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GENOME BIOLOGY AND DISEASE

SEPT 9-10, 2021

Welcome to Science Asia Conference

In 2021, The Science Asia conference, Genome Biology and Disease, is
a hybrid one, with speakers and participants attending both virtually and
in person. The conference accepts in-person registration for sessions at
ZhongGuanCun Life Science Park (Beijing), and provides live streaming
for online registrants on www.scienceasia.cn. Registrants who are viewing
from China can also watch the broadcast on Bilibili (https://live.bilibi-
li.,com/23068072).

Genome Biology and Disease will highlight recent progress in under-
standing the three-dimensional organization of gene expression in the
context of the genome. Speakers will discuss how this progress informs
basic biology and is being translated into approaches for understanding
and managing human disease.

The conference includes 14 academic presentations from world famous
as well as up-and-coming scientists, a panel discussion, and sponsored
talks from excellent enterprises and R&D centers located in Zhongguan-
cun Life Science Park. Registrants are encouraged to leave questions to
the speakers via the conference Q&A board (www.scienceasia.cn/index-
/QuestionAndAnswer/show.html).

Organizer
Science/AAAS

Strategic Partner

Beijing Municipal Science & Technology Commission, Administrative
Commission of Zhongguancun Science Park

Partners
Zhongguancun Life Science Park

Talents Innovation Ecosystem
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Agenda

Beijing Time Day 1 - September 9, 2021
Opening
08:50 Holden Thorp (Editor-in-Chief of the Science family

of journals)

Rohit Pappu
09:00-09:40 Molecular grammar of protein and RNA molecules

that governs the phase behavior of nuclear bodies

Jay Shendure
09:40-10:20 Systematic reconstruction of the cellular

trajectories of mammalian embryogenesis

10:20-10:40 Tea Break

Xiaohua Shen (cochair)
10:40-11:20 A glimpse of the noncoding genomes in chromatin
and transcription regulation
Jing-Dong J Han
11:20-12:00
The Heterogeneity of Human Aging
12:00-13:30 Lunch

Afternoon session

13:30-16:30 2021 ZGC Life Science Park Development Forum

Evening session, view online

Richard Young
19:20-20:00 Nuclear Condensates in Gene Regulation and

Disease

Jennifer Phillips-Cremins
20:00-20:40 Genome Folding, Unfolding, and Refolding in

Neurological Disease

Beijing Time

09:00-09:40

09:40-10:20

10:20-10:40

10:40-11:20

11:20-12:00

12:00-13:30
Afternoon session

13:30-14:40

14:50-15:30

15:30-16:10

16:10-16:50

Day 2 - Setmeber 10, 2021

Jennifer Doudna
CRISPR: The Science and Opportunity of Genome

Editing

Steve Henikoff
Genome-wide mapping of protein-DNA interaction

dynamics

Tea Break

David Gilbert
Regulation of Replication Timing and Chromosome

Architecture

Mofang Liu
The roles of PIWI/piRNAs in gene expression and

diseases

Lunch

Speeches of Young Scientists

Ada Yonath

From origin of life to exploiting genetic code
translation principles and cellular connective tissues

for the design of next generation therapeutics

YanLi Wang

DNA/RNA cleavage by class 2 CRISPR-Cas systems
Ying Liu
Epigenetic codes modulate mitochondrial stress

response

Evening session, view online

19:00-20:10

20:10-20:50

20:50-21:00

Panel session: Frontiers of Science Communication
Joy Ma (Eurekalert) moderating

Wensheng Wei/Dapeng Wang /Dennis Normile/Emily
Therese Cloyd

A panel of experts will look at current challenges,
differences between China and the West, and future
trends. Learn how to communicate effectively in a
changing world!

Victor G. Corces

CTCF regulates the transgenerational transmission of
epiphenotypes in mice

Closing Keynote

Xiaohua Shen (cochair)
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Xiaohua Shen

Professor, Tsinghua University

Di Jiang

Senior Editor, Science /AAAS

Barbara R. Jasny

Deputy Editor Emerita (Ret) /
Independent Contractor, AAAS
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« Speakers (In alphabetical order)

Victor G. Corces Jennifer Doudna David Gilbert
Professor, Human Genetics at the Professor, University of California, Senior Scientist at the San Diego
Emory University School of Medicine Berkeley Biomedical Research Institute

Jing-Dong Jackie Han Steve Henikoff Mofang Liu
Professor, Peking University, College Professor, Fred Hutchinson Professor, Shanghai Institute of
of Interdisciplinary Studies Cancer Research Center Biochemistry and Cell Biology, CAS

Ying Liu Rohit Pappu Jennifer E. Phillips-Cremins
Professor, Institute of Molecular Professor, McKelvey School of Associate Professor, Engineering
Medicine, Peking University Engineering at Washington University and Medicine at the University of

Pennsylvania
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Jay Shendure Yanli Wang Ada Yonath

Professor, Genome Sciences at Professor, Institute of Biophysics, Professor, Biomolecular Structures
the University of Washington Chinese Academy of Sciences at Weizmann Institute

Richard A. Young

Whitehead Institute for Biomedical
Research and MIT
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« Panelists (In alphabetical order)

Emily Therese Cloyd Joy Ma Dennis Normile

Director, Center for Public Editorial Content Manager Contributing Correspondent
Engagement, AAAS at EurekAlert! for Science

Dapeng Wang Wensheng Wei

Researcher, China Research Institute Professor, School of Life
for Science Popularization Sciences at Peking University
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Xiaohua Shen

Tsinghua University
xshen@tsinghua.edu.cn

|\
Xiaohua Shen received her Ph.D. at the University of Michigan and did the postdoctoral training with Stuart
Orkin at Harvard Medical School. Xiaohua Shen is a Professor and a Cheung Kong Scholar in the School of
Medicine at Tsinghua University. Her major research is to understand how the non-coding portions of the
genome influence chromatin structure, gene expression, and stem-cell fate in development. In the past
years, the Shen lab has rigorously investigated novel aspects of ncRNAs, genomic repeats, and RNA-binding
proteins in the regulation of transcription and chromatin. Her work facilitates the functional inference of

ncRNA genes, and brings about a paradigm-shifted understanding of genomic repeats and their associated
transcripts in organizing the genome and the higher-order chromatin structure.

A glimpse of the noncoding genomes in chromatin and
transcription regulation

Much of the developmental complexity and biodiversity of higher eukaryotes is thought to arise from gene
regulation. RNA represents a hidden layer of regulatory information in complex organisms. | will discuss our
recent progress in exploring fundamental functions of genomic repeats, noncoding RNA, and RNA-binding
protein in the regulation of transcription and genome organization.
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Di Jiang

Senior Editor, Science /AAAS
djiang@aaas.org

Di Jiang went to Beijing Medical University (now PKUHSC), and then St. Mary’ s College of Maryland, where
he obtained a Bachelor of Arts degree. He has a PhD in Genetics from the George Washington University.
He studied molecular biology and immune system development in NIAID, NIH for his PhD thesis. He studied
developmental genetics in NICHD, NIH and UCSB as a post-doctoral researcher. Di was a principle investiga-
tor in the Sars Center at University of Bergen, Norway, where his group studied cell biology of morphogene-
sis. From 2015-16, he was an editor at Cell Research in Shanghai. From 2017-2020, he edited for PLOS
Biology in San Francisco. Currently he is a senior editor at Science editing papers in molecular biology,
synthetic biology, biotechnology development.

Barbara R. Jasny

Deputy Editor Emerita (Ret) /
Independent Contractor, AAAS
Barbara.Jasny@aaas.org

Barbara Jasny has a PhD in molecular biology from Rockefeller University; she has conducted research in
virus-host cell interactions, DNA replication, and cellular senescence. She joined Science magazine, the
weekly journal of the American Association for the Advancement of Science (AAAS), in 1985. Until 2018 she
solicited papers and evaluated research reports for publication in genetics, medicine, and computational
social science. She is an elected fellow of the AAAS and has been an advisor to the American Society for
Gene Therapy, the Functional Genomics Data Society, and the Nvating science in books, articles, posters,
virtual presentations, CDs, and podcasts. Although she retired as a Deputy Editor Emeritus in 2018, Dr.
Jasny continues to evaluate manuscripts and edit on a pro bono basis for the Institute of International
Education and the Journal of Science Fiction.



GENOME BIOLOGY AND DISEASE

SEPT 9-10, 2021

w Day 1 - September 9, 2021
Morning Session

Rohit Pappu

Washington University in St. Louis
pappu@wustl.edu

Rohit Pappu is the Edwin H. Murty Professor of Engineering in the Department of Biomedical Engineering in the
McKelvey School of Engineering at Washington University in St. Louis (WashU), USA. Pappu is also the Director
of the Center for Science & Engineering of Living Systems (CSELS) at WashU. Pappu is a biophysicist who uses
a blend of novel computations, polymer physics theories, and experiments to understand the workings of intrin-
sically disordered proteins and the physical principles that underlie spatial and temporal organization of cellular
matter. Work in the Pappu lab has focused on systems that drive phase separation and percolation transitions,
and one of the major goals is to design novel biomolecular condensates as a route to understanding how
cellular decisions and phenotypes are controlled by condensates.

Molecular grammar of protein and RNA molecules that
governs the phase behavior of nuclear bodies

This talk will present an overview and some details of the physical principles that connect information written
into protein and RNA sequences that govern the driving forces for phase separation that gives rise to nuclear
bodies with distinct compositional biases and material properti€S:
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Jay Shendure

University of Washington
shendure@uw.edu

Jay Shendure is an Investigator of the Howard Hughes Medical Institute, Professor of Genome Sciences at
the University of Washington, Director of the Allen Discovery Center for Cell Lineage Tracing, and Scientific
Director of the Brotman Baty Institute for Precision Medicine. His 2005 doctoral thesis with George Church
included one of the first successful reductions to practice of next generation DNA sequencing. Dr. Shen-
dure's research group in Seattle pioneered exome sequencing and its earliest applications to gene discovery
for Mendelian disorders and autism; cell-free DNA diagnostics for cancer and reproductive medicine;
massively parallel reporter assays, saturation genome editing; whole organism lineage tracing, and massively
parallel molecular profiling of single cells. Dr. Shendure is the recipient of the 2012 Curt Stern Award from
the American Society of Human Genetics, the 2013 FEDERAprijs, a 2013 NIH Director's Pioneer Award, the
2014 HudsonAlpha Life Sciences Prize, the 2018 Richard and Carol Hertzberg Prize for Technology Innova-
tion, and the 2019 Richard Lounsbery Award from the National Academy of Sciences. He serves or has
served as an advisor to the NIH Director, the US Precision Medicine Initiative, the National Human Genome
Research Institute, the Chan-Zuckerberg Initiative and the Allen Institutes for Cell Science and Immunology.
He received his MD and PhD degrees from Harvard Medical School in 2007.

Systematic reconstruction of the cellular trajectories of
mammalian embryogenesis

Mammalian embryogenesis is characterized by rapid cellular proliferation and diversification. Within a few
weeks, a single cell zygote gives rise to millions of cells expressing a panoply of molecular programs, includ-
ing much of the diversity that will subsequently be present in adult tissues. Although intensively studied, a
comprehensive delineation of the major cellular trajectories that comprise mammalian development in vivo
remains elusive. Here we set out to integrate several single cell RNA-seq datasets (scRNA-seq) that collec”
tively span mouse gastrulation and organogenesis. We define cell states at each of 19 successive stages
spanning E3.5 to E13.5, heuristically connect them with their pseudo-ancestors and pseudo-descendants,
and for a subset of stages, deconvolve their approximate spatial distributions. Despite being constructed
through automated procedures, the resulting trajectories of mammalian embryogenesis (TOME) are largely
consistent with our contemporary understanding of mammalian development. We leverage TOME to
nominate transcription factors (TF) and TF motifs as key regulators of each branch point at which a new cell
type emerges. Finally, to facilitate comparisons across vertebrates, we apply the same procedures to single
cell datasets of zebrafish and frog embryogenesis, and nominate “cell type homologs” based on shared
regulators and transcriptional states.
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Day 1 - September 9, 2021
Morning Session

Jing-Dong Jackie Han

Peking University, College
of Interdisc plinary Studies
jackie.han@pku.edu.cn

Prof. Jing-Dong Jackie Han obtained Ph.D. degree from Albert Einstein College of Medicine. She had her
postdoctoral training at The Rockefeller University and Dana-Farber Cancer Institute. In 2004, she became
an investigator/professor at the Institute of Genetics and Developmental Biology, Chinese Academy of
Sciences. In 2010-2019, she was a director of the CAS-Max Planck Partner Institute for Computational
Biology. In 2019, she became a tenured professor at Peking University, and an adjunct professor at National
University of Singapore. Her research focuses on the structure and dynamic inference of molecular
networks, using a combination of large-scale experiments and computational analysis to explore the design
principles of the networks and to find how the complex phenotypes, such as aging, cancer and stem cell
development are regulated through molecular networks. She was awarded the NSFC Outstanding Young
Scientist Award in 2006, and the Hundred Talent Plan Outstanding Achievement Award in 2009, selected as
a Max Planck Follow in 2011 and a MaxNetAging Fellow in 2014, F1000 faculty in developmental biology in
2016.

The Heterogeneity of Human Aging

Aging is a systems level process and quantification requires systems level models. After searching for quan-
titative aging biomarkers and models at the epigenomic and transcriptomic levels, we have recently focused
our attention on 3D facial images. Based on a small cohort, we generated the first comprehensive mapping
of the aging human facial phenome, and found quantitative facial features, such as eye slope and forehead
size, highly associated with age. Even based on this small cohort, linear age predictors identified slow- and
fast-agers that are significantly supported by health. By extending the study to a large Northern Chinese
cohort of 5,000 people we can now use deep learning Al models trained on either chronological age or
perceived age of the 3D facial images to more precisely estimate individuals’ aging status. These models
achieve an average difference between chronological or perceived age and predicted age of £2.8 years. We
further profile blood transcriptomes from 280 individuals and infer the molecular regulators mediating the
impact of lifestyles on facial aging speed through a causal inference model. Overall, we find that humans age
with different rates both in the blood and in the face, but coherently, with heterogeneity peaking at middle
age. Our study provides an example how artificial intelligence can be leveraged to determine perceived age
of humans as marker of biological age, no longer relying on prediction errors to chronological age, and to
estimate the heterogeneity of aging rates within a population. | will also share some of our newest results on
the oral microbiota aging rate association and ethnic group differences on facial aging rate.
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Day 1 - September 9, 2021
Evening Session

Richard A. Young

Whitehead Institute for Biomedical
Research and MIT
young@wi.mit.edu

Richard Young is a Professor at the Whitehead Institute and MIT. Dr. Young studies gene regulation in health
and disease. He has served as an advisor to the World Health Organization, the National Institutes of Health
and numerous scientific societies and journals. Dr. Young' s honors include Membership in the National
Academy of Sciences and Scientific American has recognized him as one of the top 50 leaders in science,
technology and business. He has founded and advised companies in the biotechnology and pharmaceutical
industry, and currently serves on the Board of Syros Pharmaceuticals, CAMP4 Therapeutics, Omega Thera-
peutics and Dewpoint Therapeutics. Dr. Young is also an aviator and holds a commercial pilot license. He
received his PhD from Yale University.

Nuclear Condensates in Gene Regulation and Disease

Nuclear processes such as transcription, splicing and chromosome maintenance depend on the concerted
action of many protein and RNA molecules. Recent studies have shown that many nuclear processes occur
within biomolecular condensates, which compartmentalize the community of protein and RNA molecules
involved in each process, typically at specific genomic loci. | will discuss the features of condensates that
provide the cell with regulatory capabilities beyond canonical molecular regulatory mechanisms, note where
these are dysregulated by pathological mutations, and explain how our new understanding of chemical
partitioning is influencing the development of new therapeutics for cancer and other diseases.
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Day 1 - September 9, 2021
Evening Session

Jennifer Phillips-Cremins

University of Pennsylvania
jecremins@seas.upenn.edu

Jennifer Phillips-Cremins, Ph.D. is an Associate Professor and Deans' Faculty Fellow in Engineering and
Medicine at the University of Pennsylvania with primary appointments in the Departments of Bioengineering
and Genetics. Dr. Cremins obtained her Ph.D. in Biomedical Engineering from the Georgia Institute of
Technology in the laboratory of Andres Garcia. She then conducted a multi-disciplinary postdoc in the
laboratories of Job Dekker and Victor Corces. Dr. Cremins now runs the 3-D Epigenomics and Systems
Neurobiology laboratory at UPenn. Her primary research interests lie in understanding the long-range
chromatin architecture mechanisms that govern neural specification and synaptic plasticity in healthy
neurons and how these epigenetic mechanisms go awry in neurodevelopmental and neurodegenerative
diseases. She has been selected as a 2014 New York Stem Cell Foundation Robertson Investigator, a 2015
Albert P. Sloan Foundation Fellow, a 2016 and 2018 Kavli Frontiers of Science Fellow, 2015 NIH Director's
New Innovator Award, 2020 NSF CAREER award, and a 2020 CZI Neurodegenerative Disease pairs award.

Genome Folding, Unfolding, and Refolding in Neuro-
logical Disease

The Cremins Lab focuses on higher-order genome folding and how classic epigenetic modifications work
through long-range, spatial mechanisms to govern synaptic plasticity in healthy and diseased neural circuits.
Much is already known regarding how transcription factors work in the context of the linear genome to
regulate brain development. Yet, severe limitations exist in our ability to engineer chromatin in neural circuits
to correct synaptic defects in vivo. At the lab’ s inception, it remained unclear whether and how genome
folding could functionally influence cell type-specific gene expression. We have developed and applied new
molecular and computational technologies to discover that nested subTADs and long-range loops undergo
marked reconfiguration during neural lineage commitment, somatic cell reprogramming, neuronal activity
stimulation, and in repeat expansion disorders. We demonstrated that loops induced by neural circuit activa™
tion, engineered through synthetic architectural proteins, and miswired in fragile X syndrome were tightly
connected to transcription, thus providing early insight into the genome’ s structure-function relationship.
We are currently focused on understanding how, when, and why 3D genome folding patterns contribute to
synaptic plasticity in neural circuits and synaptic dysfunction. Addressing this knowledge gap will provide an
essential foundation for our long-term goal to engineer the 3D genome to reverse pathologic synaptic
defects in debilitating neurological diseases.
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. Day 2 - September 10, 2021
Morning Session
F =\

- Jennifer Doudna

University of California, Berkeley
doudna@berkeley.edu

Jennifer Doudna, PhD is a biochemist at the University of California, Berkeley. Her groundbreaking develop-
ment of CRISPR-Cas9 — a genome engineering technology that allows researchers to edit DNA — with
collaborator Emmanuelle Charpentier earned the two the 2020 Nobel Prize in Chemistry and forever
changed the course of human and agricultural genomics research. She is also the founder and President of
the Innovative Genomics Institute, the Li Ka Shing chancellor’ s chair in Biomedical and Health Sciences, and
a member of the Howard Hughes Medical Institute, Lawrence Berkeley National Lab, Gladstone Institutes, the
National Academy of Sciences, and the American Academy of Arts and Sciences. She is a leader in the global
public debate on the responsible use of CRISPR and has co-founded and serves on the advisory panel of
several companies that use the technology in unique ways. Doudna is the co-author of “A Crack in
Creation,” a personal account of her research and the societal and ethical implications of gene editing.

CRISPR: The Science and Opportunity of Genome Editing

Fundamental research to understand how bacteria fight viral infections uncovered the function of
CRISPR-Cas programmable proteins that detect and cut specific DNA or RNA sequences. | will describe our
research showing how CRISPR-Cas9, an RNA-guided protein, can be used for re-writing the DNA in cells and
organisms to create a widely accessible technology for genome editing. Current research focuses on
continuing to explore the biochemical basis for genome editing, and to develop effective applications in
medicine and agriculture. | will also discuss the development of CRISPR-based diagnostics technology to
address the current coronavirus pandemic and improve future preparedness.
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Steve Henikoff

Fred Hutchinson Cancer Research
Center
steveh@fredhutch.org

Steve Henikoff studies chromosomes, chromatin dynamics and epigenetics and develops genomics and
computational tools to facilitate this research. He received a BS from the University of Chicago and a PhD
from Harvard University and did post-doctoral work at the University of Washington. He has been a faculty
member of the Fred Hutchinson Cancer Research Center since 1981. He is also an investigator of the
Howard Hughes Medical Institute, an affiliate professor of Genome Sciences at the University of Washing-
ton, a member of the National Academy of Sciences and co-Editor-in-Chief of the open access journal
Epigenetics & Chromatin.

Genome-wide mapping of protein-DNA interaction dynamics

We recently introduced new tools for high-resolution genome-wide chromatin profiling and have applied
them to study chromatin organization and dynamics in a variety of model systems, including yeast, flies and
mammals. CUT&RUN uses antibody-tethered Micrococcal Nuclease for mapping transcription factors,
histone modifications and chromatin proteins in situ, providing low-cost high-resolution genome-wide maps.
CUT&Tag similarly tethers the Tn5 cut-and-paste transposase that we have applied to low cell numbers and
single cells with high efficiency and low backgrounds. We use these methods to address questions in
chromatin biology including: How do transcription factors find their binding sites in DNA packaged into
nucleosomes? How are nucleosomes depleted from gene regulatory regions? What is the relationship
between nucleosome deposition pathways and chromatin deregulation in disease? Our findings illustrate
ways in which chromatin dynamics can play a central role in regulating gene expression and silencing.
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David Gilbert

San Diego Biomedical Research
Institute
gilbert@sdbri.org

David M. Gilbert currently leads the Laboratory of Chromosome Replication and Epigenome Regulation as a
Senior Scientist at the San Diego Biomedical Research Institute (2021-present). Dr. Gilbert” s work focuses
on the mechanisms regulating DNA replication during the cell cycle and the relationship between DNA
replication and structural and functional organization of chromosomes, most recently during differentiation
in human and mouse embryonic stem cells and in pediatric leukemia. Dr. Gilbert received his BA degrees in
Biochemistry/Cell Biology and Philosophy from the University of California at San Diego and his PhD in
Genetics from Stanford University. He did two post-doctoral training periods, first as an EMBO Fellow with
Pierre Chambon in Strasbourg, France studying transcriptional control, and second as a Roche Fellow with
Melvin DePamphilis studying replication origin recognition. He joined the faculty at State University of New
York (SUNY) Upstate Medical University in 1994 and was appointed Full Professor in 2003. In 2006, he
moved to Florida State University where he served as J. Herbert Taylor Distinguished Professor of Molecular
Biology in the Department of Biological Science and Co-founder and Associate Director of the Center for
Genomics and Personalized Medicine at Florida State University (2006-2020). He was elected as a Fellow of
the American Association for the Advancement of Science (AAAS) in 2008 and then elected as a Council
Delegate of the AAAS in 2010, as well as to the American Society of Hematology in 2013 and the Interna-
tional Society for Stem Cell Research in 2014. Dr. Gilbert' s other awards include the American Cancer
Society Junior Faculty Research Award (2000), the SUNY President’ s Young Investigator Award (2002),
the NIH Career Enhancement Award for Stem Cell Research (2004), Florida State University Distinguished
Research Professor Award (2015), Florida State University Graduate Faculty Mentor award (2016) and the
Pfeiffer Endowed Professorship for Cancer Research (2015). He is a former Principle Investigator in the NIH
Encyclopedia of DNA Elements (ENCODE) Consortium (2011-2017), is a member of the NIH 4D Nucleome
consortium and the Southeast Stem Cell Consortium (SESCC). He has served on American Cancer Society
(1996 - 2004) and NIH study sections (1997 - present), is an editorial member of the Epigenetics Society
and is on the editorial board of the Journal of Cell Biology (2008 - present) and has authored over 160
publications.

Regulation of Replication Timing and Chromosome Architec-
ture

The mammalian genome is replicated in a defined temporal order in domains of several hundred kilobases
that each complete replication in 40-60 minutes. Since chromatin is assembled at the replication fork, this
is a critical time to maintain or alter chromatin composition of chromosome domains. Indeed, developmental”
ly-programmed changes in replication timing during cell fate transitions affect at least half the genome,
coordinated with changes in transcription, sub-nuclear position, chromatin structure and 3D architecture. |
will summarize our current understanding of the cis- and trans-regulation of this program, causal relation”
ships between these closely correlated structural and functional features of chromosome domains, and the
consequences of disrupting the replication timing program.



GENOME BIOLOGY AND DISEASE

SEPT 9-10, 2021
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Mofang Liu

Shanghai Institute of Biochemistry
and Cell Biology, Chinese Academy
of Sciences

mfliu@sibcb.ac.cn

Dr. Mo-Fang Liu is the Professor and Principal Investigator in Shanghai Institute of Biochemistry and Cell
Biology, Chinese Academy of Sciences (CAS). She received her Bachelor and Master’ s degree in Biochem-
istry from East China University of Sciences and Technologies, Shanghai, in 1991 and 1994, respectively.
She obtained her Ph.D degree from Shanghai Institute of Biochemistry, CAS, in 2000. From 2000 to 2006,
she was a postdoctoral fellow in National Cancer Institute, NIH, and then as a research assistant in Johns
Hopkins University School of Medicine. She joined in Shanghai Institute of Biochemistry and Cell Biology in
2006. The major research interests in her group are the roles and mechanisms of small noncoding RNAs,
including PIWI-interacting RNAs (piRNAs) and microRNAs (miRNAs). The goals of ongoing projects in the
laboratory are to gain new insights into the physiological and pathological roles of small noncoding RNAs in
mammal spermatogenesis, human male infertility, and cancers.

The roles of PIWI/piRNAs in gene expression and diseases

PIWI proteins and their interacting piRNAs are specifically expressed in animal germlines and play essential
roles during gametogenesis in animals. The primary function of PIWI/piRNAs are to silence transposable
elements to protect the genome integrity in animal germlines, whereas they are also involved in regulating
protein-coding genes in animal germ cells. In particular, we show that mouse PIWI (MIWI)piRNA plays a dual
role in regulating target mRNAs in mouse spermatids through interacting with different co-factors, including
translationally activating a subset of ARE-containing mRNAs in round spermatids and inducing massive
mRNA degradation in late spermatids. By sequencing human Piwi (Hiwi), we identified multiple Hiwi muta
tions in infertile patients and further demonstrated that such mutations play causative roles in male infertili®
ty, indicating Piwi as a factor in human infertility. Moreover, we reported that PIWI, which is aberrantly
expressed in human tumors, functions as an oncoprotein in a piRNA-independent manner in cancer cells.
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Afternoon Session

Ada Yonath

Weizmann Institute of Science
Ada.Yonath@weizmann.ac.il

Ada Yonath is focusing on the translation of the genetic code to proteins by ribosomes, on antibiotics
hampering this process, on human diseases associated with ribosomal mutations and on origin of life. She
initiated these studies despite persistent global skepticism, and introduced forefront key scientific develop-
ments, which became the common routine within a few months.

She is Directing the Kimmelman Center for Biomolecular Structures at Weizmann Institute (WIS), where she
got her PnD and is currently a Professor. She postdoced in Carnegie Mellon, MIT and U. Chicago. In the
seventies, she established at WIS the first structural-biology laboratory in Israel, which was the only one in
the country for almost a decade. During 1986-2004 she headed Max-Planck-Research-Unit-for
Ribosome-Structure in Hamburg, in parallel to her WIS activities.

Among others, she is a member of US-National Academy; British Royal Society; Israel Academy; German
Leopoldina; Pontificia Accademia-delle-Scienze (Vatican); Japanese, Korean, Italian and European Acade-
mies, and holds honorary doctorates from over 45 Universities worldwide. Her awards include
Louisa-Gross-Horwitz, Wolf, Harvey & lIsrael prizes; Linus-Pauling Gold Medal; UNESCO/ L' Oreal Award;
Albert-Einstein Award for Excellence; and 2009 Chemistry Nobel Prize.

From origin of life to exploiting genetic code translation princi-
ples and cellular connective tissues for the design of next gen-
eration therapeutics

llluminating architectural principles of the dynamic genetic code translation process, alongside the plausible
variability of cellular connective tissues led to the design of unique translatable mRNA-collagen constructs,
designed for controllable protein synthesis.

Similarly, in principle, structural analyses of diseases associated with genetically mutated human ribosomes
should shed light on specific translation properties and specific biological pathways. Thus hints for novel the
therapeutical platforms can be provided.

Parallel studies identified the ribosomal internal active pocket that provides the stereochemistry for peptide
bond formation, which seems to represent a prebiotic synthetic machinery.
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Afternoon Session

Yanli Wang

Institute of Biophysics, Chinese
Academy of Sciences
ylwang®@ibp.ac.cn

Yanli Wang is a professor in Institute of Biophysics, Chinese Academy of Sciences, and a HHMI International
Research Scholar. Prof. Wang has completed her PhD from University of Science and Technology of China
and postdoctoral studies from Memorial Sloan-Kettering Cancer Center. Prof. Wang's group interests in
understanding how small regulatory RNA or DNA mediates prokaryotic defense against invasion by foreign
nucleic acids. The main focus of her work is to systematically demonstrate the mechanisms of the
CRISPR-Cas system, and Ago protein-mediated DNA interference.

DNA/RNA cleavage by class 2 CRISPR-Cas systems

Class 2 CRISPR-Cas systems are further divided into types Il, V and VI. Type Il CRISPR-Cas9 protects bacte-
rial hosts against invasive nucleic acids and also provides a revolutionary RNA-guided genome-editing
platform. We reported the structural analyses of Cas9 in multiple functional conformations, including
pre-catalytic state, catalytically activated state, and post-cleavage state. In the catalytic state, the catalytic
residues of HNH domain are poised close to the cleavage site of the target DNA, explaining why the HNH
domain cleaves target strand between nucleotides 3 and 4. In type VI, Cas13a exhibits both target and
"collateral" cleavage upon target RNA binding. We report a series of structures of Cas13 in complex with
crRNA and its complementary target strand. Our studies revealed how Cas13 proteins defend against RNA
phages, and the mechanistic insights of Cas13 likely expend the possible application of Cas proteins.
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Afternoon Session

Ying Liu

Institute of Molecular Medicine,
Peking University
ying.liu@pku.edu.cn

CURRICULUM VITAE

EDUCATION (In reverse chronological order from latest to earliest including postdoctoral training)

Degree Year Major Institution Mentor
Postdoc 2011-2013 Genetics Massachusetts General Hospital & Harvard Medical School Gary Ruvkun
Ph.D. 2006-2011 Biochemistry UT Southwestern Medical Center Qinghua Liu

B.S. 2002-2006 Biochemistry Nanjing University, China

PROFESSIONAL APPOINTMENTS
Year Position Institution
2021.2-present Professor Institute of Molecular Medicine, College of Future Technology, Peking University

2020.12-present  Associate Dean College of Future Technology, Peking University
2020.1-present Vice Director Institute of Molecular Medicine, Peking University
2019.8-2021.1 Associate Professor Institute of Molecular Medicine, Peking University
2017-2022 HHMI International/ Research Scholar Howard Hughes Medical Institute

2013.12-2019.7  Assistant Professor Institute of Molecular Medicine, Peking University

HONORS AND AWARDS

Year Honors and Awards

2019 Xplorer Prize

2019 National Science Fund for Distinguished Young Scholars
2019 15th China Young Female Scientist Award

2019 Young Investigator Award, Chinese Society for Cell Biology
2018 “Innovators under 35, CHINA” , MIT Technology Review
2017 HHMI International Research Scholar

2012-2014  Helen Hay Whitney Research Fellowship

2011 Nominata Award, UT Southwestern Medical Center

2010 Stanford Biochemistry Founders’ Award for Doctoral Excellence
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Epigenetic codes modulate mitochondrial stress re-
sponse

The ability to detect, respond and adapt to mitochondrial stress ensures the development and
organisms. Caenorhabditis elegans responds to mitochondrial stress with induction of the mitochondrial
unfolded protein response (UPRmt), a surveillance program that monitors mitochondrial function and
buffers the mitochondrial folding environment. Activation of UPRmt also rewires the metabolic state,
promotes innate immunity and lifespan extension. Our recent work has revealed that histone and DNA modi
fications play critical roles in modulating UPRmt and UPRmt-mediated innate immunity and longevity. Future
genetic or pharmacological treatments to target these pathways may provide therapeutic potential for the
treatment of mitochondrial diseases.

survival of
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«. Day 2 - September 10, 2021
Evenning Session

Victor G. Corces

Emory University School
of Medicine
vgcorces@gmail.com

Dr. Corces is a professor of Human Genetics at the Emory University School of Medicine. Research in Dr.
Corces' laboratory studies the mechanisms by which the three-dimensional organization of the chromatin
is established and maintained. His current research focuses on understanding the mechanisms by which
the environment alters the epigenome of germline cells and how these epigenetic alterations can be trans-
mitted from the gametes to the embryo after fertilization to cause disease states that can be passed on to
subsequent generations. He has published extensively in the area of epigenetics and genomics, with a
recent focus on the 3D organization of the nucleus of egg and sperm and the mechanisms of transgenera-
tional inheritance of epiphenotypes.

CTCF regulates the transgenerational transmission of epi-
phenotypes in mice

The mechanisms by which epiphenotypes are transmitted tran-sgenerationally through the parental germ™
lines in mammals are poorly understood. Exposure of pregnant mouse FO females during E7.5-E13.5 to
bisphenol A results in obesity in the F2 progeny in the absence of additional exposure. This epiphenotype
can be transmitted through the male and female germlines up to the F5 generation, decreases in F6, and
disappears in F7. Analyses of chromatin changes in the sperm of the F1 generation reveal a widespread
increase in chromatin accessibility at binding sites for CTCF and other transcription factors accompanied
by alterations in 3D organization. Comparison of the transmission of obesity between F2 and F5 and its
disappearance in F7 with alterations in the binding of these transcription factors points to the recruitment
of CTCF to a new site located in an intron of the Fto gene and activation of two different enhancers.
Deletion of the CTCF site using CRISPR-Cas9 results in mice that fail to gain weight after ancestral BPA
exposure. Based on observations from Hi-C data, we suggest that the two enhancers form an autoregulato™
ry feedback loop that, in combination with a decrease of m6A in sperm enhancer RNAs, may cause
alterations of gene expression in the embryo after fertilization. Given the established involvement of SNPs
in FTO in human obesity, the results suggest that both genetic and epigenetic alterations of the same gene
can lead to the same phenotypic outcomes on human health.
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Emily Therese Cloyd

Center for Public Engagement,
AAAS
ecloyd@aaas.org

Emily Therese Cloyd is the Director of the American Association for the Advancement of Science Center
for Public Engagement with Science and Technology. Emily oversees all Center programming, including the
AAAS How We Respond project, the AAAS Leshner Leadership Institute and the Communicating Science
program. Prior to joining AAAS in 2016, Emily led engagement and outreach for the U.S. Global Change
Research Program and the Third National Climate Assessment, served as a Knauss Marine Policy Fellow at
the National Oceanic and Atmospheric Administration, and studied the use of ecological models in Great
Lakes management. She holds an Executive Certificate in Nonprofit Leadership & Management (University
of Notre Dame), a Master’ s in Conservation Biology (SUNY College of Environmental Science and Forest-
ry) and a Bachelor’ s in Plant Biology (University of Michigan). Emily enjoys paddling on the Potomac and
Anacostia Rivers, especially in a dragon boat, and is slowly section hiking her way along the Appalachian
Trail. Follow her on Twitter @EngageClimate.

Joy Ma

EurekAlert!, AAAS
jma@aaas.org

Joy Ma is Editorial Content Manager at EurekAlert!, the non-profit science news-release distribution service
operated by the American Association for the Advancement of Science (AAAS). Joy's main area of focus
is increasing the diversity of the content sources on EurekAlert!, especially from countries and regions with
high-volume and high-quality scientific research output but relatively low levels of science communication.
Since 2015, she has helped dramatically increase the number of news releases available to science journal-
ists through EurekAlert! from top institutions in China, Japan, and Korea by training and coaching new
press officers and through strategic outreach. Before joining AAAS, she worked for NPR and the Penguin
Group. She is a recipient of the Alfred I. duPont-Columbia University Award for NPR' s coverage of the
Chengdu Earthquake and winner of a Foreign Press Association Scholarship Award. Ms. Ma earned an M.A.
in journalism from the Columbia University Graduate School of Journalism.
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Dennis Normile

Science/AAAS
dnormile@aaas.org

Dennis Normile has been a contributing correspondent for Sc/ence since 1995, reporting on government
science policy, trends within the scientific community, and the latest experimental results throughout the
Asia-Pacific region. Normile wrote extensively about the avian influenza crisis in the mid-2000s, reporting
from Thailand, Vietnam and China. He has written numerous stories about the Tohoku, Japan, earthquake,
tsunami and nuclear plant meltdown of March 2011, focusing on scientific aspects of the calamity. His
coverage of China includes recent stories on the Five-hundred-meter Aperture Spherical radio Telescope
(FAST) in Guizhou Province, China’ s missions to the Moon and Mars, and the COVID-19 pandemic.
Normile's articles have also appeared in The New York Times, the Far Eastern Economic Review, the Financial
Times (UK), and other publications.

Dapeng Wang

China Research Institute for
Science Popularization
bigbirdwangmiao@aliyun.com

WANG Dapeng, who is a researcher in CRISP(China Research Institute for Science Popularization) dedicating
to science communication in China for more than 10 years. His interest is very broad, and mainly focus on
the relationship between scientists and media, communicating science through new media-such as microb-
log (weibo), blog, Wechat, etc., the theory and practice of science communication in China. During the past
few years, he published some journal papers in the field of science communication, and also he wrote more
than 100 comments on newspaper and translated nearly 10 books. He is a media-savvy science communica-
tor.
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Wensheng Wei

School of Life Sciences at Peking
University
wswei@pku.edu.cn

Professor of Biomedical Pioneering Innovation Center, Peking-Tsinghua Center for Life Sciences, and School
of Life Sciences at Peking University; and the director of Peking University Genome Editing Research Center.
The research of Wei group is mainly focused on the development of eukaryotic gene editing tools, with the
emphasis on the high-throughput functional genomics and gene therapy. The combination of forward and
reverse genetic means are employed, often in a high-throughput fashion, for the understanding of the
molecular mechanisms underlying human diseases, including cancer and infection.
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Organizer

Science

AVAAAS

The American Association for the Advancement of Science (AAAS) is the world’ s largest multidisciplinary scientific
society and a leading publisher of cutting-edge research through its Science family of journals. AAAS seeks to
"advance science, engineering, and innovation throughout the world for the benefit of all people” , it serves individual
members in more than 91 countries around the globe.

Science has long been one of the most credible and trusted sources of information for scientists around the world
since its founding in 1880 with seed money from Thomas Edison. Published by the not-for-profit AAAS, Science and
its growing family of journals continue to set the standard for original research and news content that scientists have
come to depend on. Scrence is a weekly publication, with a worldwide print circulation of nearly 130,000 and over 14
million pageviews to Science online each month. Sciencereaders are educated and engaged. The audience of Science
is composed of some of the brightest thinkers, scholars, researchers, politicians, and students in the world.
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#7\ zGC FORUM
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Since 2007, ZGC Forum (hereinafter referred to as "the Forum"), with the permanent theme of "innovation and devel-
opment", has been held for 11 sessions with the aim to be built as an international platform for scientific and techno-
logical innovation, exchange and cooperation, which integrates scientific and technological exchanges and the display,
release and trading of innovative achievements.

ZGC Forum is positioned to serve the national innovation and development strategy and the construction of Beijing
Science and Technology Innovation Center. Centered on scientific and technological innovation, the Forum is intended
to promote comprehensive innovation and serve the whole chain of science, technology, products and market. With
the commitment to establish the communication platform for innovative ideas and new concepts, the leading platform
for new science and technology and industry, and the releasing and trading platform for the new technologies and
products, and the sharing platform for innovation rules and innovation governance, the Forum aims to build a high-lev-
el and comprehensive international technology cooperation platform, and strives to become a state-level major event
for integration into international innovation network on behalf of China, in-depth involvement into global innovation
governance, and promotion of international right of speech.

Targeting the permanent theme of "innovation and development", the Forum is held to focus on the frontier and
hotspot issues on international science and technology innovation, set up different topics each year, invite the world's
top scientists, leading entrepreneurs and cutting-edge entrepreneurs to participate, who share in-depth ideas on
innovation with each other, attract extensive attention in the field of scientific and technological innovation and main
bodies of innovation and entrepreneurship, continuously spread new ideas, refine new models, and guide new devel-
opment.

3AS zozl
LR EFRSF AR A F

BEIJING INTERNATIONAL ACADEM|IC SEASON

Beijing International Academic Season is a series of high-end brand academic exchange activities organized by the
Beijing Municipal Commission of Science and Technology with the support of the Beijing Government.

In accordance with the principle of focusing on academic research, gathering the world's top scientists and deep-level
multi-angle discussion, Beijing International Academic Season will build a platform for the extensive exchange of
international scientific and technological circles in the frontier areas of the foundation, and help Beijing build a globally
influential science and technology innovation center.

The Beijing International Academic Season organizes high-level academic series exchange activities around the basic
frontiers of quantum science, graphene, brain science, medical health, and nanotechnology.
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Zhongguancun Life Science Park

Founded in 2000, ZGC Life Science Park located between G6 and G7 expressway, on the north of Beiging Road,
Changping District, is an important part of ZGC National Independent Innovation Demonstration Zone, and is a hi-tech
science park engaged in life sciences, biotechnology and biomedical research.

The park has over 500 enterprises in life science field, including Novo Nordisk, Yangtze River Pharmaceutical Group,
Wantai BioPharm, Mindray, CapitalBio, BeiGene, Shenogen, Berry Genomics,etc. and has attracted topnotch scientists
such as Wang Xiaodong, He Fuchu, Shi Yigong, Shao Feng,etc. Innovation elements such as projects,talents and enter-
prises are now highly concentrated. The average R&D ratio of the park is 7.19% which is higher than the national
average. In fields like biopharmaceuticals, gene testing and diagnostic reagents, a batch of breakthrough technologies
and achievements have been produced, which make ZGC Life Science Park the R&D center with global influence, and
welcome scientists, entrepreneurs and investors across the world.

S it
\ T -"'_5111_'
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Talents Innovation Ecosystem

< TIEEIFREIHAER

TIE, abbreviation of Talents Innovation Ecosystem, founded by Tsinghua Holdings in 2017, is an international platform
which aims to gather global scientific technologies, projects and innovation talents. Since its foundation, TIE has made
extensive communication and cooperation with Future Science City, Huairou Science City, Zhongguancun (ZGC)
Development Group and Zhongguancun (ZGC) Life Science Park in the area of life science and biomedicine, informa-
tion technology of new generation, energy and materials, and others.

TIE organizes and plans the top-level international conferences, and carries out the customized professional training
both online and offline. Besides, TIE also provides the service of publishing special issues for companies, universities,
industrial parks and local governments in order to introduce the achievements and policies of scientific researches to
the global scientific researchers.

TIE sincerely welcome partners from all over the word to join us in promoting greater collaboration, cooperation, and
development in the progression from technological to industrial innovation.

We are committed to:

Connecting domestic enterprises with overseas innovative technology projects for technological innovation integra-
tion and industrial upgrading;

Matchmaking overseas investment opportunities and looking for potential Unicorn companies from all over the world;
Enabling governments and organizations to have extensive contacts with technologies, governments and business
leaders worldwide;

Providing supports and services for both domestic and international companies by linking capital, market and indus-
tries.
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TTHESMRTUARERARZAZR MALRRKEZERS) , MERETIEZXEWEMR, HEERESEXZEELZ
filo METHA - EBRWMALIREE LML, TTREEEEN BEMRER (NIH) I8FERRARET (NIAID) I9F4E
MZE RRERGNERHTEBEO IR, MBEAELEMRFTRENICHD. NIH MERINFEETAZZEEEA
2R (UCSB) HARKEBREET . LEASEMRBERBRAZNFEHPOMEEMBE ATA, EMEANEERRTEASER
RARAYE. 2015EE20164, MfELEH (Cell Research) 18{E4iE, 2017EE20204F, EEEIALILMN
{PLOS Biology) ZEMERIBIIE, BEITLAE (Science) ZEIBIESRRE, NEEDTEYE. GREYE,
MUREYEAR KBS RETIE,
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Barbara R. Jasny

REBESR (ERBK) /
AAASHIT &M A
Barbara.Jasny@aaas.org

Barbara JasnyfiE XEEREMAKEND TEMZELHNZN, WA THRFSEEZMEOBLER. DNASHI KA
=ZE, T 1985FEMAEZERIEEHS (AAAS) ETHETFIRE (RIF) . EFI2018%F, w—EHEERZ. EAM
HEHEPMBRNTR IS KR TEEMITE, Barbara Jasny EAAASHIYESR, tBEEEEFRATFEA.
ERAHIEFEUREZEERRIZ Keck Futures BIVMWESEHIE, B2013FEF20184, MRBE (RlIF) ZEM
Scilife LabffE IS ERERE (Science & ScilifeLab Prize for Young Scientists) HWEEZENNAR. Jasnyl®
TEEE60Z RMRIEX. RIFUKEL, HESS5TEDE. XE. Bk, ELER. XEURBEFNR
AlasnylETEL2TF2018FUAERERNESMEART, BRMPARSELERS TEREABNHIT (BIL)
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Rohit Pappu

ERWMAZELNREFRR
pappu@wustl.edu

Rohit Pappu, EE®BHAZZIREZREVEZTRERLR, ANGEEESRGHNPANTESD (CSELS) B
Ko FA—REYYERZR, PappuBRERHUITESTR. SO FYEREURKREBMARESHNTRERATDREL
NEARMTERE, MR ARY RN=RMN RAREMANYIEZRE, Pappustit =2 TRHBMDENZ
BEENRS, ZERENTEBMZ—RRBIITEABREY D FRRY, KEN—MT BRARRIMEZMARLFY
EHIFRE.

Jay Shendure

R KZFEHAEABNER
shendure@uw.edu

Jay Shendure 2E4EE - KITEZMRAANIARR, ERFAFERARZRAHER, XEHARERERLIMTOESL,
URHERHE - BEBBEPHRMNRIZEIE, E2005%1/5 George Church WELIEXH, BETE—HINN
T—ADNAMNFRSEE. fITHEEERShendurefELMIMR/NAFF & T HMNBAENF R EAERE/RERNEAEERA
WHHENRFENA; tHWRENEEEZNTAEXDNAIZYE, KAEFTIRED T, BAERASRE, 2EYFER
BIR, URENMABHORIEFITOFOH. ShendureldLIRE T EEALBEZMEN201 2FMFEIFRE,
201 3FHERERHE, 2013FXEELREMREE (NIH) K, 2014FRHKAREEGRZE, 2018FEE
EMRDR - HREERACFR, UREEERBZRMAN2019FEERE - BEMAER, G HEEE DA
ke, EEREEZEN. BRALXERERRA. B - LERENIXCHARM AN REAMRABEIRD, i
T2007 FRBEHEARNWERE T U RIEL 2L,



BERAEMPSHR

202149A9H = 10H

E—X (202159A9H)
£ F &R 7

P W R

ETRXEZHNERXZHNTARR
jackie.han@pku.edu.cn

HRARHRREX ARERMEEZ RN L2, MEAEXEERIFDRANFN - EOEERRAERIELEE
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Richard A. Young

SEREEBIER,
HiEBEWHRAA
young@wi.mit.edu

Richard A. Young@ £ E & IE T2/ & M ESEMRANERE. YoungEtMRERMNERFHNEREZ. MEHEE
HRBAAN, BREEARENZSHRZHDSFRATINME. YoungETHREBIEEZEERRIZ R REZRE
T, FE (RIZEEAN) FARZE, FRMEIUSEIS0RMEEZ—. MOl TEMERARMHIZAT AT FH R
ARERMZME, BRIEERTSyros Pharmaceuticals. Camp4 Therapeutics. Omega TherapeuticsflDewpoint
TherapeuticstIEE R, YounglEtthR@—& TR, FERL VTEANR, MERERFEEELZA,

Jennifer Phillips-Cremins

XEEYERBRIEXE
jeremins@seas.upenn.edu

Jennifer Phillips-Creminstit, RESERBILIAZIEMEZRANEBISNHER, EMIRUEEYIEFNELZER,
Creminst@ TR TIETHTANdres Garcia LR EMEYE X TR LT W REBH B £ 2 (L, AF, #Elob
Dekker#ll Victor Corces FISRIZERHIT T ZFRNELENF Y, CreminsfETMEERE Y EELAZEEE3-DX
MAZRGHREYEINRE, BNEERRIRE TERBZEFERSZTHEERE RSN HISIEH L8
RPN, MRXLERIBENHMAEREZELETNHERLEERTHNE R, EEN2014FANTHEES
ST ARBHRR, 2015FX1AE - FiEEESESMRR, 2016520184 Kavli Frontiers of Science Fellow3Ii,
201 SEEEEN EAEMRREEMEATEL, 2020FXEERBZESSFAFE, UK2020FCZIHELRITHE
AN
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Jennifer Doudna

EEMMKEZERBREFTK
doudna@berkeley.edu

Jennifer Doudnaf@ 2NN KZBZFHDRN—BEMHFER, HSHHNEEEEMmManuelle CharpentieFF 8l F
& T CRISPR-Cas9— —fha i 5z A S 4REEDNAMNER A TR AR, MAELIRE T2020FEIREER, Httt
LT AEMR W ERALHARTHHE, 2 MERAMRFANCIBATNER, ERBEYEZSERBZZRMRK,
R EERE - KREZMRA. FEHERMERIRE. KEMPHRA. EEERBDZRNEEZARSRZRNAR
Be MRXTFHIEMFEACRISPROLIRAFINCHMSE, HECIIFBRS TR AR ER XA AE]
HEXRAME, Doudna® (BIEFRMZLE) MEEE, XABEARTHNDMAMR., URERFENTRENCELE,

Steve Henikoff
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Steve Henikoff iR EEMRLEAR, REEDHZMNEIELZE, AROHTAFLATRAMZNERAZMTEZT
B, iR TZMIREZ LR, BHRKZELTZM, HEERIAENEIELTEIE. B1981FE, tt—ER
EEAKEHREE - FRFBEATTFONER. MEREERE - KTEZHRANHARR, EEMAFERARNTER
EHIZ, EEERBERNBRE, URFARKABESET (RUBEZMNREEHRMR) (Epigenetics&Chromatin) #
BEEDR.
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David M. Gilbert BRITEZ ML S EYEFZMRABEESRRIFER, ASEEASHNRNEREFAZERRE (20214F
£%5) , GilbertEB M THEETERTEMEEHATETDONAEHBNH, URDNAEH S L EANELTTHAEAR
BHXR, FEAXRA/NSERRTHEN)LZESIFEFNA K. GilbertE+7EEEMAERLKRFEIRE T EMLZE/HIE
EYMFNEENFE 240, MEMEEXERSEEENELEAM, MSMTRRIELEZIIEE, E—RIBEAEMD
FEYFAEL (EMBO) MEREA, IR Pierre Chambon—2E ARSI EMRERNE R, BREANNEH
B FERAT (Roche) BIEKE, SMelvin DePamphilis—i2RERMNE FIRZFEIRE. T 19945 MAAL L
KRZF (SUNY) EMERKZEHR, 2003FHEMAERIT, 20064, MBEHTEARAMNIREZEDRZRMI.
Herbert Taylorfdn FAEYFREERIR, HEBEHTD XN XFERAZNMENVET R ONEKE IR AKREIEE
(2006-2020%) . GilbertfE+TF2008FHEAEZERFEHS (AAAS) MR, 2010FEHENAAASHEESR
K&K, 2013FEYENEFEMRFPAMNEESREK, 2014EYEANEFTARARZENEELSNR, GibertiEtX
RE T XERENSIRRTHFRE (20004F) . AAMIAZE (SUNY) BRHEEFEMRER (2002F) . ZEE
BEMRRETFREHAFIRWAEER (20044F) | #5 EAMIIRERHARERE (20155F) | H5 BAMIIKEH
RERSIME (20165F) MIEFBEESBERRZIZE (20155F) , MEEEEEIIEMRRRDNARFERIESH
(ENCODE) Bt&d= (2011-2017%F) WERHRR, HEREEEN RERRRIDZERAREINAE THRERKES
(SESCC) MR, tEEEEEEFS (1996-2004%F) IEEELEAEMRRHMARILT (1997FES) (82,
ERMNBEZZSMN (AREEYFERE) NEE (2008FES) , HRERT160ZELRY.
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MEFEEL, pEMZER (CAS) LEEVMAASHAREDZMARLIR. BEEMRR. T1991FM1994F D 5IBUS
T EBEREBTRPEPUZ L W R MWLM, T2000F8F T HER PR DSEMEMRHA2 FEPFA TS
T¥, M2000F 220065, MEXEE DAMTRESBEMRANEELEMR, REENPEESTAZE
FEABENFBIE, 20065FMA EBEMHZSMREM AR BT ELHEEMRIUSZIERENRNAKE
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Ada YonathZF TBEARKEEZREIIZAEHR. ERX—IENNER. SEEARTHEXNALRRNEmIE
Fo RESIXLFRNIFINRNSE, Bitf2RE T MXEFRINMER, FEFETINGHNXBERZHE, M
XESH RN B AR T S,

HRUETNEKSHRET (WIS) NEBREAY D FEMHL, HERBENSELTZM, Bile—28R. MEF
MEEERT. REEBETZRMZMETRFEEFELE, 20HL705EK, tAEWISEIL T UEFIHNE—EWEYFE
BE, XZUEFE+ERBE—N—NLRE, 7£1986-2004F 18, NS T NEXEFENND TE- LR
B, S5imWISTERNFT.
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BERFMABCHEERRG, HEIRAGFT AR FTREE L, Ada Yonathi®3RE T B SR (Louisa-Gross-Horwitz
Prize) . SK/RFKHE (Wolf Prize) . M543 (Harvey Prize) . LU&FI%R (Israel Prize); EAE-8MER, BEEHK
BISCAL/BEEHR ; URAR-ERENESHEE; UKR2009FEIREER,
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BE-EESEER O ERELEMR. tEEMTEFREDENIERD NRNADNANERNE, Bref2aEn
SEZEMNRERERE, REUMEET CRISPR-CasREHNG, URAgoEBNSHDNATH,
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ERHNG, BN ARERE T BIFRNEREBEAMARRAEFANNG, URXLERMEENTNAEZERM
2 REIAREE, NMSBRBRIRSHEBLENR. CorcesBEERMAEAMERAFTIRART KENXE, ITHH
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Emily Therese Cloyd2EERZEHS (AAAS) BIERANHSS5HOMNERE, Emily HERZROAENTE, &8
EAAAS How We RespondilH, AAASHEMAMSMREATIRMEIZEINE, 20165 MAAAASZH], EmilyTESE
EERESFMAKEEREAENEEECRARR, BASHEORETZELRETUMRITHE=RERSEZ T,

HEAKXHNEBRT PR TAESERNER, IS TEEFENSSEENTIES (FEERFKRE) , RIPEY
LR (HAONIZIKRFIMERZSH/MER) , UREYEYZEZ LU (BFRKE) . Emily ERERIEGR
SEFIRIARIETE LN EXIR, SERERA L, tBREREEMGEMPAIZRT LB NEHTESIRIT. PTUTERE
¥ LT h@EngageClimate,
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Joy MaZEurekAlert! HiEIMHABRERIE, EurekAlert 2HEEERZREH#S (AAAS) BEMNIFEFERIEHREL
BRRREE. JoyWEBTURERTEILIMEUrekAlert! FERNARFNZEE, HilEREERE. BRERHATHE
BRI FK AN BENERME, B2015FEM%E, EXdZIfESHNHEREAR, URHERIERE, tAEgmn
TREHRE. BANSENTENANERIZIEEIIEEUurekAlert FTEI ZHEE. EMAAAASZEI, MEEXEER
AHTEHEE (NPR) MIIERATE, S REAITENPRE X REENFEIREMRSAfred |. duPontEHSLETE K
FR HWRINEICEMSEZENIREE, Joy MaTESHE L T K ZFEF AR ERES T #HEFEE L HSCE 207,
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BH1995% L%k, Dennis Normile —ER= (B1%#) WFNILE, REBAHNZERKR. HMZEFRESHURIT AKX SN
KSR 4ER . Normile?ERE. MM EIRE T KREX T2 HHLHHBRREINIRE, 5 TREXTHARIH
X, BFEME BN 201 1E3AKBIHER, ERXINENRZTE, tNPENRESEREXTHRMNE
500:KORRESTRELE (FAST) WiE, hENARMAEMLS, UEKHEBRASEE.
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AAASH B R TR RIZ BRI, BEETH (BF) RIEBTIEREFDENRHAR R,
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TIEERROIFER, @ik TIE" , EEERAENSRERZRAR. IESEHATHRATE. RIILCREZS RERIZH.
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