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PROFESSIONAL BACKGROUND
Summary

Rohit Pappu is the Gene K. Beare Distinguished Professor of Biomedical Engineering and
Director of the Center for Biomolecular Condensates in the James F. McKelvey School of
Engineering at Washington University in St. Louis (WashU). Pappu received his PhD in Biological
Physics from Tufts University. He joined the faculty of Biomedical Engineering at WashU following
two postdoctoral stints, one in the department of Biochemistry and Molecular Biophysics at
WashU medical school and the second in the department of Biophysics and Biophysical
Chemistry in the medical school at Johns Hopkins University. Pappu’s recent and ongoing
research interests focus on the form, function, and phase behaviors of proteins and nucleic acids,
with a special focus on intrinsically disordered proteins. These research interests are pursued
with an aim to understand the physical basis for spatial and temporal organization of cellular
matter, and their dysregulation in the context of neurodegenerative and other diseases. Pappu’s
interests are fueled by approaches that combine biophysical computations, adaptations, and
advancements in polymer physics theories, in vitro and in cellulo experiments, evolutionary
analyses, and a network of collaborations with subject domain experts in biochemistry and cell
biology. The basic science advances are leveraged to pursue advances in the design,
development and deployment of novel biomaterials and applications in synthetic biology. Pappu’s
research is funded by grants from NSF, NIH, AFOSR, and St. Jude Children’s Research Hospital.
At WashU, Pappu teaches courses focused on Bioengineering Thermodynamics, the Physics of
Biopolymers, and Stochastic Processes in Cell Biology. As Director of the Center for Biomolecular
Condensates, Pappu coordinates the efforts of twelve Pls who are involved in basic and applied
research focused on the biology, biophysics, biochemistry, and bioengineering of condensates.

Academic Positions

July 2022 - current: Director, Center for Biomolecular Condensates, James McKelvey
School of Engineering, Washington University in St. Louis

September 2021 - current: Gene K. Beare Distinguished Professor of Biomedical
Engineering, McKelvey School of Engineering, Washington University in St. Louis

July 2018 - June 2022: Director, Center for the Science and Engineering of Living
Systems (CSELS), James McKelvey School of Engineering, Washington University in
St. Louis

March 2015 — August 2021: Edwin H. Murty Professor of Engineering, McKelvey
School of Engineering, Washington University in St. Louis

September 2012 — June 2018: Director, Center for Biological Systems Engineering,
School of Engineering & Applied Sciences, Washington University in St. Louis
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January 2013 — January 2018: Co-Director, Center for High Performance Computing,
Washington University in St. Louis

January 2011 - current: Professor, Department of Biomedical Engineering,
Washington University in St. Louis, School of Engineering & Applied Sciences

March 2007 — current: Member, Hope Center for Neurodegenerative Disorders,
Washington University School of Medicine

July 2007 — December 2010: Associate Professor, Department of Biomedical
Engineering, Washington University in St. Louis, School of Engineering & Applied
Sciences; Adjunct Associate Professor, Department of Biochemistry & Molecular
Biophysics, Washington University School of Medicine

February 2009 — August 2010: Director, Center for Computational Biology, Washington
University School of Medicine

May 2002 — August 2010: Member, Center for Computational Biology, Washington
University School of Medicine

September 2001 — June 2007: Assistant Professor, Department of Biomedical
Engineering, Washington University in St. Louis, School of Engineering & Applied
Sciences; Adjunct Assistant Professor, Department of Biochemistry and Molecular
Biophysics, Washington University School of Medicine

Non-academic Affiliations

January 2019 - January 2021: Member, Scientific Advisory Board, Dewpoint
Therapeutics, Boston, MA and Dresden, Germany

Education and Training

Postdoctoral Scientist, 1998-2001
Department of Biophysics and Biophysical Chemistry, Johns Hopkins University, School
of Medicine, Baltimore, MD; Mentor: Professor George D. Rose

Postdoctoral Scientist, 1996-1998
Department of Biochemistry and Molecular Biophysics, Washington University in St.
Louis, School of Medicine, St. Louis, MO; Mentor: Professor Jay W. Ponder

Ph.D., Biological Physics, 1992-1996

Department of Physics and Astronomy, Tufts University, Medford, MA
Advisor: Professor David L. Weaver (deceased)

Thesis: Algorithms for modeling folding pathways of proteins.

M.S., Solid State Physics, 1990-1992
Department of Physics and Astronomy, Tufts University, Medford, MA

B.Sc., Honors in Physics, Mathematics, and Electronics, 1986-1989
St. Joseph’s College, Bangalore University, Bangalore, India

Professional Societies

Member, American Association for the Advancement of Science (AAAS)
Member, American Chemical Society (ACS), Member number 2291716
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Member, American Physical Society (APS), Member number 62138296

Member, Biophysical Society (BPS) and subgroups on Intrinsically Disordered Proteins (IDPs)
and Biopolymers In Vivo (BIV), Member number 20271

Member, The Protein Society (TPS)

Member, Sigma Xi, The Scientific Honor Society

ACTIVE RESEARCH PROGRAM

Cellular Organization Molecular Biophysics & Bioengineering

Our research is focused on uncovering the biophysical principles underlying the spatial and
temporal organization of cellular matter, its impact on cell physiology and disease, and leveraging
fundamental insights for designing novel materials and biomolecular condensates. Our
investigations span multiple length scales and involve a collective effort on the biophysical
principles pertaining to the form, function, regulation, phase behavior, and evolution of intrinsically
disordered proteins, multivalent proteins, and RNA molecules. Our research directly impacts
topics of biomedical relevance that include the molecular basis of neurodegeneration, phase
transitions that lead to protein and RNA condensates, the biophysics of molecular recognition via
soft and disordered interfaces, and the design of responsive, protein-based biomaterials. Our
work is driven by a blend of novel multiscale computer simulations, adaptations and developments
of polymer physics theories, the physics of active matter and non-equilibrium statistical physics
of living systems. We close the loop with in vitro and in cell experiments performed in my lab and
through a vibrant network of international collaborations.

Intrinsically disordered proteins (IDPs): Over the years, we have uncovered sequence-
ensemble relationships of IDPs that connect the information encoded in amino acid sequences to
quantitative descriptions of conformational ensembles. These efforts have yielded predictive
descriptions and uncovered the rich contributions made by amino acid composition, charge
content, and sequence patterning effects to the global sizes, shapes, amplitudes of
conformational fluctuations, and context dependent secondary structural preferences within IDPs
/ IDRs. These discoveries have been made possible through novel combinations of polymer
physics theories, accurate and efficient molecular simulations driven by our homegrown ABSINTH
implicit solvation model, and biophysical experiments. In ongoing investigations, we are pursuing
three new avenues: (1) We are using computationally driven approaches to design novel IDPs /
IDRs with bespoke sequence-ensemble relationships to uncover the connections between these
relationships and molecular functions. (2) We are developing and deploying new, multiscale
computational and theoretical approaches to model circuits controlled by multisite
phosphorylation and other multisite post-translational modifications within IDPs. (3) We are
deploying new methods to investigate the effects of sequence-specific charge regulation,
specifically proton uptake and release phenomena on disorder-order transitions of IDPs / IDRs in
cellular milieus. These efforts have led to the development of a novel g-canonical ensemble for
describing conformational and proton binding equilibria. Importantly, our development and
deployment of the g-canonical formalism has paved the way for decoupling measurements of
charge from measurements of conformation, thereby allowing us to use these independent
measurements and the information they provide as restraints for atomistic simulations. Our
approaches are yielding surprising findings regarding the diversity of charge and conformational
states that are operative in the functions of IDPs.

Phase transitions in cell biology: We are actively working on the problem of phase transitions
that are controlled or influenced by multivalent proteins and RNA molecules. These phase
transitions include sol-gel transitions as well as liquid-liquid, liquid-solid, and liquid-liquid
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crystalline phase separation. Our focus is on describing relationships between protein sequences
/ architectures and the stimulus specific phase diagrams that are governed by spontaneous
driving forces also known as passive processes. This focus is driven by the importance of
biomolecular condensates that form via phase transitions afford spatiotemporal organization and
information transduction within cells. Specific foci include nuclear bodies, stress responses,
synaptic bodies, and the interplay between spontaneous and driven processes. The unique
approach we are pursuing is based on adaptations of the physics of flexible polymers, which has
led to the introduction of the concept of molecular / sequence grammars as determinants of
complex phase transitions of protein and RNA molecules.

The physics of coarse graining: Collective phenomena and collective properties are the
defining hallmarks of living systems. For example, properties such as interfacial tension or
interfacial energies of biomolecular condensates arise from the collective properties of solvent,
solutes, and macromolecules and asymmetries of these properties across phase boundaries.
Defining, measuring, and interpreting collective properties requires the identification of collective
coordinates, and this requires a systematic, bottom-up coarse-graining approach. Our methods,
inspired by the force-matching approach of the Voth group, and anchored in the tenets of
renormalization group theories, are enabling the development of novel, system or architecture-
specific coarse-grained models that have enabled the discoveries and demonstrations of key
conceptual aspects of phase separation++. A key advancement has been the development of a
lattice-based engine known as LaSSI that affords the promise of being able to adapt the physics
of RG theory to identify flows in interaction space.

Neurodegeneration: We work on connecting the driving forces for and the mechanisms of
polyglutamine aggregation and phase separation to intracellular interactions that lead to
neurodegeneration in HD and other polyglutamine expansion disorders. An emerging focus is on
the modulation of aggregation and phase behavior by endogeneous networks of protein-protein
interactions.

Molecular and Cellular Engineering: We are building on our work pertaining to phase transitions
and IDPs to develop, prototype, and deploy computational methods to predict phase behavior
from amino acid sequence and advance the design of responsive peptide and protein-based
biomaterials. Our design approaches are based on supervised machine learning and adaptation
of genetic as well as evolutionary algorithms. Through these efforts, we are expanding the
universe of IDPs that demonstrate stimulus responsive phase behaviors. We are also involved in
projects that focus on synthetic biology applications pursued through the design of synthetic
biomolecular condensates.

Awards

Mercator Fellow by the Deutsche Forschungsgemeinschaft (DFG), May 2019 — April 2025.
Inducted as a full member of the Sigma Xi Scientific Research Honor Society, January 2020.

2019 McKelvey Engineering Faculty Award for excellence in teaching, Washington University in
St. Louis, April 2019.

Elected Fellow of the Biophysical Society, 2019.

Dean’s Award for Outstanding Contributions in Service of the Mission of the School of Engineering
& Applied Sciences, Washington University in St. Louis, April 2017.

Inducted to the College of Fellows of the American Institute for Medical and Biological Engineering
(AIMBE), April 2016.

Elected fellow of the American Association for Advancement of Science (AAAS), November 2013.
Basil O’Connor Starter Scholar Award, March of Dimes Research Foundation, 2004.
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Graduate Biophysics Fellowship, selected to attend Princeton-NEC workshop, June 1996.
John F. Burlingame Graduate Research Fellowship, Tufts University, 1995 — 1996.
National Merit Scholarship, Bangalore University, Bangalore, India, 1989.

Honors

Listed, in 2023, by the Institute for Scientific Information as being in the top 1% of researchers
worldwide in terms of number of citations.

Listed, in 2022, by the Institute for Scientific Information as being in the top 1% of researchers
worldwide in terms of number of citations.

Member, Board of Reviewing Editors for eLife — January 2021 — August 2023.

Listed, in 2021, by the Institute for Scientific Information as being in the top 1% of researchers
worldwide in terms of number of citations.

Chair, NIH-MDCN-3(B) Special Emphasis Review Panel, July 2021.

Listed, in 2020, by the Institute for Scientific Information as being in the top 1% of researchers
worldwide in terms of number of citations.

Listed, in 2019, by the Institute for Scientific Information as being in the top 1% of researchers
worldwide in terms of number of citations.

Chair of NIH ZRG1-MDCN study section, April 2019.

Invited participant and speaker in the Banbury Center meeting on Phase Separated Assemblies
in Cell Biology, Cold Spring Harbor Laboratory, December 16-19, 2018.

Co-Chair of NIH ZRG1-MDCN study section, July 2018.

Member, Scientific Advisory Board at the Max Planck Institute of Molecular Cell Biology and
Genetics, Dresden, Germany, term ending December 31, 2021.

Chair the 2017 FASEB Summer Research Conference on Molecular Mechanisms and
Physiological Consequences of Protein Aggregation.

Guest Editor, Current Opinion in Structural Biology, 2017.
Guest Editor, Special Issue of Seminars on Cell and Developmental Biology, 2015.
Member, Editorial Advisory Board, Biophysical Journal, December 2014 — December 2020.

Member, Executive Committee, Protein Folding Consortium, sponsored by the National Science
Foundation, Research Coordination Network, September 2014 — May 2020.

Member, Editorial Board of Protein Engineering, Design and Selection, July 2014 — current.

Elected Symposium Co-Chair for the 9" Annual Symposium of the Biophysical Society’s
Intrinsically Disordered Proteins Subgroup, February 2014.

Faculty of 1000 Member, Structural Biology: Theory & Simulation Section, April 2013 — August
2016.

BMC Biophysics, Editorial Board Member, 2012 — 2019.
Chair, 2" Gordon Research Conference on Intrinsically Disordered Proteins, 2012

One of Fifteen Scientists Invited by the National Science Foundation to Participate in a Workshop
to Discuss the Future and Frontiers of Protein and RNA Biophysics, September 2011

Charter Member, National Institutes of Health Center for Scientific Review, Biophysics of Neural
Systems Study Section, June 2008 — June 2012.

Member, Protein Folding Consortium, supported by the National Science Foundation, Research
Coordination Network, May 2009 — current.

Chair, by election, Intrinsically Disordered Proteins Subgroup, Biophysical Society, 2009
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Keynote and Named Lectures
Keynote speaker, 14" International Symposium on Polyelectrolytes, Campinas, Brazil, July 2025.

Keynote speaker, Gordon Research Conference on Intrinsically Disordered Proteins, Les
Diablerets, Switzerland, June 2024.

Keynote lecturer, EMBO | EMBL Symposium on Cellular Mechanisms Driven by Phase
Separation, Heidelberg, Germany, May 2024.

The 2024 John Kendrew Lecture, Weizmann Institute of Science, Rehovot, Israel, May 2024 —
postponed for now.

Mercator Fellow Keynote Lecture, Retreat of the DFG Priority Program on Phase Separation,
(SPP2191), Dresden, Germany, September 2023.

Plenary Speaker and Co-Chair of Session on Phase Separation in Biology, International
Conference on Biological Physics, Seoul, South Korea, August 2023.

Keynote Speaker, Phase Separation Regulated Life, In and Outside of Cells, Organized by
Nanyang Technological Institute, Singapore, March 2023.

Undergraduate student invited colloquium speaker, University of Pennsylvania, Department of
Chemistry, November 30, 2022.

Graduate student invited colloquium speaker, Harvard University, Department of Bioengineering,
October 06, 2022.

Keynote Speaker, Condensate 2.0 symposium organized by University of Cambridge consortium
for condensates, Cambridge, July 14, 2022.

Keynote Speaker, IUBMB-FEBA-PABMB Young Scientists Forum, Vimeiro, Portugal, July 2022.

Keynote talk, Preamble to the IDPSIG and IDP Seminars joint Early Career Scientists virtual
poster session, September 2021.

Mercator Fellow Keynote Lecture, DFG Priority Program on Phase Separation, Virtual meet, real
eat conference, March 2021.

Student invited seminar speaker, University of Halle, March 08, 2021

Student and postdoc invited speaker, student / postdoc retreat of the DFG Priority Program on
Phase Separation (SPP2191), Heidelberg, Germany, May 2020 — postponed due to Covid-
19.

Student Invited Colloquium Speaker, University of Washington, Physical Chemistry Series,
Seattle, WA, February 2020.

Closing Keynote Speaker, EMBO workshop on Intrinsically Disordered Proteins: From Molecules
to Systems, Bangalore, India, December 2019.

Featured speaker, American Chemical Society Webinar Series, Phase Separation of Multivalent
Proteins, co-produced with Biochemistry, November 2019

Opening Keynote Speaker, Gordon Research Conference on Computational Aspects of
Biomolecular NMR, Les Diablerets, Switzerland, June 2019.

Student Invited Keynote Speaker for Gordon Research Seminar on Computational Aspects of
Biomolecular NMR, Les Diablerets, Switzerland, June 2019: Uncovering the marvels of
protein conformational heterogeneity along roads less traveled.

Keynote Speaker, Dutch Biophysical Society, Veldhoven, Netherlands, October 2018.

Telluride town talk entitled Neurodegeneration from the ground up as an accompaniment to the
Telluride Science Research Conference Series, July 2015.

Distinguished Speaker, Syracuse Biomaterials Institute, Syracuse University, April 2017.
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Keynote Speaker, International Symposium on Chromatin Dynamics: Theoretical and Polymer
Physics Approaches, Hiroshima, Japan, December 2015.

Opening Keynote Speaker, 12" Annual New England Structure Symposium (NESS), Theme:
Structure and Dynamics of Intrinsically Unfolded Proteins, sponsored by the University of
Connecticut, Storrs, CT, October 2015.

Keynote Speaker, 29" Annual Gibbs Conference on Biothermodynamics, Touch of Nature
Conference Center, Carbondale, IL October 2015.

Keynote Speaker at the Annual Symposium of the Cellular Dynamics and Macromolecular
Complexes CREATE Graduate Training Program, University of Montreal, Canada, August
2015.

Keynote Speaker, Intrinsically Disordered Proteins Gordon Research Conference, July 2014.
Keynote Speaker, 8" Annual Symposium of the Biophysical Society’s Intrinsically Disordered
Proteins Subgroup, February 2014.

Keynote Speaker, Annual Midwest Conference on Protein Folding, Assembly, and Molecular
Motions, May 2011.

Talks at National and International Conferences / Symposia / Workshops

Invited Speaker, Symposium on Intrinsically Disordered Proteins: A peak away from the lamppost.
69" Annual Meeting of the Biophysical Society, Los Angeles, CA, February 2025.

Invited Speaker, Boulder Summer School, 2024, Self-organizing matter: From the inanimate to
the animate. Boulder, CO, July 2024.

Invited Speaker, Pre-conference workshop on Liquid-Liquid Phase Separation, part of Compflu-
2023, the 17" conference on computational fluid dynamics, sponsored by the Indian Society
of Rheology, IIT Madras, Chennai, India, December 2023.

Invited Speaker, BioDesign Symposium on Bimolecular Condensates, Fitzpatrick Center for
Interdisciplinary Engineering, Medicine, and Applied Science, Duke University, Durham, NC,
October 2023.

Invited Speaker, 37" Annual Symposium of The Protein Society, Boston, MA, July 2023.

Invited Speaker, Gutenberg Workshop on Multivalent Interactions in Aging, Gutenberg, Germany,
May 2023.

Invited Speaker, US National Institutes of Health RADAR workshop on Biomolecular
Condensates, Bethesda, MD, March 2023.

Invited Speaker, International Symposium on Membraneless Organelles in Cell Life and Disease,
Organized by the Areces Foundation, Seville, Spain, March 2023.

Invited Speaker and Co-organizer, Keystone Symposium on Biomolecular Condensates,
Vancouver, Canada, January 2023.

Invited Speaker, New concepts in the organization of the nucleus, National Cancer Institute,
Virtual Symposium, October 2022.

Invited Speaker and Session Chair, Cold Spring Harbor Symposium on Genome organization and
nuclear function, Cold Spring Harbor, NY, May 2022.

Invited Speaker, Institute for Quantitative Biosciences crash course on Intrinsically Disordered
Biological Macromolecules in Cell Signaling / Regulation, Virtual Event, April 2022.

Invited Speaker, Telluride Science Research Conference on Phase separation in biology and
disease, Telluride, CO, March 2022.
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Invited Speaker, Royal Society workshop on Anhydrobiosis — cheating death and telling the tale,
Virtual Event, March 2022.

Invited Speaker, CECAM meeting, From disordered biomolecular complexes to biological
coacervates, Zurich, Switzerland, March 2022.

Invited Speaker, Biophysics-101: Phase separation, 66" Annual Meeting of the Biophysical
Society, San Francisco, CA, February 2022.

Invited Speaker, DFG Priority Program on Phase Separation, Virtual meeting, December 2021.

Invited Speaker, Cell Symposia on Biological Assemblies: Phase separation and more, Virtual
meeting, October 31 — November 03, 2021.

Invited Speaker, 2021 Online Meeting of the German Society of Cell Biology, Life in between —
The Cell Biology of Interfaces, Plenary speaker in session on Phase Separation and
Membraneless Organelles, Munster, Germany, September 2021.

Invited Speaker, Genome Biology and Disease Meeting, Organized by AAAS and Science
Magazine, Virtual globally and in person in China, September 2021.

Invited Speaker, Telluride Science Research Conference on Intrinsically Disordered Proteins,
July 2021.

Invited Speaker, Protein Folding & Dynamics, Webinar series, July 2021.

Invited Speaker, FASEB meeting on Protein Aggregation, Virtual meeting, June 2021.

Invited Speaker, Online meeting Phase Separated Systems in the Nucleus (PSINU), hosted by
IISER Pune, India, April 6 — 9, 2021

Invited Speaker, Proteostasis consortium, Weekly seminar series, March 10, 2021

Invited Speaker, 3 RIKEN Biosystems Dynamics Research Symposium — Structuring
biosystems: functions emerging from molecules. Virtual event, March 1-3, 2021.

Invited speaker, http://condensates.com kitchen table talk series. Delivered three separate one-

hour lectures as part of a series focused on the Molecular Grammar of Biomolecular
Condensate Formation and Regulation. July and August 2020.

Invited Speaker, NSF Sponsored Workshop and International Summer School on Genome
Architecture and Dynamics, Massachusetts Institute of Technology, Cambridge, MA, June
2020 — postponed due to Covid19.

Invited Speaker, Canadian Institute for Advanced Research (CIFAR) symposium on Scaling in
Complexity to Living Systems — Molecular Architecture of Life, Vancouver, Canada, April 2020
— canceled due to Covid-19.

Invited Speaker, 2020 Symposium on Intrinsically Disordered Proteins: From fundamental biology
to disease, organized by the Intrinsically Disordered Proteins Specific Interest Group
(IDPSIG), Stanford University, February 2020.

Invited Speaker, Telluride Science Research Conference on Intrinsically Disordered Proteins,
Telluride, CO, July 2019.

Invited Speaker, Cell Press Symposium on Regulatory RNAs, Berlin, Germany, May 2019.

Invited Speaker, Keystone Symposium on Biomolecular Condensates: Phase separated
organizers of cellular biochemistry, Snowbird, Utah, April 2019.

Invited Symposium Speaker, 63 Annual Meeting of the Biophysical Society, Session on Phase
Separation, Baltimore, March 2019.

Invited Speaker, Symposium on Phase Separation in Biology and Disease, New York Academy
of Sciences, February 2019.
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Invited Speaker, workshop on Phase Transitions in Polymeric and Protein Systems, Organized
by the Max Planck Institute for Physics of Complex Systems, Dresden, Germany, February
2019.

Invited Lecturer, EMBO course on Phase Transitions in Polymeric and Protein Systems,
Organized by the Max Planck Institute for Cell Biology & Genetics, Dresden, Germany,
February 2019.

Invited Speaker, 2019 BMES Cellular and Molecular Bioengineering Conference, San Diego, CA,
January 2019.

Invited Speaker and Session Chair, Intrinsically Disordered Proteins Gordon Research
Conference, Les Diablerets, Switzerland, July 2018.

Invited Speaker, EMBO | EMBL Symposium: Cellular Mechanisms Driven by Liquid Phase
Separation, Heidelberg, Germany, May 2018.

Invited Speaker, ASBMB Symposium at Experimental Biology, San Diego, CA, April 2018.

Invited Speaker, 13" CHDI Annual Huntington’s Disease Therapeutics Conference: A forum for
Drug Discovery and Development, Palm Springs, CA, February 2018.

Invited Speaker, International Conference on Intrinsically Disordered Proteins, IISER Mohali,
India, December 2017.

Invited Speaker, Build the Cell Subgroup Symposium at the Annual Meeting of the American
Society for Cell Biology, Philadelphia, PA, December 2017.

Invited Speaker, Telluride Science Research Conference on Intrinsically Disordered Proteins and
Membraneless Organelles, Telluride, CO, July 2017.

Invited Speaker, Proteins Gordon Research Conference, Holderness, New Hampshire, June
2017.

Invited Speaker, Inaugural symposium of the St. Jude Research Collaborative on membraneless
organelles, The Biology of Liquid Organelles, St. Jude Children’s Research Hospital, May
2017.

Invited Speaker, New Frontier in Cellular Structure and Function, Genetics, Genomics and
Systems Biology Symposium Sponsored by the University of Chicago, May 2017.

Invited Speaker, VIB Conference Series, Phase Transitions in Biology and Disease, Leuven,
Belgium, May 2017.

Invited Speaker, Symposium on Coacervation: Physics, Chemistry, and Biology. Part of the 253"
National Meeting of the American Chemical Society, San Francisco, April 2017.

Invited Speaker, 3™ International Workshop on Protein Folding & Dynamics, National Centre for
Biological Sciences, Bangalore, India, November 2016.

Invited Speaker, 2" COST Symposium on Non-Globular Proteins in Molecular Pathophysiology,
Belgrade, Serbia, September 2016.

Invited Speaker, Physical Chemistry Division Symposium on Intrinsically Disordered Proteins at
the 252" National Meeting of the American Chemical Society, August 2016.

Invited Speaker, 30" Anniversary Symposium of the Protein Society, July 2016.

Invited Speaker, 3™ Workshop on the Physical Basis of Cellular Adaptation & Memory, Bellairs
Research Institute, Barbados, April 2016.

Invited Speaker, CHDI Htt Protein Lifecycle Workshop, New York City, March 2016.
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Invited Symposium Speaker, 60" Annual Meeting of the Biophysical Society, Los Angeles, CA
March 2016.

Invited Speaker, Southeast and Southwest regional meeting of the American Chemical Society,
Symposium on Intrinsically Disordered Proteins, Memphis, TN, November 2015.

Invited Speaker, CECAM Workshop on Computational Modeling of Intrinsically Disordered
Proteins, Zurich, Switzerland August 2015.

Invited Speaker, FASEB meeting on Molecular Mechanisms and Physiological Consequences of
Protein Aggregation, June 2015.

Invited Speaker, Proteins Gordon Research Conference, Holderness, New Hampshire, June
2015.

Invited Speaker, Conference on Intracellular Phase Transitions: RNA, Protein, Lipids, and
Beyond. Princeton University, April 2015.

Invited Speaker, International Scientific Seminar, Chromosome Dynamics: Computational Models
and Experimental Data, Sponsored by the Royal Society, Chicheley Hall, Buckinghamshire,
UK, November 2014.

Invited Speaker and Session Chair, Thematic Meeting, Disordered Motifs and Domains in Cell
Control, Dublin Ireland — Sponsored by the Biophysical Society, October 2014.

Invited Speaker, Gordon Research Conference on Protein Folding Dynamics, January 2014.

Invited Speaker, 3" USA-Mexico Workshop in Biological Chemistry: Protein Folding, Dynamics,
and Function, November 2013.

Invited Speaker, CECAM International Workshop on Intrinsically Disordered Proteins, ETH
Zurich, September 2013.

Invited Speaker, FASEB Summer Research Conference on Molecular Mechanisms and
Physiological Consequences of Protein Aggregation, June 2013.

Invited Speaker, 57" Annual Meeting of the Biophysical Society, February 2013.

Invited Speaker, International Symposium on Protein Folding, National Centre for Biological
Sciences, Bangalore, India, October 2012

Invited Speaker, Biopolymers Gordon Research Conference, June 2012
Invited Speaker, Gordon Research Conference on Protein Folding Dynamics, January 2010

Invited Speaker, FASEB Summer Research Conference on Biophysics and Biology of Amyloids,
June 2009

Invited Speaker and Session Chair, 53 Annual Meeting of the Biophysical Society, March 2009
Invited Speaker, 22" Annual Symposium of The Protein Society, July 2008
Invited Speaker, Biopolymers Gordon Research Conference, June 2008

Invited Speaker and Symposium Co-Chair, 2" Annual Symposium of the Biophysical Society’s
Intrinsically Disordered Proteins Subgroup, February 2008

Invited Speaker, FASEB Amyloid Meeting, June 2006

Invited speaker, I2CAM Workshop on Protein Aggregation and Amyloid Formation in Systemic
and Neurodegenerative Diseases, EPFL, Lausanne, Switzerland, July 2005

Peer Reviewed Publications Listed in Reverse Chronological Order

10
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(Google scholar h-index: 79; i10 index 159)

Pub.01. |. Alshareedah8, W.M. Borcherds$, S.R. Cohen$, A. Singh, A.E. Posey, M. Farag, A.
Bremer, G. W. Strout, D.T. Tomares, R.V. Pappu’, T. Mittag®, P.R. Banerjee’. (3Co-first
authors; TCo-corresponding authors). (2024). Sequence-specific interactions determine
viscoelastic moduli and aging dynamics of protein condensates. Nature Physics, in press.

Pub.02. M. Kar, L. T. Vogel', G. Chauhan', S. Felekyan, H. Ausserwdger, T.J. Welsh, F. Dar,
A.R. Kamath, T.P.J. Knowles, A.A. Hyman$, C.A.M. Seidel’, R.V. Pappu®. (2024). Solutes
unmask differences in clustering versus phase separation of FET proteins. ("Equal
contributions; 3Co-Corresponding authors). Nature Communications, in press.

Pub.03. F.Dar', S.R. Cohen', D. M. Mitrea, A. H. Phillips, G. Nagy, W. C. Leite, C. B. Stanley,
J-M. Choi™$, R. W. Kriwacki®, R. V. Pappu?®. ("Equal contributors; $3Co-corresponding authors).
(2024). Biomolecular condensates form spatially inhomogeneous network fluids. Nature
Communications, 15: 3413.

Pub.04. M.R.King, K.M. Ruff, A.Z. Lin, A. Pant, J.M. Lalmansingh, T. Wu, M. Farag, W. Ouyang,
M.J. Fossat, E. Lundberg, M.D. Lew, M.D. Vahey, R.V. Pappu. (2024). Macromolecular
condensation organizes nucleolar sub-phases and sets up a pH gradient. Cell, 187: 1889-
1906.E24.

Pub.05. M. R. King, K. M. Ruff, R.V. Pappu. (2024). Emergent microenvironments of nucleoli.
Nucleus, 15: 2319957.

Pub.06. G. Chauhan, A. Bremer, F. Dar, T. Mittag, R.V. Pappu. (2024). Crowder titrations
enable the quantification of driving forces for macromolecular phase separation. Biophysical
Journal, 123: 1-17.

Pub.07. A.Z. Lin'", K.M. Rufff, F. Dar', A. Jalihal, M.R. King, J.M. Lalmansingh, A.E. Posey, N.A.
Erkamp, |I. Seim, A. S. Gladfelter’, R. V. Pappu®. ("Co-first authors; SCo-corresponding
authors). (2023). Dynamical control enables the formation of demixed biomolecular
condensates. Nature Communications 14: 7678.

Pub.08. G. M. WadsworthS, W.J. Zahurancik$, X. Zeng®, P. Pullara, L. B. Lai, V. Sidharthan,
R.V. Pappu*, V. Gopalan*, P.R. Banerjee*. (3Co-first authors; *Co-corresponding authors).
(2023). RNAs undergo phase transitions with lower critical solution temperatures. Nature
Chemistry, 15: 1693 - 1704.

Pub.09. A. Patil’, A. R. Strom’, J.A. Paulo, C.K. Collings, K.M. Ruff, M-K Shinn, A.Sankar, K.S.
Cervantes, T. Wauer, J.D. St. Laurent, G. Xu, S.P. Gygi, R.V. Pappu, C. P. Brangwynnet,
and C. Kadocht. (*Co-first authors; *Co-corresponding authors). (2023). A single disordered
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