-regulatory landscapes in soybean. The Plant Cell 37, koaf279. 
174. Meyer, C., Nelms, B., and Schmitz, R.J. (2025). Nanorate sequencing reveals the Arabidopsis somatic mutation landscape. Proceedings of the National Academy of Sciences of the United States of America 122, e2514194122. 
175. Yao, J., Marand, A.P., Bai, Y., Schmitz, R.J., and Fan, L. (2025) Advances in plant spatial multi-omics data analysis. Trends in Plant Science S1360-1385(25)00287-0. 
176. Zhang, H. and Schmitz R.J. (2025) Decoding crops one cell at a time: from cell atlases to single-cell genetics. Journal of Experimental Biology eraf516. 
177. Chen, H., Liang, P., Lu, X., Jiang, S., Jin, J., Cai, J., Lu, Y., Zheng, D., Yao, J., Chu, Q., Yang, Z., Lu, T., Jing, J., Xiao, J., Yang, F., Guo, X., Marand, A.P., Tian, Z., Chen, F., Xu, J., Jiao, Y., Chen, D., Cao, P., Gu, X., Wang, J., Yan, J., Xu, X., Schmitz, R.J., Zhang, Z., and Fan, L., POCT Consortium. (2026) The plant ontology of cell types. Molecular Plant 1674-2052. 

Manuscripts Under Review:

· Zhang, Z., Wanney, W., Zicola, J., Hancock, A.M., Schmitz, R.J*., and Johannes F*. (2026). Mapping genetic modifiers of epimutation rates. 
· Diaz, I., Ostovar, T., Chen, J., Saddoris, S., Schmitz, R.J., Wessler, S.R., Stajich, J., and Seymour, D.K. (2026). Haplotype phased genome of ‘Fairchild’ mandarin highlights influence of local chromatin state on gene expression. In press – BMC Genomics
· Lee, Y.S., Antunez-Sanchez, J., Maple, R., Daweson,  A., Lopez-Gomollon, S., Rouster, J., Latrasse, D., Earp, T., Benhamed, B., Schmitz, R.J., and Gutierrez-Marcos, J. (2026). MAGO-mediated modulation of RdDM at CHH islands in maize female reproductive development. 
· Xiao, R., Baptista, R.P., Agyabeng-Dadzie, F., Li, Y., Dong, Y., Schmitz, R.J., Glenn, T.C., and Kissinger, J.C. (2026). Deciphering transcription in Cryptosporidium parvum: Polycistronic Gene Expression and Chromatin Accessibility. 
· Zicola, J., Tergemina, E., Goktay, M., Neto, C., Schmitz RJ, and Hancock, A.M. (2026). High impact major effect mutations at VIM2, CMT2 and FBX5 drive DNA methylation variation after colonization of a novel habitat. In revision, Nature Plants
· Ellison, G., Yao, N., Schmitz, R.J., Johannes, F., and Liu, L. (2026). DimethylBayes: Bayesian Phylogenetic Inference with DNA Methylation Data.
· Liu, J., Song,, Y., Zhang, X., Sangra, A., Chen, Z., Fan, G., Fang, X., Jian,X.,  Li, Z., Huo, Q., Dong, L., Xu, M., Zhang, Q., You, Y., Xu, L., Feng, T., Wang, Z., Schmitz, R.J., Gallavotti, A.,  and Lin, X. (2026) A Distal Upstream Standing Variation in KRN3 Drives the Transition from Two Single-Kernel Rows to Multiple Double-Kernel Rows in Maize Domestication
· Minow, M.A.A., Marand, A.P., Zhang, X., Meyer, C.A., Pelkmans, J., Schmitz, R.J. (2026) Chromatin accessibility inheritance between parents and F1 offspring
· *Yan, H., Jin, Y., Wang, C., Zhang, X., Jia, J., Cao, X., Marand A.P., Xia, M., Zhang, X., Zhong, Y., Tang, X., Zhai, Q., Liu, T., Tian, S., Li, X., Li, X., Yao, J., Schmitz, R.J.,* Huang, L.* (2026) scPlantReg: A Comprehensive platform for single-cell chromatin accessibility and cis-regulatory element analyses in plants
· Zhang, X., Liu, X., Gemage, V.A., Luo, Z., Minow, M.A.A., Zhang, H., Mitchum, M.G.*, Schmitz, R.J.* (2026) A single-cell multi-omic atlas of soybean root responses to cyst nematode infection
· Li, X., Zhang, X., Luo, Z., Zhang, H., Mendieta, J.P., Schmitz, R.J. (2026) Lineage-specific evolution of cis-regulatory landscapes in polyploid plant and its diploid progenitors 
· Farghadan, A., Pickering, E., Schmitz, R.J., Jackson, S.A. (2026) Single-cell expression underscores a housekeeping bias that sweeps the promise of deep learning modeling under the rug
· Jian, X., Dong, L., Zhang, X., Sangra, A., Chen, Z., Liu, J., Song, Y., Fan, G., Xu, L., Feng, T., Xu, M., Zhang, Q., You, Y., Wang, Z., Schmitz, R.J., Gallavotti, A., Lin, Z. (2026) A transposon inserted into HELD1 repressed maize husk leaf blade extension during maize domestication
· Li, E., Geng, Y., Khristoforova, T.R., Wang, Y., Jones, J.W., Muchenje, K.T., Grillo, E., Zhang, H., Schmitz, R.J., Demirer, G.S. (2026) Vacuum sonication treatment enabled efficient transient gene expression in various monocot and eudicot plant seedlings. 

Grants Received
Active ($26,781,056 Total, $9,737,795 to Schmitz Lab)

2019-2023	National Science Foundation (PGRP), (PI: Schmitz) July. 2019-June 2023. $3,584,830. TRTech-PGR: Comprehensive identification and functional characterization of cis-regulatory elements in legumes - NCE

2022-2026	National Science Foundation (IOS), (PI: Wessler, CoPI: Schmitz) May 2022-April. 2026. $2,300,000, $782,000 to Schmitz Lab. RESEARCH PGR: Impact of transposable element bursts on the rice genome and epigenome

2022-2027	Department of Energy (BER), (PI: Buell, CoPI: Schmitz) Sept. 2022-Aug. 2027. $16,448,091, $2,922,830 to Schmitz Lab. BioPoplar: A tunable chassis for diversified bioproduct production

2023-2026	National Science Foundation (MCB), (PI: Schmitz) July. 2023-June 2026. $880,000. Understanding the mechanistic origins and evolution of gene body DNA methylation

2025-2026	United Soybean Board (USB), (PI: Schmitz) Oct. 2025-Sept. 2026. $299,454. A cis-regulatory atlas of soybean single cells for targeted genome editing to improve trait performance

2025-2028	Department of Energy (DOE), (PI: Schmitz) October 2025-September 2028. $2,183,000. Advancing Gene Functional Analyses, Adaptation, and Regeneration in Upland and Lowland Switchgrass via Single-Cell Genomics 

2025-2028	United States Department of Agriculture (NIFA), (PI: Schmitz) Nov. 2025-Oct. 2028. $800,000. Trilateral FPP 2023 - Homoeolog-aware gene networks at single-cell resolution to improve cold tolerance in wheat


Completed (~$9,153,425 Total,~$7,071,573 to Schmitz Lab):

2013-2022	Department of Energy, Joint Genome Institute CSP Award. (PI: Schmitz) Nov. 2013-Oct. 2019. $-Covers the cost of sequencing 54 DNA methylomes and 54 transcriptomes (~$100,000 in sequencing). Harnessing Epigenomic Reprogramming to Bioenergy Trait Performance

2013-2017 National Science Foundation, (PI: Jackson, Co-PI: Schmitz) Nov. 2013-Oct. 2019. $684,086 to Schmitz Lab. Comparative-, Functional-, and Epi-Genomics of Legumes and Nodule Formation

2013-2017	National Institutes of Health (K99/R00), (PI: Schmitz) Sept. 2013-Aug. 2017. $750,000. Identification and Characterization of Population-wide Epigenetic Variation

2018	UGA Center for Teaching and Learning Technologies Grant Award, (PI: Schmitz, Co-PI: Brickman) July 2018 – June 2019. $23,467. Active learning mediated problem solving in genetics using computer simulations

2016-2018	National Science Foundation (EAGER), (PI: Schmitz) Sept. 2016-Aug. 2018. $299,738 - ~199,738 to Schmitz Lab. Site-specific engineering of DNA methylation states in plant genomes

2016-2019	National Science Foundation (PGRP), (PI: Schmitz) Sept. 2016-Aug. 2019. $2,745,432 - ~1,268,649 to Schmitz Lab. Somatic Genetic and Epigenetic Variations in Long-lived Perennial Trees and their Interactions with the Environment 

2017-2019	Binational Agricultural Research and Development Fund, (PI: Rafi Yaari, Sponsor: Schmitz) Sept. 2017-Aug. 2019. $90,000. Epigenome editing in plants

2018-2020	National Science Foundation (EAGER), (PI: Springer, Co-PI: Schmitz), $299,738, $73,956 to Schmitz Lab. Development of tools for probing the role of DNA methylation in maize

2018-2023	National Institutes of Health (R01), (PI: Sabatini, Senior Key Personnel: Schmitz) Oct. 2018-Sept. 2023. $71,710 to Schmitz Lab. Regulation of RNA polymerase II transcription in trypanosomatids

2018-2019	National Institutes of Health (R01), (PI: De La Fuente, Senior Key Personnel: Schmitz) Role of the DNA Helicase LSH/Hells in female meiosis. $300,334, $21,047 to Schmitz Lab

2015-2019	Pew Charitable Trusts, (PI: Schmitz) Aug. 2015-Aug 2019. $270,000. Small RNA Mediated Reprogramming of Stem Cell Epigenomes

2018-2021	Hans Fischer Fellowship at the TUM Institute for Advanced Study, (PI: Schmitz, Co-PI: Johannes). April 2018 – March 2021. €50,000 + 3 years of support for a joint PhD student. Impact of genomic background on the rate and spectrum of spontaneous epimutations in A. thaliana

2019-2021	United Soybean Board (USB), (PI: Schmitz) Sept. 2019-Aug. 2021. $255,505. Discovery of gene cis-regulatory DNA elements to improve protein/oil content in soybean

2019-2021	National Institutes of Health (R01), (PI: Schmitz) Sept. 2019-Aug. 2021. $486,000. Investigating mechanisms of epimutation origins and inheritance

2019-2021	National Science Foundation (BTT:EAGER), (PI: Schmitz) Jan. 2019-Dec. 2020. $299,904. Harnessing the power of cellular memory to enhance the breeding potential of crops

2019-2022	National Science Foundation (MCB), (PI: Schmitz) July. 2019-June 2022. $737,695. Investigating the mechanistic origins and functions of gene body DNA methylation

2020-2024	National Science Foundation (IOS), (PI: Schmitz) Sept. 2020-Aug. 2024. $203,904. Collaborative Research: Mechanisms and manipulation of maize meristem size

2021-2024	National Science Foundation (MCB), (PI: Schmitz) Aug. 2021-July 2024. $456,313. Collaborative Research: Mechanisms of differentiation and morphogenesis of the ligule/auricle hinge

2022-2025	United Soybean Board (USB), (PI: Schmitz) Oct. 2023-Sept. 2024. $1,079,599. A cis-regulatory atlas of soybean single cells for targeted genome editing to improve trait performance
Supervision of Student Research
Supervision of Postdoctoral Research
Dr. Chad Niederhuth (9/13 – 6/17) – Research Scientist, Corteva
Dr. Xiuling Shi (5/14 – 12/17) – Assistant Professor, Corban University
Dr. Adam Bewick (3/15 – 3/18) – Bayer, Inc. Native Trait Genomics Scientists
Dr. Zefu Lu (9/15 – 12/19) – Associate Professor, Chinese Academy of Agri. Sciences.
Dr. Jered Wendte (8/17 – 12/19) – Senior Scientist, MRIGlobal
Dr. Rafi Yaari (9/17 – 8/19) – Postdoctoral Fellow, Univ. of Tel Aviv, Zemach Lab
Dr. Pedro Reis (3/20 – 2/22) - Adjunct Professor, Federal University of Vicosa, Brazil
Dr. Alexandre Marand (07/18 – 06/23) – Assistant Professor, University of Michigan
Dr. Xuan Zhang (08/19 – 6/24) – Senior Research Associate, University of Georgia
Dr. Hosung Jang (1/20 – 10/24) – Postdoctoral Fellow, University of Florida
Dr. Haidong Yan (7/20 – 5/24) – Associate Professor, Sichuan Agricultural University
Dr. Mark Minow (8/21 – current)
Dr. Ramesh Bondada (12/21 – 5/23) – Postdoctoral scientist, West Virginia State Univ.
Dr. Ziliang Luo (11/22 – current)
Dr. Yingzhen Kong (8/23 – 3/24) – Senior Scientist, UGA 
Dr. Xiang Li (1/24 – current)
Dr. Hao Zhang (9/24 – current)
Dr. Shan Liang (2/25 – current)
Dr. Jie Yao (9/25 – current)
Dr. Cuong Nguyen (12/25 – current)
Dr. Hongwoo Kim (2/26 – current)

Supervision of Senior Research Associate
Dr. Xuan Zhang (07/24 – current)

Supervision of Graduate Student Research 
Noah Behrendt – Genetics						Spring 2026 – present
Caroline Bendickson – Genetics					Spring 2026 – present
Xiaomeng Fu – Genetics						Spring 2025 – present
Kevin Sun – Bioinformatics						Spring 2024 – present
Alexandra Tadros – Genetics						Spring 2024 – present 
Cullan Meyer – Genetics						Spring 2021 – present 
Nan Yao – Genetics – PhD in Genetics, Postdoc			Spring 2025
Sohyun Bang – PhD in Bioinformatics, Bioinformatics
Scientist, ArkeaBio						Summer 2024 
Ankush Sangra – Genetics						Spring 2020 – present 
Pablo Mendieta – PhD in Genetics, Scientist, Inari			Spring 2024
Andrew Murray – PhD in Plant Biology, Scientist,			Fall 2022
Cellino Bio
Yinwen Zhang – PhD in Bioinformatics, Research			Fall 2021
Scientist, St. Jude Children’s Hospital			
William Jordan – PhD in Genetics, Assay Scientist			Fall 2020
	Illumina, Inc.
Lexiang Ji – PhD in Bioinformatics, Computational 			May 2019
Biologist, Novartis, Inc. 
Brigitte Hofmeister – PhD In Bioinformatics, 			July 2019
Software Engineer, Pairwise

Graduate Student Advisory Committee Membership
Chris Tarkaa, Lewis Lab						Spring 2026- present
Leo Nguyen Le, Vilgalys Lab						Spring 2026- present
Gretchen Brinkman, Dundas Lab					Summer 2025 – present
Ahema Gaisie, Nelms Lab						Spring 2025 – present
Gurjot Singh, Devos Lab						Spring 2025 - present
Sarah Griffin, Lewis Lab						Spring 2025 - present
Dilani Rajapakse, Goll Lab						Fall 2024 – present 
Xinrui Ji, Zhong Lab (Washington University)			Summer 2024 - present
Logan Scott, Sweigart Lab						Summer 2024 – present 
Anita Giabardo, Buell Lab						Spring 2024 – present
Alexis Lambert, White Lab						Spring 2024 – present
Jenny McCann, White Lab						Spring 2024 – present
Yirui Sun, Dawe Lab							Spring 2024 – present 
Audrey Widmier, Tsai Lab						Fall 2023 – present
Natalie Gonzalez, Sweigart Lab					Summer 2023 – present
Saurav Choudhary, Ye Lab						Summer 2023 – present
Strayhorn Taylor, Nelms Lab						Summer 2023 – present
Kempton Bryan, Dawe Lab						Spring 2023 – present
Evelyn Baaba, Goll Lab						Fall 2022 – present 
Ashley Artis, Goll Lab						Fall 2022 – present 
Scott Lewis, Meyers Lab (Washington University)			Sum. 2022 – Sum. 2025
Justin Scherer, Nelms Lab						Spring 2022 – present
Anvith Reddy, Goll Lab						Spring 2022 – Sum. 2022 
Mary Washburn, Nelms Lab						Sum. 2021 – Sum. 2023
Eddie Torres, Lewis Lab						Spring 2021 – Fall 2025 
Yibing Zeng, Dawe Lab						Fall 2020 – Spring 2025
Chandler Spruill, Ozias-Akins Lab					Spring 2020 – Fall 2022
Shuang Yang, Ye Lab							Spring 2020 – Sum. 2024
Ranj Papareddy, Nodine Lab (International member)		Fall 2019 – Summer 2021
Katie Duval, Goll Lab 						Fall 2019 – Fall 2023 
Inam Jameel, Anderson Lab 						Sum. 2019 – Sum. 2024
Makenzie Whitener, Sweigart Lab 					Spring 19 – Spring 2024 
Richard Fields, Leebens-Mack Lab 					Fall 2018 – Fall 2022
Alysha Higgs, Goll Lab 						Summer 2018 – Fall 2022
Audrey Calvird, Goll Lab 						Summer 2018 – Fall 2022 
Xinfu Zhang, Terns Lab 						Spring 2018 – Sum. 2021
Daniel Shaw, White Lab 						Spring 2018 – Fall 2022
Soyeon Choi, Devos Lab 						Spring 2018 – Fall 2022
Gabrielle Sandstedt, Sweigart Lab 					Sum. 2017 – Spring 2022
Samuel Mantel, Sweigart Lab 					Sum. 2017 – Spring 2022
Aaron Alcala, Menke Lab 						Sum. 2017 – Spring 2023
Na Wang, Dawe Lab 							Spring 2017 – Sum. 2020
William Ricci, Zhang Lab 						Spring 2017 – Sum. 2020
Samuel Arsenault, Hunt Lab						Spring 2017 – Sum. 2020
Shawn Queen, Tsai Lab 						Spring 17 – Spring 2018
Sergio Minchey, Menke Lab 						Fall 2016 – Spring 2022
Alice Schaffer, White Lab 						Spring 2016 – Sum. 2020
Aileen Ferraro, Lewis Lab 						Spring 2016 – Sum. 2020
Kristin Pressig, Manley Lab 						Spring 16 – Spring 2017
Xiaoxiao Sun, Ma Lab 						Fall 2015 – Spring 2018
Jacob Hoyle, Parrott Lab 						Summer 2015 – Fall 2017
Elizabeth Trippe, Tsai Lab						Sum 2015 – Sum. 2016
Stefan Lutzmayer, Nodine Lab (International member)		Spring 2015 – Sum. 2019
Brian Nadon, Jackson Lab 						Spring 15 – Spring 2019
Nicholas Morffy, Nelson Lab 					Fall 2014 – Summer 2018
Morgan Teachey, Terns Lab 						Fall 2014 – Summer 2016
Dan Frailey, Bennetzen Lab 						Fall 2013 – Fall 2017
Laura Levin, Zhang Lab						Fall 2013 – Summer 2016
Caitlin Conn, Nelson Lab 						Fall 2013 – Spring 2017

Supervision of Undergraduate Research
Olivia Tomeny							Fall 2025 - present
Zarah Scott								Fall 2025 - present
J’Mmya Williams							Fall 2024 - present
Lyndsie Dean								Fall 2024 - present
Jacob Yaeger								Fall 2023 – Summer 2024 
Haley Clause								Summer 2023 – Spring 2024
Anthony Rizzo							Spring 2023 – Summer 2025 
Aryan Thakur								Fall 2022 – Fall 2023
Jiye Bae								Fall 2022 – Fall 2024
Kaitlyn Nguyen							Spring 2022 – Spring 2023 
Chloe Del Cerra							Spring 2022 – Fall 2022
Kelly Luo								Fall 2021 – Fall 2023
Yamini Kantamneni							Summer 2021 – Spring 2025
Nisha Bhat								Summer 21 – Summer 2022
Sidarth Lingatlu							Spring 2021 – Fall 2021
Joshua Mishkin							Fall 2020 – Fall 2022 
Madge Stuhlreyer							Fall 2019 – Fall 2022 
Sam Han								Fall 2019 – Summer 2021
Amanda Colton 							Spring 2019 – Summer 2021
Faheem Pottayii 							Fall 2018 – Summer 2021
Seth Currie 								Fall 2018 – Summer 2021
Zachary Sanchez 							Summer 2018
Callan Russell 							Spring 2018 – Spring 2020
Nathalie Murphy 							Spring 17 – Spring 2018
Kelsey Cunningham 							Fall 2016 – Summer 2017
Michael Collins 							Spring 16 – Sum. 2019
Christina Ethridge 							Spring 2016 – Fall 2016
Madeline Steffensen 							Fall 2015 – Spring 2017
Kitra Cates 								Summer 2014 – Fall 2016
Nicholas Rohr 							Spring 14 – Sum. 2014
Su Young Oh 								Spring 14 – Winter 2014
Patrick Griffin 							Fall 2013 – Fall 2015
Tejal Vashi 								Fall 2013 – Winter 2014

Outreach/Internship supervision
Zuriel Rigual Lopez							Summer 2024
Emily Cordova							Summer 2023
Andrew Maharaj							Summer 2023
Donovan Bailey (Faculty mentor)					Summer 2022
Mario Izaguierre-Sierra (Faculty mentor)				Summer 2022, 2023
Katie Banga								Summer 2022
Mike Lopez								Summer 2022
Tristan Maestas							Summer 2022
Jayden Montoya							Summer 2022
Anushka Sarda – Young Dawgs					Summer 2019 
Raeanne Herrera 							Summer 2019
Ryan Ward 								Summer 2018
Christopher Brandon – Young Dawgs				Fall 2017 
Kelsey Montoya 							Summer 2017
Rhea Dhamapurkar – Young Dawgs					Summer 2016 
Ivan Sotelo 								Summer 2016
Dr. Kevin Lee 								Summer 2015
Sealtiel Ortega-Rodriguez 						Summer 2015
Presentations
Invited Seminars/Lectures
2026	University of California-Berkeley, Plant & Microbial Biology
2025	Waksman Institute at Rutgers, (Messing Lecture in Molecular Genetics)
2025	University of North Texas, Department of Biology
2025	John Innes Center, Crop Genetics Department, England
2025	Cambridge University, Department of Plant Sciences, England
2025	Duke University, Department of Biology
2024	Academia Sinica Biotechnology Center, Tainan City, Taiwan
2024	National Taiwan University, Taipei, Taiwan
2024	Academia Sinica Biotechnology Center, Taipei, Taiwan
2024	Huazhong Agricultural University, Wuhan, China
2024	Dartmouth University, Department of Biology
2024	New York University, Department of Biology
2024	Michigan State University, Department of Plant Biology
2024	Iowa State University, Department of Molecular Genetics and Development
2023	Ludwig Maximillians University, Germany, Department of Genetics
2023	TRR356 Plant Microbe Meeting, Germany
2023	UMass-Amherst, Department of Biology
2022	University of Tokyo, Tokyo, Japan
2022	University of Minnesota, Applied Plant Sciences
2022	Seoul National University, Seoul, South Korea 
2022	Sogang University, Seoul, South Korea, Department of Botany 
2022	University of Illinois – Urbana Champagne
2021	University of Marburg, Germany (Webinar)
2020	North Carolina State University, Genetics & Genomics Initiative (Webinar)
2020	Bayer, Trait development and breeding (Webinar)
2020	Dartmouth University, Department of Biology – cancelled/COVID-19
2020	North Caroline Biotech. Consortium, Plant Mol. Bio. – cancelled/COVID-19
2020	University of California, Riverside, Plant Biology
2019	University of Arizona, School of Plant Sciences
2019	BASF, Research Triangle Park
2019	Cornell University, Genome Task Force Seminar Series
2019	Kunming Institute of Botany, Chinese Academy of Sciences, Kunming, China
2019	Southwest Forestry University, Kunming, China
2019	University of Minnesota, Department of Biology
2018	Washington University, St. Louis, Department of Biology
2018	Bayer, Gene Expression Group
2018	Wesleyan. University, Department of Biology 
2018	Max Planck Institute, Cologne, Germany
2018	University of Texas-Austin, Molecular Biosciences
2017	Australian National University, Research School of Biology
2017	University of Western Australia, Plant Energy Biology
2017	La Trobe University, AgriBio Australia
2017	University of Florida, University of Florida Genetics Institute
2017	University of Zurich, Department of Plant & Microbial Sciences
2017	Indiana University, Department of Biology
2017	Technical University of Munich, Department of Plant Sciences
2017	University of Guelph, Department of Plant Agriculture
2016	Donald Danforth Plant Sciences Center
2016	Sogang University, South Korea, Department of Botany 
2015 	Shanghai Center for Plant Stress Biology, China
2015 	Georgia Institute of Technology, School of Biology
2015 	Brigham Young University, Department of Biology
2015 	Computational Systems Biology Seminar, University of Georgia
2015 	Emory University, Department of Biological Sciences
2015 	The Ohio State University, Department of Molecular Genetics
2014 	University of California – Davis, Department of Plant Sciences
2014 	Rutgers University, Department of Plant Biology and Plant Pathology
2014 	University of South Florida, Department of Organismal Biology
2014 	Iowa State University, Interdepartmental Plant Biology Symposium
Conference Talks
2025	Keystone – Plant Epigenetics & Epigenome Engineering
2025	American Society of Plant Biology, Milwaukee (Plenary Speaker)
2025	Lorne Genomics, Lorne, Australia
2025	Plant & Animal Genomes XXXII
2024	Simons Foundation – Plant Sensory Workshop
2024	Plant Genomics XXIII, Haikou, China
2024	34rd International Conference on Arabidopsis Research, San Diego (Chair) 
2024	Joseph Ecker’s 65th Birthday Symposium (Organizer/Speaker)
2024	Epiplant, Plant Epigenetics, Claremont-Ferrand, France
2023	15th International Association for Plant Biotechnology, Dajeon, S. Korea
2023	Gordon Research Conference, Plant Single Cell Biology
2023	33rd International Conference on Arabidopsis Research, Tokyo, Japan (Chair) 
2023	Plant & Animal Genomes XXX
2022	Epiplant: Integrative epigenetics in plants, Awaji, Japan
2022	Korean Soybean Society, Gimje, S. Korea
2022	International Conference of Genetics Society of Korea, Jeju, S. Korea
2022	32nd International Conference on Arabidopsis Research, N. Ireland (Chair)
2021	Molecular Biology Society of Japan, (Webinar)
2021	Society on in vitro Biology, (Webinar)
2021	Plant Cell Atlas, Plant Single Cell Omics, (Webinar)
2019	Agricultural Genomics 2019, Big data for better agriculture, Shenzhen, China
2019	American Society of Plant Biology, San Jose
2019	Society for Experimental Biology, Sevilla, Spain
2019	30th International Conference on Arabidopsis Research, Wuhan, China
2019	Symp. of Plant Chromosome Functional Genomics, Beijing, China
2019	7th Brazilian Symposium on Plant Molecular Genetics, Sal Paulo, Brazil
2019	Pew Biomedical Scholars Annual Fellows Meeting
2019	Plant & Animal Genomes XXVII
2018	EvoChromo Workshop, Winston House, London, England
2018	International Plant Epi/Genetics Symposium, Angers, France
2018	Maize RCN meeting on functional genomic tools (UW-Madison)
2018	American Society of Plant Biology, Montreal, Canada 
2018	Gordon Research Conf., Plant Mol. Bio. (GRS Chair and Invited Speaker)
2018	EpiDiverse Training Workshop, Wageningen, Netherlands, (Keynote Speaker)
2018	American Society of Plant Bio.-Southeast sectional mtg, (Keynote Speaker)
2017	Plant Genome Evolution, Spain, (Keynote Speaker)
2017	40th New Phytologist Symposium – Epigenetics, Austria
2017	National Science Foundation, PGRP Awardees Meeting
2017	International Botany Congress, China (Session Chair and Invited Speaker)
2017	European Workshop Series on Plant Chromatin, Austria (Keynote Speaker)
2017	Plant Genome Evolution: G2P through Regulatory Networks (NYU)
2017	Predictive Crop Design: From Genome to Phenome (UNL)
2017	Phenome 2017
2017	Plant & Animal Genomes XXV
2016	Asilomar Conference on Chromatin and Epigenetics
2016	DOE Joint Genome Institute – Workshop on Computational Genomics
2016	University of Missouri, Department of Biological Sciences
2016 	Molecular & Cellular Biology of the Soybean, 16th Biennial Conference
2016 	27th International Conference on Arabidopsis Research, Republic of Korea
2016 	Gordon Research Conf., Plant Mol. Bio. (Session Chair and Invited Speaker)
2016 	World Congress on in vitro Biology
2016 	29th Annual PMCB Retreat, University of Florida (Keynote Speaker)
2016 	Pew Biomedical Scholars Annual Fellows Meeting
2016 	Keystone Symposium on Plant Epigenetics
2015 	23rd North American Conference on Symbiotic Nitrogen, Mexico
2015 	International Plant Molecular Biology Congress, Brazil
2015 	ComBio, Melbourne, Australia, (Plenary Speaker)
2015 	Gordon Research Conference, Epigenetics 
2015 	American Society of Plant Biology, (Plenary Speaker)
2015 	Evolution 2015, Symposium on Evolutionary Epigenetics, Brazil
2015 	Statistical & Applied Mathematical Sciences Institute, Research Triangle Park
2015 	Plant & Animal Genomes XXIII
2014 	CSHL Banbury Conference on Agricultural Epigenetics
2014 	38th Naito Conference of Japan, Molecule-based Systems Biology, Japan
2014 	Molecular & Cellular Biology of the Soybean, 15th Biennial Conference
2014 	Gordon Research Conf., Plant Mol. Bio. (Session Chair and Invited Speaker)
2013	CSHL Conference on Plant Genomes and Biotechnology
2013 	Beyond the Genome
Public Service
Extension
2015	Food For Thought: Professional Development and Networking in Science (Plant Biology Research, Technology, Renewable Energy, Environment, Ethics and Opportunity). This workshop targets underrepresented minorities (primarily Latinos and Native Americans) from New Mexico. This state consistently ranks at the bottom of science education and outreach and ranks near the top in underrepresented minorities populating a state. During this workshop we presented scientific talks, hosted both a bioinformatics and a molecular biology laboratory experience and a poster session. Lastly, we presented roundtable discussions on “Getting in to graduate school”, “Jobs in Academia/Government/Industry”, “Summer Research Internships” and “Teachers workshop for bioinformatics”.
2015	Hosted Sealtiel Ortega-Rodriguez, an underrepresented minority undergraduate student from the Food For Thought Workshop, for an 8-week summer research internship in my laboratory to learn computational biology.
2016	Hosted Ivan Sotelo, an underrepresented minority undergraduate student from the University of California – Riverside for a 6-week summer research internship in my laboratory to learn molecular genetics.
2017 	Food For Thought: Professional Development and Networking in Science (Plant Biology Research, Technology, Renewable Energy, Environment, Ethics and Opportunity).
2017	Hosted Kelsey Montoya, an underrepresented minority undergraduate student from the Food For Thought Workshop, for an 8-week summer research internship in my laboratory to learn plant molecular and computational biology.
2018	Hosted Ryan Ward, an underrepresented minority undergraduate student from the Food For Thought Workshop, for a 10-week summer research internship in my laboratory to learn plant molecular and computational biology.
2019	Hosted Raeanne Herrera, an underrepresented minority undergraduate student from the Food For Thought Workshop, for a 10-week summer research internship in my laboratory to learn plant molecular and computational biology.
2022	Hosted Jayden Montoya and Tristan Maesta from Northern New Mexico College, and Mike Lopez III and Kitti Banga from New Mexico State University for a NSF REU summer program. The program introduced them to advanced techniques in genomics and epigenetics through hands-on lab work, exploring chromatin accessibility, DNA methylation, and data analysis.
2023    Hosted Andrew Maharaj and Emily Cordova from New Mexico State University for a NSF REU summer program focused on hands-on training in genomics, including chromatin accessibility and DNA methylation analysis.
2024	Provided NSF REU for Zuriel Rigual Lopez from the University of Puerto Rico, Cayey


Local community services and relations

2016	Research mentor for high school students, UGA Young Dawgs Program

Professional Service
Service to professional societies, governmental organizations or nongovernmental agencies:
Active:
2020 – present		Promotion and tenure letters (23)
2017 – present	Multinational Arabidopsis Steering Committee (Subcommittee -  Epigenetics)
2015 – present		Advisory Board (Plant), DOE Joint Genome Institute
2013 – present	Member: American Society of Plant Biologists, Genetics Society of America, American Association for the Advancement of Science, Member Maize Genetic Cooperation

Completed: 

2024 – 2025		American Society of Plant Biology Awards Committee
2018 – 2023		Advisory Board EpiDiverse Research & Training Network
2016 – 2019		Advisory Board Arabidopsis Biological Resource Center
2018			Genome Canada College of Reviewers
Editorial board memberships
2019 – present		Senior Editorial Board Member, The Plant Cell
2018 – present		Associate Editor, Current Protocols in Plant Biology
2018 – 2023		Editorial Board Member, Epigenomes
2016 – 2019		Editorial Board Member, Journal of Integrative Plant Biology
2015 – 2019		Editorial Board Member, Developmental Dynamics
2014 – present		Advisory Editorial Board Member, Trends in Genetics
Ad hoc manuscript reviewer
2013 – present	 (229 manuscripts): BMC Biology (1), BMC Genetics (1), BMC Genomics (1), BMC Plant Biology (5), Briefings in Functional Genomics (1), Cell Reports (1), Current Biology (2), Current Opinions in Plant Biology (3), Development Cell (1), eLife (8), EMBO Journal (1), Epigenetics & Chromatin (3), FEBS Letters (1), Genes-Genomes-Genetics (G3) (5), Genetics (4), Genome Biology (10), Genome Research (9), Journal of Experimental Botany (1), Molecular Biology & Evolution (4), Molecular Ecology (1), Molecular Plant (3), Nature (4), Nature Biotechnology (2), Nature Chemical Biology (2), Nature Communications (17), Nature Genetics (7), Nature Methods (1), Nature Plants (18), New Phytologist (1), Nucleic Acids Research (7), Plant Cell (23), Plant Molecular Biology (1), Plant Physiology (9), Plant Sciences (1), PNAS (30), PLOS ONE (1), PLOS Genetics (18), Review Commons (1), Science (8), Science Advances (7), The Plant Journal (6), Seminars in Cell and Developmental Biology (1), Trends in Genetics (4), Trends in Plant Sciences (1)
Grant review panel member
2018 – present		NSF Panelist 
2015 & 2016		USDA NIFA Grant Panelist  
Ad hoc grant reviewer
2014 – present	Ad hoc reviewer, National Science Foundation, HFSP, Dutch Research Council
Service on departmental, college, or university committees
Fall 2025			Epigenetics Faculty Search Committee, Dept. of Genetics, UGA
Fall 2025			UGA FCAS ASCEND Award reviewer 
Fall 2025			UGA postdoctoral travel grant reviewer 
Fall 2025			Head of Dept. Search Committee, Dept. of Genetics, UGA
Summer 2025			Lab Coordinator Search Committee, Dept. of Genetics, UGA
Summer 2025			Faculty Search Committee, Plant Syn. Biology and Tech. Dev.
Fall 2023 – Spring 2024	IDC Committee, Franklin College of Arts & Sciences 
Summer 2023 - present	Director of Graduate Studies, Department of Genetics
Fall 2022			Head of Dept. Search Committee, Dept. of Genetics, UGA 
Spring 2022			UGA Faculty Seed Grants in the Sciences Panelist
Fall 2021 – Fall 2023		University Review Council – Life Sciences
Spring 2021 – present		UGA Postdoctoral Policy Advisory Group
Fall 2020 – Fall 2023	Natural, Physical and Engineering Sciences Faculty Awards Review Committee
Fall 2020 – Fall 2023	Plant Center Doctoral Dissertation Improvement Grants - Reviewer
Summer 2020 – 2023		Executive Committee, UGA Plant Center
Fall 2019			Faculty Search Committee, Plant Biology, UGA
Fall 2018 – present		NIH Training Grant Committee, Department of Genetics, UGA
2017 – 2022	Faculty Director, Georgia Genomics & Bioinformatics Core
2017 – 2022	Executive Committee, Integrated Plant Sciences Graduate Program
Fall 2017 	Chair, Faculty Search Committee, Department of Genetics
Spring 2016 – 2021	Graduate Advisory Committee member, Institute of Bioinformatics, UGA
Fall 2015	Faculty Search Committee, President’s Hiring Initiative for Informatics, UGA
2015 – 2018	Advisory Committee Member, Georgia Advanced Computing Resource Center 
Fall 2015 – 2018		Department of Genetics Seminar Coordinator, UGA
Fall 2014			Faculty Search Committee, Institute of Bioinformatics, UGA
Fall 2013 – Fall 2015	Interdisciplinary Group Coordinator, Integrated Life Sciences: Epigenetics, Chromatin Structure & Genome Function, UGA
Fall 2013 – present	Graduate Advisory Committee member, Department of Genetics, UGA (18 month gap ’18-‘20)
Fall 2013			Faculty Search Committee, Institute of Bioinformatics, UGA 

Special administrative assignments

- Reviewer and Panel Member for Joint UGA-GRU Seed Grants, 2015
- Grantsmanship Panel Member – 2017 Plant Center Retreat Workshop
- Mentor for Dr. Kelly Happe’s Study in a Second Discipline, 2017
- Website development co-coordinator for Integrated Plant Sciences Graduate Program
- Internal reviewer for Pew Scholar applications, 2017, 2019, 2021, 2022
- Post tenure review member (2x ‘21) or as chair (1x ‘22)

Service to student groups and organizations

Spring 2016	Panelist for GRADS/Women in Science organized event on obtaining graduate fellowships
Spring 2016	Developed a workshop for UGA students and postdoctoral fellows on best practices for submitting a USDA-AFRI pre/postdoctoral fellowship application
