MEMORANDUM

TO: APCOM members

FROM: Joanne Chory, Wolfgang Busch, Joe Ecker, Julie Law, Todd Michael, Lena
Mueller and Joe Noel

RE: Request to Continue Adjunct Professor Appointment for Detlef Weigel

DATE: June 19, 2024

Dear Members of APCOM,

This is a request for the re-appointment of our colleague and friend, Detlef Weigel, as Adjunct
Professor. As you may be aware, Detlef was a faculty member in PBIO for 10 years (1993-2002).
In 2002, he was recruited by the Max Planck Society to Tlibingen and was appointed as Director
at the Max Planck Institute of Developmental Biology. When he left Salk in 2003, Detlef was
approved as an Adjunct Professor for a 3-year period, and he has remained in that status ever
since having been reappointed seven times. As such, he is very familiar with the activities of all
the labs in PBIO, as well as HPI, and Joanne-Director of PBIO, personally consults with Detlef on
a regular basis.

Detlef Weigel’'s unigue blend of biology and technology has been instrumental to the development
of the field of modern developmental biology of plants. During his >30-year career as an
independent investigator, Detlef has made contributions in three major areas related to flowering.
The first major finding from his lab was that an Arabidopsis thaliana gene could dramatically
accelerate flowering of trees; this established a proof of concept for Arabidopsis genetics as a
platform for biotechnological discoveries. His group later discovered the first plant microRNA
mutant and identified the factor that we now know to be the long sought-after mobile flower-
inducing signal. Together with Joanne, Detlef was one of the first to exploit natural genetic
variation for understanding how the environment affects plant development. In recent years, his
work in evolutionary genetics and genomics has focused on plant immunity and epigenetics. As
you will note on his CV, Detlef’s laboratory has published a large number of high impact papers,
making him one of the most highly cited plant geneticists in the world.

In addition to hypothesis-driven research, his group has a long history of providing new
technologies and resources to the community. This has culminated with a collaboration with Joe
Ecker, Magnus Nordborg and Todd Michael in generating the sequences of the genomes of over
1000 natural A. thaliana strains (The 1001 Genomes Project). This study has thus provided a
blueprint for the study of genetic diversity in many different plant species, Wolfgang Busch in
particular benefitted from having this sequenced data for his GWAS studies.

Weigel has an extensive record of service to the scientific community, having served on many
editorial and scientific advisory boards (including the MAB of HHMI). He is a forceful advocate of
open access publishing and founding deputy editor of e-LIFE. In addition, his service to the
European scientific community, makes him a very influential liaison for Salk scientists in Europe.



Finally, we have been approved for a new senior faculty position in Plant Biology Laboratory.
During the coming months, we are planning to use Detlef's familiarity with his field and
knowledge of European scientists to identify the best available candidates.

PBIO certainly wants to maintain strong ties with him and have him frequently visit us. This will
likely happen as Detlef’s wife’s family lives in San Diego and they visit often. Having him visit
our labs to speak with our students is a big plus for our program. As such, we respectfully
request your consideration for this reappointment.

Sincerely,
Joanne Chory, PhD Julie Law, PhD
Joseph R. Ecker, PhD Wolfgang Busch, PhD
Joseph P. Noel, PhD Todd Michael, PhD

.

Lena Mueller, PhD



CURRICULUM VITAE

Detlef Weigel

Director, Department of Molecular Biology

Max Planck Institute for Biology Tlibingen Ph +49.7071.601.1411
Max-Planck-Ring 5 Em weigel@tue.mpg.de
D-72076 Tibingen URL http://weigelworld.org

GERMANY

DOB

December 15, 1961

Nationality ~German and USA (naturalized on May 24, 2001)

Education

1989-1993 Research Fellow, Division of Biology, California Institute of Technology, Pasadena,
CA | Advisor: Dr. E. M. Meyerowitz

1988-1989 Research Associate, Institute of Genetics, University of Munich, Germany | Advisor:
Dr. H. Jackle

1988 Ph.D. in Genetics, Max Planck Institute of Developmental Biology and Eberhard
Karls University, Tibingen, Germany | Advisor: Dr. H. Jackle

1986 Diploma (M.S.) in Biology, University of Cologne, Germany | Advisor: Dr. J. A.

Campos-Ortega

Professional Experience

2020- Member, Institute for Bioinformatics and Medical Informatics (IBMI), University of
Tlbingen, Tlbingen, Germany

2019-2021 Executive Director, Max Planck Institute for Developmental Biology, Tlbingen,
Germany

2007-2009 Executive Director, Max Planck Institute for Developmental Biology, Tlibingen,
Germany

2004- Adjunct Professor, Department of Biology, Eberhard Karls University, Tlibingen,
Germany

2003- Adjunct Professor, Plant Biology Laboratory, The Salk Institute for Biological Studies,
La Jolla, CA

2001- Director, Department of Molecular Biology, Max Planck Institute for Biology
Tlbingen (until 2021: Max Planck Institute for Developmental Biology), Tibingen,
Germany

2001-2003 Associate Adjunct Professor, Department of Biology, University of California, San
Diego, La Jolla, CA

1999-2002 Associate Professor, Plant Biology Laboratory, The Salk Institute for Biological
Studies, La Jolla, CA

1997-2001 Assistant Adjunct Professor, Department of Biology, University of California, San
Diego, La Jolla, CA

1993-1999 Assistant Professor, Plant Biology Laboratory, The Salk Institute for Biological
Studies, La Jolla, CA

Honors
2023 Doctor honoris causa, University of Helsinki
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2021
2020
2019
2019
2016
2016
2015
2011
2011
2010
2010
2010
2009
2008
2007
2003
2001
1994
1991
1991
1989
1989
1988
1987
1986
1981

Stephen Hales Prize of the American Society of Plant Biologists
Novozymes Prize of the Novo Nordisk Foundation

Fellow, American Academy of Arts and Sciences

Barbara McClintock Prize for Plant Genetics and Genome Studies

Doctor honoris causa, Swedish Agricultural University

GSA Medal of the Genetics Society of America

Mendel Medal of the German National Academy of Sciences Leopoldina
Fellow, American Association for the Advancement of Science

State Research Prize of Baden-Wirttemberg

Corresponding Member, Heidelberg Academy of Sciences and Humanities
Foreign Member, Royal Society of London

Otto Bayer Award of the Bayer Foundation

Member, US National Academy of Sciences

Member, German National Academy of Sciences Leopoldina

Gottfried Wilhelm Leibniz Award of the German Research Council (DFG)
Member, European Molecular Biology Organisation (EMBO)

Charles Albert Shull Award of the American Society of Plant Biologists
National Science Foundation Young Investigator Award

Senior Fellowship, American Cancer Society, California Division

HFSPO Long Term Fellowship (declined)

EMBO Long Term Fellowship

Dieter Rampacher Award (youngest PhD graduate of the Max Planck Society 1988)
Ph.D., “summa cum laude”

Boehringer Ingelheim Fonds Graduate Fellowship

Diploma (M.S.), “summa cum laude”

Studienstiftung des Deutschen Volkes (German Academic Scholarship Foundation)
Undergraduate Fellowship

Professional Activities

Advisory Boards
2023- Scientific Commission of the State of Lower Saxony
2021- Award Committee for the Novozymes Prize, Novo Nordisk Foundation (2023-, Chair)
2021- ARC Centre of Excellence for Plant Success in Nature and Agriculture
2020- Medical Advisory Board, Howard Hughes Medical Institute
2017- KWS Saat SE
2017- Helsinki Institute of Life Science (HiLIFE)
2017- Institute of Molecular Biology, Academia Sinica
2017- Grow More Foundation
2016-2018 Gemeinschaft zur Forderung von Pflanzeninnovation e. V. (GFPi)
2014-2018 CeMeT (Co-founder)
2014-2017 ARC Centre of Excellence in Plant Energy Biology, Perth
2012- Computomics, (Co-founder)
2012-2025 Max Planck Digital Library
2010- Sainsbury Laboratory Cambridge University
2010-2012 Bayer Crop Science
2009-2013 GrassRoots Biotechnology
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2009-2012
2007-

2007-2012
2005-2011
2002-2007
1999-2001

The Arabidopsis Information Resource (TAIR)

Flanders Institute for Biotechnology (VIB) (2012-2019, Vice-/Co-Chair; 2020-, Chair)
Temasek Life Sciences Laboratory, (2010-2012, Deputy Chair)

The Sainsbury Laboratory

Program in Developmental Biology of Plants, Umea Plant Science Center
Arabidopsis Biological Resource Center

Community and Institutional Service

2024-

2024-2026
2022-
2021-
2021

2021
2021-2022
2019-2025
2018-2020
2017-2019
2016-2020
2014-2020

2013-2015
2012-
2012-
2011
2010-2015
2005-2008
2003-2005

2002-2010
2002- 2010
2001-2008
2000-2002

1999-2000
1997-2000

Presidential Committee on Scientific Freedom and Export Control & Foreign Trade,
Max Planck Society

Sectional Committee 9, Royal Society

Athena Ambassador, Max Planck Society

Member, Cyber Security Committee, Max Planck Society

Medals and Awards Review Group, Royal Society

Member-at-Large, Class Il Membership Committee, National Academy of Sciences
Committee for Data Science, Novo Nordisk Foundation

GSA Awards Committee, Genetics Society of America

Sectional Committee 7, Royal Society

EMBO/EMBL Symposia Committee, EMBO

Vice Chair, Open Access 2020 Steering Committee, Max Planck Society

Scientific Commission for the Review of Management Functions of Scientific
Members, Max Planck Society

Chair, Council, European Molecular Biology Organisation (EMBO)

Board, Quantitative Biology Center (QBiC), University of Tlbingen

Committee for Research Strategy and Coordination, University of Tiibingen

EMBO Ambassador to China

Council, European Molecular Biology Organisation (EMBO)

Courses, Workshops and Conferences Committee, EMBO

Committee on Future Research Directions, Biomedical Section of the Max Planck
Society

Steering Committee, German Ministry of Education and Research (BMBF) Project
“Genome Analysis in the Biological System Plant (GABI)”

Steering Committee, The Arabidopsis Functional Genomics Network (AFGN) of the
DFG, Germany

Board of Directors, International Society for Plant Molecular Biology

Academic Council, The Salk Institute for Biological Studies

Co-chair, North American Arabidopsis Steering Committee

North American Arabidopsis Steering Committee

Meeting Organization

2025

2024

2023

2022

Co-organizer, Novozymes Symposium: Elevating Africa's Participation in Plant
Genomics, by Africans, for Africans

Co-organizer, EMBO | EMBL Symposium “Diversity of Plants: From Genomes to
Metabolism”, Heidelberg, Germany

Co-organizer, EMBO | EMBL Symposium “The Organism and Its Environment”,
Heidelberg, Germany

Co-organizer, Max Planck Frontier Symposium “Rapid Polygenic Adaptation”, Berlin,
Germany
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2017
2015

2013-2016

2013

2012
2010

2009-2013
2007

2006
2005
2004

2004
2004

2003

2000

Co-organizer, German Conference on Bioinformatics, Tubingen, Germany
Co-organizer, EMBO Workshop on Mechanisms of Plant Speciation, Akersberga,
Sweden

Co-organizer, EMBO | EMBL Symposium, New Model Systems for Linking Evolution
and Ecology, Heidelberg, Germany

Co-chair, International Program Committee, XXI International Congress of Genetics,
Singapore

Co-organizer, VIB-Nature Conference on Plant Biology, Gent, Belgium
Co-organizer, Wenner-Gren Foundation Symposium on Adaptive Responses During
Plant Development, Kristineberg, Sweden

Co-organizer, CSHL Meeting on Plant Genomes, Cold Spring Harbor, NY
Co-organizer, National Evolutionary Synthesis Center (NESCent) Meeting on
Developing New Model Systems for Evolutionary Genomics Using Poeciliid Fishes,
Durham, NC

Co-organizer, 3" Trinational Arabidopsis Meeting, Tubingen, Germany
Co-organizer, Juan March/EMBO Meeting on Plant Stem Cells, Madrid, Spain
Co-organizer, Banbury Conference on RNAi-Related Processes in Plants: Chromatin,
Development and Defense, Cold Spring Harbor, NY

Co-organizer, 15" International Arabidopsis Conference, Berlin, Germany
Co-organizer, Keystone Conference on Natural Variation and Quantitative Genetics
in Model Organisms, Breckenridge, CO

Co-organizer, EMBO Practical Course in Developmental Genetics, Tlbingen,
Germany

Co-organizer, 11" International Arabidopsis Conference, Madison, WI

Editorial Boards

2023-2024
2011-2023
2011-2015
2010-2023
2009-2011
2007-2021
2007-2011
2005-2012
2005-2009
2003-2008
2003-2006
2002-2011
2001-2011
2000-2009
2000-2006
2000-2007
1997-2005
1996-2005
1996-1997
1995-2012

elLife (Co-Editor-in-Chief, with Tim Behrens)

elife (Deputy Editor)

Annual Review of Cell and Developmental Biology

Genome Biology

Cell

Faculty of 1000/Faculty Opinions, Plant-Environment Interaction Section
Science (Board of Reviewing Editors)

EMBO Journal & EMBO Reports

Current Opinion in Plant Biology (Co-Editor-in-Chief, with Jeff Dangl)
Public Library of Science Biology

Genetics (Associate Editor)

Nature Reviews Genetics (Highlights Advisor)

Developmental Cell

Genes and Development

Genesis

Faculty of 1000, Plant Growth and Development Section

Current Opinion in Plant Biology

Plant Cell (Coeditor)

Genes and Function

Mechanisms of Development
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Grant Advisory Panels

2022 Swiss National Science Foundation, Advanced Grants, Life Sciences lll (International
Chair)

2018-2020 Howard Hughes Medical Institute, Scientific Review Board

2017 Howard Hughes Medical Institute, Investigator review panel (ad hoc member)

2011-2012 Bavarian Research Network for Molecular Biosystems (BioSysNet)
2009-2011 ERC, Life Sciences 8: Evolutionary, Population and Environmental Biology
2004-2005 NIH Genetic Variation and Evolution

2001-2004 GEN-AU, Austrian Genome Project

2001-2004 NIH Genetics

2001 DFG (German Research Council) Arabidopsis Proteome Project
1998-2000 NSF Eukaryotic Genetics

1998 NIH Molecular Biology (ad hoc member)

1996 USDA Plant Growth & Development

Keynotes and Named Lectures

2023 XXl International Congress of Genetics, Melbourne, Australia (Keynote)

2022 German Conference on Bioinformatics, Halle, Germany (Keynote)
Stephen Hales Award Lecture, Plant Biology 2022, Portland, OR
Darwin Day Lecture, Centre for Ecological and Evolutionary Synthesis, University of
Oslo, Norway

2021 Wiley Weinheim Online Symposium: ‘Plant Biology in the 21 Century: Scientific
milestones and real-world challenges’ (Keynote)
31% International Conference on Arabidopsis Research, Seattle, WA (Keynote)
Annual Meeting Experimental Plant Sciences, Wageningen, Netherlands (Keynote)

2020 Prof. J. C. Bose Memorial Lecture, National Institute of Plant Genome Research,
New Delhi, India
EMBO | EMBL Symposium: The Organism and Its Environment, Heidelberg,
Germany (Keynote)
Israel Plant Ecology Meeting, Rehovot, Israel (Keynote)

2019 CSHL Meeting on Plant Genomes, Cold Spring Harbor, NY (Keynote)
Delbriick Lecture, German Society for Genetics Annual Meeting, Berlin, Germany
Genetics 2019: Old Questions and New Frontiers, Heidelberg, Germany (Keynote)
Noble Gesprache Lecture, Beutenberg Campus, Jena, Germany

2018 International Plant Molecular Biology 2018, Montpellier, France (Keynote)
2017 Saclay Plant Sciences Meeting, Versailles, France (Keynote)

VIB Conference “At the Forefront of Plant Biology”, Gent, Belgium (Keynote)
2016 Jenkinson Memorial Lecture, Oxford University, UK

Symposium in Honor of Joanne Chory’s 60" Birthday (Keynote)
Lorne Genome Conference, Lorne, Australia (EMBO Lecture)

2015 Australasian Genome Technology Association Conference 2015, Hunter Valley,
Australia (Keynote)
Darlington Lecture, John Innes Centre, Norwich, UK

2014 Trinational Arabidopsis Meeting, Heidelberg, Germany (Keynote)

2013 Fritz Lipmann Lecture, German Society for Biochemistry and Molecular Biology,
Frankfurt, Germany



DETLEF WEIGEL CURRICULUM VITAE

2012

2011

2010

2009
2007

2006

2005

2003
2002

24™ International Conference on Arabidopsis Research, Sydney, Australia (Keynote)
Hilgendorf Lecture, University of Tibingen, Germany

EMBO Conference on Plant Development and Environmental Interactions, Matera,
ltaly (Keynote)

“Major Issues in Modern Biology” Lecture, UC Davis, CA

Bernhard Rensch Lecture, University of Minster, Germany

EMBL Distinguished Visitor Lecture, Heidelberg, Germany

Helmholtz Lecture, Humboldt University, Berlin, Germany

Annual Meeting, Genome Analysis in the Biological System Plant (GABI) Program,
Potsdam, Germany (Keynote)

Distinguished Lecturer, Boyce Thompson Institute, Ithaca, NY

Annual Meeting of the Dutch Molecular Genetics Society, Luchteren, Netherlands
(Keynote)

Public Lecture, Annual Meeting of the Max Planck Society, Frankfurt, Germany

15" Congress of the Federation of European Societies of Plant Biology, Lyon, France
(EMBO Lecture)

Trinational Arabidopsis Meeting, Neuchatel, Switzerland (Keynote)

47™ Maize Conference, Lake Geneva, Wisconsin (Keynote)

First Douglas Falconer Lecture in Quantitative Genetics, Edinburgh University, UK
EMBO Lecture Course, Genetics after the Genome, Brno, Czech Republic (Mendel
Lecture)

Publications

ORCID 0000-0002-2114-7963 ® ResearcherlD C-1418-2008

Research articles

1.

Knust, E., Dietrich, U., Tepass, U., Bremer, K. A., Weigel, D., Vassin, H., and Campos-
Ortega, J. A. (1987) EGF homologous sequences encoded in the genome of Drosophila
melanogaster, and their relation to neurogenic genes. EMBO J. 6, 761-766.

Weigel, D., Knust, E., and Campos-Ortega, J. A. (1987) Molecular organization of master
mind, a neurogenic gene of Drosophila melanogaster. Mol. Gen. Genet. 207, 374-384.
Rijsewijk, F., Schuermann, M., Wagenaar, E., Parren, P., Weigel, D., and Nusse, R. (1987)
The Drosophila homolog of the mouse mammary oncogene int-1 is identical to the
segment polarity gene wingless. Cell 50, 649-657.

De la Concha, A., Dietrich, U., Weigel, D., and Campos-Ortega, J. A. (1988) Functional
interactions between neurogenic genes of Drosophila melanogaster. Genetics 118, 499-
508.

Jirgens, G., and Weigel, D. (1988) Terminal versus segmental development in the
Drosophila embryo: the role of the homeotic gene fork head. Roux’s Arch. Dev. Biol. 197,
345-354.

Weigel, D., Jirgens, G., Kuttner, F., Seifert, E., and Jackle, H. (1989) The homeotic gene
fork head encodes a nuclear protein and is expressed in the terminal regions of the
Drosophila embryo. Cell 57, 645-658.
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10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

Weigel, D., Bellen, H. J., Jirgens, G., and Jackle, H. (1989) Primordium specific
requirement of the homeotic gene fork head in the developing gut of the Drosophila
embryo. Roux’s Arch. Dev. Biol. 198, 201-210.

Weigel, D., Seifert, E., Reuter, D., and Jackle, H. (1990) Regulatory elements controlling
expression of the Drosophila homeotic gene fork head. EMBO J. 9, 1199-1207.

Weigel, D., Jirgens, G., Klingler, M., and Jackle, H. (1990) Two gap genes mediate
maternal terminal pattern information in Drosophila. Science 248, 495-498.

Gaul, U., and Weigel, D. (1991) Regulation of Kriippel expression in the anlage of the
Malpighian tubules in the Drosophila embryo. Mech. Dev. 33, 57-68.

Panzer, S., Weigel, D., and Beckendorf, S. K. (1992) Organogenesis in Drosophila
melanogaster: Control of embryonic salivary gland determination by homeotic and
dorsoventral patterning genes. Development 114, 49-57.

Bowman, J. L., Sakai, H., Jack, T., Weigel, D., Mayer, U., and Meyerowitz, E. M. (1992)
SUPERMAN, a regulator of floral homeotic genes in Arabidopsis. Development 114, 599-
615.

Weigel, D., Alvarez, J., Smyth, D. R., Yanofsky, M. F., and Meyerowitz, E. M. (1992) LEAFY
controls floral meristem identity in Arabidopsis. Cell 69, 843-859.

Weigel, D., and Meyerowitz, E. M. (1993) Activation of floral homeotic genes in
Arabidopsis. Science 261, 1723-1726.

Bowman, J. L., Alvarez, J., Weigel, D., Meyerowitz, E. M., and Smyth, D. R. (1993) Control
of flower development in Arabidopsis thaliana by APETALAT and interacting genes.
Development 119, 721-743.

Bronner, G., Chu-LaGraff, Q., Doe, C. Q., Cohen, B., Weigel, D., Taubert, H., and Jackle,
H. (1994) Sp1/egr-like zinc-finger protein required for endoderm specification and germ
layer morphogenesis in Drosophila. Nature 369, 664-668.

Weigel, D., and Nilsson, O. (1995) A developmental switch sufficient for flower initiation in
diverse plants. Nature 377, 495-500.

Lee, I, Wolfe, D. S., Nilsson, O., and Weigel, D. (1997) A LEAFY co-regulator encoded by
UNUSUAL FLORAL ORGANS. Curr. Biol. 7, 95-104.

Blazquez, M. A., Soowal, L. N. S., Lee, ., and Weigel, D. (1997) LEAFY expression and
flower initiation in Arabidopsis. Development 124, 3835-3844.

Hempel, F. D., Weigel, D., Ditta, G., Mandel, M. A., Zambryski, P., Feldman, L. J., and
Yanofsky, M. F. (1997) Photoinduction of flowering-gene expression and floral
determination in Arabidopsis. Development 124, 3845-3853.

Blazquez, M. A., Green, R., Nilsson, O., Sussman, M. R., and Weigel, D. (1998)
Gibberellins promote flowering of Arabidopsis by activating the LEAFY promoter. Plant
Cell 10, 791-800

Nilsson, O., Lee, ., Blazquez, M. A., and Weigel, D. (1998) Flowering-time genes
modulate the response to LEAFY activity. Genetics 150, 403-410.

Parcy, F., Nilsson, O., Lee, ., Busch, M. A., and Weigel, D. (1998) A genetic framework for
floral patterning. Nature 395, 561-566.

Nilsson, O., Wu, E., Wolfe, D. S., and Weigel, D. (1998) Ablation of flowers in transgenic
Arabidopsis. Plant J. 15, 799-804.
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25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

Aukerman, N. J., Lee, |, Weigel, D., and Amasino, R. M. (1999) The Arabidopsis
flowering-time gene LUMINIDEPENDENS is expressed primarily in regions of cell

proliferation and encodes a nuclear protein that regulates LEAFY expression. Plant J. 18,
195-203.

Busch, M. A., Bomblies, K., and Weigel, D. (1999) Activation of a floral homeotic gene in
Arabidopsis. Science 285, 585-587.

Blazquez, M. A., and Weigel, D. (1999) Regulation of flowering by phytochrome B and
gibberellins in Arabidopsis. Plant Physiol. 120, 1025-1032.

Sessions, A., Weigel, D., and Yanofsky, M. F. (1999) The Arabidopsis thaliana MERISTEM
LAYER 1 promoter specifies epidermal expression in meristems and young primordia.
Plant J. 20, 259-263.

Bomblies, K., Dagenais, N., and Weigel, D. (1999) Redundant enhancers mediate
transcriptional repression of AGAMOUS by APETALAZ2. Dev. Biol. 216, 260-264.

Kardailsky, I., Shukla, V., Ahn, J. H., Dagenais, N., Christensen, S. K., Nguyen, J. T., Chory,
J., Harrison, M. J., and Weigel, D. (1999) Activation tagging of the floral inducer FT.
Science 286, 1962-1965.

Christensen, S. K., Dagenais, N., Chory, J., and Weigel, D. (2000) Regulation of auxin
response by the protein kinase PINOID. Cell 100, 469-478.

Weigel, D., Ahn, J. H., Bldzquez, M. A., Borevitz, J., Christensen, S. K., Fankhauser, C.,
Ferrandiz, C., Kardailsky, I., Malancharuvil, E. J., Neff, M. M., Nguyen, J. T., Sato, S.,
Wang, Z., Xia, Y., Dixon, R. A., Harrison, M. J., Lamb, C. J., Yanofsky, M. F., and Chory, J.
(2000) Activation tagging in Arabidopsis. Plant Physiol. 122, 1003-1014.

Blazquez, M. A., and Weigel, D. (2000) Integration of floral inductive signals in
Arabidopsis. Nature 404, 889-892.

Trieu, A. T., Burleigh, S. H., Kardailsky, I. V., Maldonado-Mendoza, I. E., Versaw, W. K.,
Blaylock, L. A., Shin, H., Chiou, T. J., Katagi, H., Dewbre, G. R., Weigel, D., and Harrison,
M. J. (2000) Transformation of Medicago truncatula via infiltration of seedlings or
flowering plants with Agrobacterium. Plant J. 22, 532-541.

Sessions, A., Yanofsky, M. F., and Weigel, D. (2000) Cell-cell signaling and movement by
the floral transcription factors LEAFY and APETALA1. Science 289, 779-781.

He, Z., Zhu, Q., Dabi, T., Li, D., Weigel, D., and Lamb, C. J. (2000) Transformation of rice

with the Arabidopsis floral regulator LEAFY confers early heading. Transgenic Res. 9, 223-
227.

Zhao, Y., Christensen, S. K., Fankhauser, C., Cashman, J. R., Cohen, J. D., Weigel, D., and
Chory, J. (2001) A role for flavin-containing monooxygenases in auxin biosynthesis.
Science 291, 306-309.

Gocal, G. F. W., King, R. W., Blundell, C. A., Schwartz, O. M., Andersen, C. H., and
Weigel, D. (2001) Evolution of floral meristem identity genes: analysis of Lolium genes
related to APETALA1 and LEAFY of Arabidopsis. Plant Physiol. 125, 1788-1801.

Mimida, N., Goto, K., Kobayashi, Y., Araki, T., Ahn, J. H., Weigel, D., Murata, M.,
Motoyoshi, F., and Sakamoto, W. (2001) Functional divergence of the TFL1-like gene

family in Arabidopsis revealed by characterization of a novel homologue. Genes Cells 6,
327-336.
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40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

Lohmann, J. U., Hong, R. L., Hobe, M., Busch, M. A., Parcy, F., Simon, R., and Weigel, D.
(2001) A molecular link between stem cell regulation and floral patterning in Arabidopsis.
Cell 105, 793-803.

Ahearn, K. P., Johnson, H. A., Weigel, D., and Wagner, D. R. (2001) NFL1, a Nicotiana
tabacum LEAFY-like gene, controls meristem and floral structure. Plant Cell Physiol. 42,
1130-1139.

Gocal, G. F. W., Sheldon, C. C., Gubler, F., Moritz, T., Bagnall, B., Li, S. F., Parish, R. W.,
Dennis, E. S., Weigel, D., and King, R. W. (2001) GAMYB-like genes, flowering and
gibberellin signaling in Arabidopsis. Plant Physiol. 127, 1682-1693.

Maloof, J. N., Borevitz, J. O., Dabi, T., Lutes, J., Nehring, R. B., Redfern, J. L., Trainer, G.
T., Wilson, J. M., Asami, T., Berry, C. C., Weigel, D., and Chory, J. (2001) Natural variation
of light sensitivity in Arabidopsis. Nat. Genet. 29, 441-446.

Nordborg, M., Borevitz, J. O., Bergelson, J., Berry, C. C., Chory, J., Hagenblad, J.,
Kreitman, M., Maloof, J. N., Noyes, T., Oefner, P. J., Stahl, E., and Weigel, D. (2002) The
extent of linkage disequilibrium in Arabidopsis thaliana. Nat. Genet. 30, 190-193.

Yun, J. Y., Weigel: D., and Lee, I. (2002) Ectopic expression of SUPERMAN suppresses
development of petals and stamens. Plant Cell Physiol. 43, 52-57.

Borevitz, J. O., Maloof J. N., Lutes, J., Dabi, T., Redfern, J. L., Trainer, G. T., Werner, J. D.,
Asami, T., Berry, C. C., Weigel, D., and Chory, J. (2002) Quantitative trait loci controlling
light and hormone response in two accessions of Arabidopsis thaliana. Genetics 160, 683-
696.

Parcy, F., Bomblies, K., and Weigel, D. (2002) Interaction of LEAFY, AGAMOUS, and
TERMINAL FLOWERT1 in maintaining floral identity in Arabidopsis. Development 129,
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Principal Scientist, Genentech, South San Francisco, CA

Senior Staff Scientist, BASF, Ghent, Belgium

Staff Scientist, Institut Gustave Roussy, Paris, France

Assistant Professor, UC Riverside, Riverside, CA

Assistant Professor, University College London, London, UK

Patent Attorney, Shelston IP, Sydney, Australia

Director, OrigiMed, Shanghai, China
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82
83
84
85
86
87
88
89
90
91
92
93
94
95
96
97
98
99
100
101
102
103
104
105
106
107
108
109

Eun-Cheon Lim
Patricia Lang
Emanuele Scacchi
Chang Liu

Yonca Ural-Blimke
Francois Vasseur
Jane Devos

Wanyan Xi

Gautam Shirsekar
Efthymia Simeonidi
Leila Rabbani
Wangsheng Zhu
Derek Lundberg
Julian Regalado Perez
Anna Lena Van de Weyer
Felix Bemm

Rui Wu

Moisés Expdsito Alonso

PhD
PhD
Postdoc
Postdoc
MS
Postdoc
MS/PhD
Postdoc
Postdoc
PhD
PhD
Postdoc
Postdoc
PhD
PhD
Postdoc
Postdoc
PhD

Sebastian Gomez PetersenMS

Cristina Barragéan
Talia Karasov
Maximilian Collenberg
Alba Gonzalez

Patrick Hither

Or Shalev

Wei Yuan

Ezgi Stiheyla Dogan
Bridgit Waithaka

MS/PhD
Postdoc
PhD
PhD

MS

PhD
Postdoc
MS

PhD

2012-2016
2012-2016
2012-2017
2012-2015
2012-2013
2013-2016
2013-2016
2013-2016
2013-2024
2014-2018
2014-2017
2014-2019
2014-2022
2014-2019
2014-2018
2014-2018
2014-2018
2014-2018
2015-2016
2015-2020
2015-2020
2016-2022
2016-2020
2016-2016
2016-2021
2016-
2016
2016-2022

- Research Director, able edutech, South Korea
- Assistant Professor, UC Berkeley, Berkeley, CA
SNF, EMBO Research Associate, University of Tibingen, Tibingen, Germany
Marie Curie Junior Professor, University of Hohenheim, Germany
Team Leader, BASF, Ludwigshafen, Germany
- Staff Scientist, CNRS, Montpellier, France
- Staff Scientist, Symrise, Madagascar
- Staff Scientist, Max Planck Institute for Biology Tibingen, Tibingen, Germany
- Assistant Professor, University of Tennessee, Knoxville, TN
- Postdoc, University of Utah, UT
- Staff Scientist, Karolinska Institute, Stockholm, Sweden
- Associate Professor, Chinese Agricultural University, Beijing, China
HFSPO Group Leader, SLU, Uppsala, Sweden
- Postdoc, GLOBE Institute, Copenhagen, Denmark
- Staff Scientist, LaboKlin, Bad Kissingen, Germany
- Group Leader, KWS Saat SE, Einbeck, Germany
Marie Curie Staff Scientist, University of Copenhagen, Denmark
- Assistant Professor, UC Berkeley, Berkeley, CA
- Program Officer, Syngenta Fd. for Sustainable Agriculture, Basel, Switzerland
- Strategy Officer, EMBL, Heidelberg, Germany
EMBO, HFSPO Assistant Professor, University of Utah, Salt Lake City, UT
- GMP Expert, csi, Schorndorf, Germany
- Project Manager, University of Utah, Salt Lake City, UT
- Graduate Student, Gregor Mendel Institute, Vienna, Austria
DAAD Postdoc, University of Tibingen, Germany

- Project Manager, ThermoFisher Scientific, Germany

- Self-employed, Toronto, Canada
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110
111

112
113
114
115
116
117
118
119
120
121
122
123
124

125
126
127
128
129
130
131
132
133
134
135
136

Christian Kubica
Lei Li

Anjar Wibowo
Ulrich Lutz
Fernando Rabanal
Thanvi Srikant
Yoav Voichek
Oliver Deusch
Haim Ashkenazy

Adridn Contreras

Pablo Carbonell Bejerano

Alejandra Duque
Sebastian Vorbrugg
Hua Wang

Pratchaya Pamoj Na
Ayutthaya

Grey Monroe
Katerina Romanova
Miriam Lucke

Luisa Teasdale
Kevin Murray
Maike Graff
Wenfei Xian
Andrea Movilli
Yueqi Tao

Pin-Jou Wu
Shanshan Wang
Patience Chatukuta

PhD
Postdoc

Postdoc
Postdoc
Postdoc
PhD
Postdoc
Postdoc
Postdoc
PhD
Postdoc
PhD
MS/PhD
Postdoc
MS

Postdoc
PhD
PhD
Postdoc
Postdoc
MS

PhD
PhD
PhD
PhD
Postdoc
Postdoc

2016-2022
2016-2021

2016-2019
2016-2024
2017-

2017-2021
2018-2019
2018-2020
2018-

2018-2024
2018-2022
2018-2022
2018-2024
2019-2021
2019-2020

2019-2020
2020-
2020-
2020-
2020-
2020-2021
2021-
2021-
2021-
2021-
2021-
2021-2023

EMBO, HFSPO

Marie Curie

Marie Curie, HFSPO

Marie Curie

A. v. Humboldt Fd.

Marie Curie

Marie Curie

A. v. Humboldt Fd.

Analyst, Computomics, Tiibingen, Germany

Principal Investigator, Institute for Genetics and Developmental Biology, Chinese
Academy of Sciences, Beijing, China

Associate Professor, Airlangga University, Surabaya, Indonesia

Self-employed

Postdoc, ETH, Zurich, Switzerland
Postdoc, Gregor Mendel Institute, Vienna, Austria

Chief Business Development Officer, HB Technologies, Tiibingen, Germany

Postdoc, CNRS, Lille, France
Senior Scientist, CSIC, Instituto de Ciencias de la Vid y del Vino, Logrofio, Spain
Graduate School Coordinator, MPI for Biology Tibingen, Tlbingen, Germany

Associate Professor, Huazhong Agricultural University, Wuhan, China

Graduate Student, Max Planck Institute for Plant Breeding, Cologne, Germany

Assistant Professor, UC Davis, Davis, CA

Graduate researcher, Max Delbriick Center, Berlin, Germany

Project leader, Max Planck Institute for Biology Tlbingen, Tibingen, Germany

50



DETLEF WEIGEL

CURRICULUM VITAE

137
138
139
140
141
142
143
144

Gal Ofir

Laura Bader
Zhigui Bao
Sheila Roitman
Li He

Svitlana Sushko
Eirik Lageide

Anita Bollmann-Giolai

Postdoc
MS

PhD
Postdoc
Postdoc
PhD
PhD
Postdoc

2022-
2022

2022-
2023-
2023-
2023-
2024-
2024-

EMBO, HFSPO

CNV Fd., EMBO

Graduate student, Crick Institute, London, UK
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Grants Held

Past:

IBN 94-06948 (Weigel)

NSF

Role: PI

Role of LEAFY in determining floral identity

MCB 94-58210 (Weigel)
NSF

Role: PI

NSF Young Investigator

95-37301-2038 (Weigel)

USDA

Role: Pl

Induction of flowers in transgenic plants

OIlA 96-02612 (Weigel)
NSF
Role: PI

08/01/1994-07/31/1997
$310,000
Salk Institute

08/01/1994-07/31/1999
$312,500
Salk Institute

09/01/1995-08/31/1998
$210,000
Salk Institute

04/15/1997-01/31/1998
$100,000
Salk Institute

Renovation and consolidation of Salk Institute plant growth facilities

Sponsored Research Agreement (Weigel)
Agritope

Role: PI

LEAFY

Sponsored Research Agreement (Weigel)
ForBio
Role: PI
LEAFY

RG 303/97 (Weigel)

HFSPO

Role: PI

Genetic and molecular control of flowering time

IBN 97-23818 (Weigel)

NSF

Role: Pl

The role of meristem-identity genes in floral patterning

MCB-9723823 (Weigel)

NSF

Role: PI

Genetic and molecular analysis of floral induction

04/01/1997-03/31/2000
$200,000
Salk Institute

05/01/1997-04/30/1999
$150,000
Salk Institute

05/01/1997-04/30/2000
$630,000 ($157,500 to Weigel)
Salk Institute

08/01/1997-07/31/2000
$330,000
Salk Institute

09/01/1997-08/31/2000
$345,000
Salk Institute
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DE-FGO03-98ER20317 (Weigel)

DOE

Role: PI

Regulation of the floral homeotic gene AGAMOUS

99-35301-8047 (Weigel)

USDA

Role: Pl

Induction of flowers in transgenic plants

Sponsored Research Agreement (Weigel)
Agrinomics/Exelixis Plant Sciences
Role: PI

Activation tagging

IBN-0078273 (Weigel)
NSF
Role: Pl (terminated 12/31/2002)

The role of the F-box protein UFO in flower development

MCB-0078277 (Weigel)

NSF

Role: Pl (terminated 12/31/2002)

Gibberellins and floral induction in Arabidopsis

1 RO1 GM62932-01 (Weigel)
NIH/NIGMS
Role: Pl (from 01/01/2003, Co-Investigator)

Transcriptional regulation in early flower development

RGP0235/2001-M (Weigel)
HFSPO
Role: PI

Control of plant architecture by a new signaling pathway

SFB446 (Jurgens)

DFG (Deutsche Forschungsgemeinschaft)

Role: Co-Investigator

Transport of transcription factors between plant cells

(Nover)
DFG (Deutsche Forschungsgemeinschaft)
Role: Co-Investigator

09/01/1998-08/31/2001
$645,000
Salk Institute

09/01/1999-08/31/2002
$280,150
Salk Institute

07/01/2000-06/30/2002
$687,120
Salk Institute

09/01/2000-08/31/2003
$340,125
Salk Institute

09/01/2000-08/31/2003
$450,000
Salk Institute

04/01/2001-03/31/2005
$1,425,648
Salk Institute

05/01/2001-04/30/2004
$187,500 (to Weigel)
Salk Institute/MPI

07/01/2003-06/30/2006
€75,600 (to Weigel)
MPI

10/01/2003-09/30/2004
€190,418 (to Weigel)
MPI

AtGenExpress: A multinational coordinated effort to uncover the transcriptome of the multicellular

model organism Arabidopsis thaliana
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1R13GM070207-01 (Weigel) 01/01/2004-02/01/2004
NIH/NIGMS $30,000
Role: PI Keystone Symposia

Keystone Conference: Variation and quantitative genetics in model organisms

(Weigel) 10/01/2004-09/30/2005
Max Planck Society Innovation Funds €1,000,000
Role: PI MPI

Whole-genome study of intraspecific variation: Re-sequencing the Arabidopsis thaliana genome

GABI-REGULATORS (Coupland) 10/01/2004-09/30/2007
BMBF €210,000 (to Weigel)
Role: Co-Investigator MPI

Exploiting inter-species conservation in promoter sequences to identify regulators of reproductive
development and physiological performance

SY-STEM (Traas) 01/01/2006-12/31/2008
European Commission Framework Programme 6 €203,223 (to Weigel)
Role: Co-Investigator MPI

Marie Curie Research Training Network: Systems biology of plant stem cells

824/04 (Ori, Eshed, Weigel) 01/01/2006-12/31/2008
German-Israeli Foundation for Scientific Research €66,666 (to Weigel)
Role: Co-Investigator MPI

Genetic dissection of dissected leaves

(Hess) 01/01/2006-12/31/2008
Foundation of the State of Baden-Wirttemberg €44,000 (to Weigel)
Role: Co-Investigator MPI

RNAI and regulatory RNA in the genome-wide analysis of gene function of green organisms

1 RO1T GM62932-05 (Chory) 04/01/2005-03/31/2009
NIH/NIGMS $1,609,979
Role: Co-Investigator Salk Institute

Molecular mechanisms of natural variation in Arabidopsis

SFB446 (Jurgens) 07/01/2006-06/30/2009
DFG (Deutsche Forschungsgemeinschaft) €174,000 (to Weigel)
Role: Co-Investigator MPI

Integration of flowering time control and primordium formation by microRNAs

ARelatives (Weigel) 04/01/2007-03/31/2010
European Research Area-Plant Genome (DFG) €226,800 (to Weigel)
Role: PI MPI

Leveraging the genome sequences of two Arabidopsis relatives for evolutionary and ecological
genomics
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ARABRAS (Koornneef) 04/01/2007-03/31/2010
European Research Area-Plant Genome (BMBF) €230,000 (to Weigel)
Role: Co-Investigator MPI

Identifying candidate genes for improving plant growth under abiotic stress conditions in Brassica
crops

GABI-GNADE (Koornneef) 09/01/2007-08/31/2010
BMBF €148,000 (to Weigel)
Role: Co-Investigator MPI

Exploring the possibility of genome-wide exploitation of natural diversity, across the entire
Arabidopsis population

RGP 57/2007 (Weigel) 07/01/2007-06/30/2011
HFSPO $337,500 (to Weigel)
Role: PI MPI

Reproductive isolation and autoimmunity in plants

SIROCCO (Baulcombe) 01/01/2007-09/30/2011
European Commission Framework Programme 6 €421,290 (to Weigel)
Role: Co-Investigator MPI

Integrated Project: Silencing RNAs: organizers and coordinators of complexity in eukaryotic
organisms

AGRON-OMICS (Hilson) 10/01/2006-09/30/2011
European Commission Framework Programme 6 €615,235 (to Weigel)
Role: Co-Investigator MPI

Integrated Project: Arabidopsis growth network integrating omics technologies

PLANT-KBBE-TRANSNET (Coupland) 04/01/2009-03/31/2012
BMBF €270,000 (to Weigel)
Role: Co-Investigator MPI

Transcriptional networks and their evolution in the Brassicaceae

AENEAS (Varotto) 04/01/2009-03/31/2013
European Commission Framework Programme 7 €449,481 (to Weigel)
Role: Co-Investigator MPI

Acquired environmental epigenetics advances: from Arabidopsis to maize

(Weigel) 07/01/2007-06/30/2014
DFG (Deutsche Forschungsgemeinschaft) €2,500,000
Role: PI MPI

Gottfried Wilhelm Leibniz Award

SPP1530 Flowering Time Control (Jung) 08/01/2011-07/31/2014
DFG (Deutsche Forschungsgemeinschaft) €189,530 (to Weigel)
Role: Co-Investigator MPI

Comparative analysis of miRNA networks regulating flowering
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SPP1529 Adaptomics (Kraemer)

DFG (Deutsche Forschungsgemeinschaft)

Role: Co-Investigator

08/01/2011-07/31/2014
€203,226 (to Weigel)
MPI

Phenotypic and genetic variation in Biscutella didyma and adaptation to environmental change - a

combined ecological-genomic approach

SPP1529 Adaptomics (Kraemer)

DFG (Deutsche Forschungsgemeinschaft)

Role: Co-Investigator

12/01/2011-11/30/2014
€287,980 (to Weigel)
MPI

Starting from scratch: adaptation to variable environments after an extreme bottleneck

GABI-Innovativ-NuGGET (Altmann)
BMBF
Role: Co-Investigator

Next generation forward genetics for crop plants

(Weigel)

State of Baden Wiirttemberg
Role: PI

State Research Prize 2011

SFB1101 (Harter)

DFG (Deutsche Forschungsgemeinschaft)

Role: Co-Investigator

Regulation of microRNA biogenesis and activity

SPP1529 Adaptomics (Kraemer)
DFG
Role: Co-Investigator

08/01/2011-01/31/2015
€467,622 (to Weigel)
MPI

08/01/2011-07/31/2014
€100,000
MPI

04/01/2014-03/31/2017
€211,320 (to Weigel)
MPI

01/01/2015-12/31/2017
€214,596 (to Weigel)
MPI

Starting from scratch: adaptation to variable environments after an extreme bottleneck

ImmuNemesis (Weigel)
ERC
Role: PI

03/01/2014-11/30/2019
€2,499,900
MPI

Advanced Grant: The Plant Immune System: Epistasis and Fitness-Tradeoffs

SPP1529 Adaptomics (Kraemer)
DFG
Role: Co-Investigator

08/01/2014-07/31/2017
€188,481 (to Weigel)
MPI

Phenotypic and genetic variation in Biscutella didyma and other Brassicaceae and adaptation to
environmental change - a combined ecological-genomic approach

SPP1530 Flowering Time Control (Jung)

DFG
Role: Co-Investigator

10/01/2014-09/30/2017
€84,710 (to Weigel)
MPI

Determination of the relationship between allelic constitution and the flowering time phenotype in

grapevine
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(2Blades) 7/01/2015-06/30/2018
Gordon and Betty Moore Foundation $436,624 (to Weigel)
Role: Co-Investigator MPI

1001 NB-LRRomes: discovery and definition of plant immune receptor diversity and evolution

Regional Research Alliance (Ludewig) 10/01/2016-09/30/2019
State of Baden-Wirttemberg €79,005 (to Weigel)
Role: Co-Investigator MPI

Heterosis and environmental stability in amaranth hybrids

Epidiverse (Verhoeven) 09/01/2017-02/28/2022
European Commission Horizon 2020 €249,216 (to Weigel)
Role: Co-Investigator MPI

Marie Sktodowska Curie ITN: Epigenetic diversity in ecology

SPP2125 DECRyPT (Zuccaro) 07/01/2018-06/30/2021
DFG (Deutsche Forschungsgemeinschaft) €174,785 (to Weigel)
Role: Co-Investigator MPI

Effects of microbiome, host and pathogen genotype, and environment on the interaction between
Pseudomonas isolates and plants

SFB1101 (Harter) 01/01/2018-12/31/2021
DFG (Deutsche Forschungsgemeinschaft) €279,600 (to Weigel)
Role: Co-Investigator MPI

Specificity in (auto)immune signalling by the atypical resistance protein RPW8

AUREATE (Weigel) 06/01/2018-11/30/2021
ERA-Coordinating Action in Plant Sciences (DFG) €334,550 (to Weigel)
Role: PI MPI

AUgmented REsilience After Transmission of Epimutations

1001G+ (Nordborg) 11/01/2018-01/31/2022
ERA-Coordinating Action in Plant Sciences (DFG) €334,550 (to Weigel)
Role: Co-Investigator MPI

1001 Genomes Plus

Active:

Novozymes Prize (Weigel) 01/01//2021-12/31/2025
Novo Nordisk Foundation €605,124

Role: PI MPI

Novozymes Prize

PATHOCOM (Weigel) 07/01//2021-06/30/2027
ERC €2,742,525 (to Weigel)
Role: Corresponding PI MPI

Synergy Grant: Understanding and predicting PATHOgen COMmunities
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SPP2125 DECRyPT (Zuccaro) 01/01/2022-12/31/2024
DFG (Deutsche Forschungsgemeinschaft) €84,000 (to Weigel)
Role: Co-Investigator MPI

Effects of other microbes and the host on the interaction and eco-logical function of Pseudomonas
and Sphingomonas isolates with plants

SFB1101 (Harter) 01/01/2022-12/31/2025
DFG (Deutsche Forschungsgemeinschaft) €279,600 (to Weigel)
Role: Co-Investigator MPI

Specificity in (auto)immune signalling by the atypical resistance protein RPW8

TRR356 (Parniske) 01/01/2023-12/31/2026
DFG (Deutsche Forschungsgemeinschaft) €320,400 (to Weigel)
Role: Co-Investigator MPI

Genomic and geographic maps of NLRs and matching effectors in the A. thaliana - H.
arabidopsidis pathosystem

Pending:

EC (Ralser) 01/01//2025-12/31/2028
European Commission Horizon 2020 €280,000 (to Weigel)
Role: Co-Investigator MPI

INFRA-Strain: A platform that integrates distributed natural strains and species collections with
multi-omics data for biodiscovery applications
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Where cures begin.

Salk Adjunct Service/Contributions Form

Name: Detlef Weigel Appointment Start Date: 2003
Sponsors: J. Chory, J. Ecker

To be eligible for appointment and reappointment in the Adjunct series, appointees are expected to be engaged in
at least two Institute-related activities outlined below. If you are being considered for your first Adjunct Professor
appointment, provide information about your plans to engage in the Salk community and select any of the activities
you would be interested in below. If you are being considered for reappointment, select your ongoing activities and
give a brief summary of your engagement in each activity during the past appointment period. Also provide a
summary of your plans to engage in the Salk activities during the next appointment period.

Salk Activities (list the course/seminar titles, committees, and student names if known)

* Please note research collaborations with a Salk Faculty sponsor(s) do not qualify as Institute-related activities
expected for an Adjunct position

m Giving Seminars, such as those hosted by Sponsors or by the Institute

L Teaching in Salk-organized courses

] Serving on UCSD Student Review committees and/or Thesis Committees in Salk Labs

[J Reviewing Postdoctoral and other Internal Grants

[Participating in Salk’s outreach and educational efforts to recruit underrepresented minority student applicants

m Consulting on Salk scientific initiatives or multi-PI grants
[JServing on Faculty Review Committees

LIPromoting award and nomination opportunities for Salk Faculty
0] Organizing or participating on Salk Meetings or Conferences
= Other

Salk Service Summary & Plans: Describe your plans to engage in the activities marked above during the next
appointment period (i.e.: Salk Course or Seminar Titles, names of Student or Faculty review committee, description
of contributions to grants, etc. if unable to fit above). If you are being considered for reappointment, also describe
your engagement in the Salk activities during the last appointment period. You may attach a supplemental letter
with these activities as needed.

Apart from discussing my science at invited seminars, I'm giving feedback on the Plant
Biology research program, especially the Harnessing Plants Initiative, and I'm serving as
mentor in Salk's postdoc mentoring program.




	Weigel Memo
	Weigel CV
	Weigel Adjunct Service Form

	Text3: 2003
	Text2: J. Chory, J. Ecker
	Text1: Detlef Weigel
	with these activities as needed: Apart from discussing my science at invited seminars, I'm giving feedback on the Plant Biology research program, especially the Harnessing Plants Initiative, and I'm serving as mentor in Salk's postdoc mentoring program. 
	Other: On
	Organizing or participating on Salk Meetings or Conferences: Off
	Promoting award and nomination opportunities for Salk Faculty: Off
	Serving on Faculty Review Committees: Off
	Consulting on Salk scientific initiatives or multiPI grants: On
	Participating in Salks outreach and educational efforts to recruit underrepresented minority student applicants: Off
	Reviewing Postdoctoral and other Internal Grants: Off
	Serving on UCSD Student Review committees andor Thesis Committees in Salk Labs: Off
	Teaching in Salkorganized courses: Off
	Giving Seminars such as those hosted by Sponsors or by the Institute: On


