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WELCOME MESSAGE

Dear AOHUPO community and friends,

Warm wishes to you and everyone around you for a safe, healthy and better 2021!

On behalf of the Asia Oceania Human Proteome Organization (AOHUPQ), it is my great pleasure and honor to welcome you to “The 1t AOHUPO
Online Educational Series 2021 that will be held on 3 consecutive Saturday mornings (27 Feb, 6 March, and 13 March 2021) at online virtual meeting.

The main aim of AOHUPO is to promote and coordinate the activities of the regional proteomics community and indeed it has firmly established the
tradition of organizing a highly successful biannual conference being hosted by different countries in the AO region. The COVID-19 pandemic has
become a global health issue and has had major impacts on education and social interactions. Therefore, AOHUPO Council has decided to launch a new
online education program, called "AOHUPO Online Educational Series" to support learning and to continue our communications during the pandemic.

The theme of the 18t AOHUPO Online Educational Series 2021 is “Next Generation Proteomics in Precision Oncology: Concepts, Technologies and
Challenges”. The organizing committee led by Drs. Terence Poon (Vice-President of AOHUPO, University of Macau, Macau) and Teck Yew Low
(Secretary General of AOHUPO, National University of Malaysia, Malaysia) would like to focus on the recent proteogenomic studies of precision \
oncology. We invite 6 eminent speakers to address their recent researches in proteogenomics toward precision medicine and appreciate for their
excellent contributions to the 1 AOHUPO Online Educational Series. | also appreciate the strong support by Dr. Chuxia Deng, Faculty of Health
Sciences, University of Macau and sponsors who have greatly contributed to prepare this meaningful online education program with fruitful outcomes.

Finally, I wish all of you will actively participate the programs of this meeting for 3 consecutive Saturday mornings (27 Feb, 6 March, and 13 March
2021) and enjoy exciting science.

Thank you for your attention and | look forward to the days we can meet in person again!

With best wishes,

Ho Jeong KWON,
President of AOHUPO,
Professor, Yonsei University, Korea
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REGISTRATION METHOD

1. Fill in the registration form which is available at
the AOHUPO website, www.aohupo.org;

2.Email the filled form to the organizing
committee at AOHUPO2001@gmail.com

REGISTRATION

Registration Fee: Free
Registration Deadline: 22 February 2021
Maximum number of participants: 250

Contact Email: AOHUPO2001@gmail.com




PROGRAM [to be updated]

27 Feb 2021, Day 1 (Saturday)

MC & Moderator: Terence POON
Vice-President of AOHUPO
University of Macau, Macau

6 March 2021, Day 2 (Saturday)

Updated on January 30, 2021

13 March 2021, Day 3 (Saturday)

8:30AM — 9:20AM
(GMT+8)

9:20AM — 10:10AM
(GMT+8)

10:10AM — 11:00AM
(GMT+8)

8:30AM — 8:45AM
Opening Speech (15 min speech)
Ho Jeong Kwon

President of AOHUPO
Professor, Yonsei University, Korea

8:45AM - 9:05AM
Opening Speech (10 min speech)
Chuxia Deng

Dean, Faculty of Health Sciences
University of Macau, Macau

9:05AM — 10:10AM
Plenary Lecture 1

Overview of Next Generation Proteomics in
Precision Oncology
AND
Integrative Proteomics Study of Lung Adenocarcinoma
[Talk Title to be Confirmed]

Fuchu He
Professor, Beijing Institute of LifeOmics
Director, State Key Laboratory of Proteomics, China

10:10AM - 11:00AM

Plenary Lecture (Technology) 1
Practical Tips & Challenges in Integrated
Proteogenomic Data Analysis of Lung Adenocarcinoma

Minjia Tan
Professor, State Key Laboratory of Drug Research
Shanghai Institute of Materia Medica
Chinese Academy of Sciences, China

8:30AM - 9:20AM

Plenary Lecture 2

Proteogenomic study of Non-smoking Lung Cancer in
East Asia
[Talk Title to be Confirmed]

Yu-Ju Chen
President, HUPO
Acting Director, Institute of Chemistry, Academia
Sinica, Taiwan

9:20AM - 10:10AM

Plenary Lecture (Technology) 2
Tools/Application in Proteogenomics for Precision
Oncology [Talk Title to be Confirmed]

Bing Zhang
Professor, Lester and Sue Smith Breast Center
Baylor College of Medicine, USA

Technological Advances for Clinical/Disease Proteomics
[Parallel sections for diff vendors, to be confirmed]

8:30AM - 9:20AM

Plenary Lecture 3

Proteogenomic study of Endometrial Carcinoma
[Talk Title to be Confirmed]

David Fenyo
Professor, Department of Biochemistry and

Molecular Pharmacology, Institute for Systems
Genetics, NYU School of Medicine, USA

9:20AM - 10:10AM
Plenary Lecture (Technology) 3

[Speaker & Title to be Confirmed]

Closing Speeches
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Proteomics identifies new therapeutic targets of
early-stage hepatocellular carcinoma
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Abstract

Hepatocellular carcinoma is the third leading cause of deaths from cancer worldwide.
Infection with the hepatitis B virus is one of the leading risk factors for developing
hepatocellular carcinoma, particularly in East Asial. Although surgical treatment may be
effective in the early stages, the five-year overall rate of survival after developing this cancer
is only 50-70%2 Here, using proteomic and phospho-proteomic profiling, we characterize
110 paired tumour and non-tumour tissues of clinical early-stage hepatocellular carcinoma
related to hepatitis B virus infection. Our quantitative proteomic data highlight
heterogeneity in early-stage hepatocellular carcinoma: we used this to stratify the cohort
into the subtypes S-1, S-1land §-111, each of which has a different clinical outcome. S-11I, which
is characterized by disrupted cholesterol homeostasis, is associated with the lowest overall
rate of survival and the greatest risk of a poor prognosis after first-line surgery. The
knockdown of sterol O-acyltransferase 1 (SOAT1)—high expression of which is a signature
specific to the S-1ll subtype—alters the distribution of cellular cholesterol, and effectively

Fuchu He, Ph.D.

Professor, Beijing Institute of LifeOmics, China
Director, State Key Laboratory of Proteomics, China
President, National Center for Protein Sciences, Beijing
President, Beijing Proteome Research Center, China
Member of CAS and TWAS

Dr. He is the leading scientist studying proteomics in China. He was the founder of
CNHUPO and among the first group of people who founded HUPO in 2001. He was
the first Chinese scientist who led an international consortium-Human Liver
Proteome Project (HLPP), and the founder of Beijing Proteome Research Center,
Phoenix Center (proteomics) and Institutes of Biomedical Sciences Fudan University.
As the chief scientist, he has been propelling HLPP to the China Human Proteome
Project (CNHPP), to create an encyclopedia of proteins in the human body under
physiological and pathological conditions. Recently, his team stratified early
hepatocarcinoma (HCC) into 3 proteomic subtypes with different clinical outcome.
Some drug targetable proteins have been demonstrated useful in identifying patients
with HCC who could potentially benefit from targeted treatment in further clinical
trials. These studies demonstrated the proteomic analysis as an independent
powerful tool in cancer molecular subtyping, indicating that the era of “Proteome
Driven Precision Medicine (PDPM)” is coming.



“DAY 1” Plenary Speaker (Technology): Minjia Tan, Ph.D.
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Minjia Tan, Ph.D.

Professor, Shanghai Institute of Materia Medica
Chinese Academy of Sciences

University of the Chinese Academy of Sciences,
Beijing, China

|?,1
Dr. Tan’s current research interest is mainly focused on developing novel
mass spectrometry-based chemical proteomics technologies to
characterize protein post-translational modifications (PTMs) and to
identity molecular mechanisms and sensitive/resistant biomarkers of
molecularly targeted therapy in precision medicine. By integrating
proteomics, biochemistry, bioinformatics technology, Dr. Tan's study
significantly increased new histone epigenetic marks, and identified
lysine crotonylation, succinylation, malonylation, and glutarylation as
new types of protein modification pathways, which are important for

cellular energy metabolism and epigenetic regulation. These works
expanded the protein lysine acylation landscape in cellular physiology.



“DAY 2” Plenary Speaker: Yu-Ju Chen, Ph.D.
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Her research focuses on methodology development of mass spectrometry-based proteomics by integrating novel

! Institute of Chemistry, Academia Sinica, Taipei, Taiwan nanomaterial, advanced mass spectrometry and bioinformatics. In particular, she is interested in applying these tools
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“DAY 2” Plenary Speaker (Technology): Bing Zhang, Ph.D.
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Proteogenomic Analysis of Human Colon Cancer
Reveals New Therapeutic Opportunities
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Bing Zhang, Ph.D., McNair Scholar

Professor

Department of Molecular and Human Genetics
the Lester and Sue Smith Breast Center

Baylor College of Medicine, USA

Dr. Zhang received his Ph.D. degree in Molecular Genetics from the Chinese Academy of Sciences
followed by a postdoctoral training in bioinformatics at the Oak Ridge National Laboratory. Before
joining Baylor College of Medicine in August 2016, he had been a faculty member in the Department of
Biomedical Informatics at the Vanderbilt University for 10 years.

During his tenure at Vanderbilt, Dr. Zhang has established an internationally recognized research
program in cancer proteogenomics, focusing on integrating genomic and proteomic data to better
understand cancer biology. Innovative bioinformatics methods and tools developed by his group
enabled the first integrative proteogenomic characterization of human cancer, which was published in
Nature. This landmark study demonstrated that integrated proteogenomic analysis provides functional
context to interpret genomic abnormalities, and that proteogenomics holds great potential to enable
new advances in cancer biology, diagnostics and therapeutics.

Dr. Zhang has more than 70 publications in the areas of bioinformatics, proteomics and cancer systems
biology. He has served as principal investigator, bioinformatics director, or co-investigator on more than
10 federal grants. He serves frequently as program committee member in international conferences
and as reviewer for NIH study sections. He also serves on the editorial board of multiple journals
including Molecular & Cellular Proteomics and Clinical Proteomics. He has been honored with local,
national and international awards in recognition of his research activities, including an award from the
National Library of Medicine (NLM) for Innovative Uses of NLM Information. Dr. Zhang is a funded
scholar of the Cancer Prevention and Research Institute of Texas.

The long-term goal of Zhang’s research is to use proteogenomics and multi-omics data to better
understand cancer biology and to improve cancer care.



“DAY 3” Plenary Speaker: David Fenyo, Ph.D.
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David Fenyo, Ph.D.

Professor

Department of Biochemistry and
Molecular Pharmacology
Institute for Systems Genetics
NYU School of Medicine, USA

David Fenyo is a Professor in the Department of Biochemistry and Molecular Pharmacology at NYU Langone
Medical Center, and the Director for the Ph.D. program in biomedical informatics. David heads the NYU
Laboratory of Computational Proteomics focusing on the development of methods to identify, characterize and
quantify proteins and in the integration of data from multiple modalities including mass spectrometry,
sequencing and microscopy.

David studied engineering physics, with a focus on mathematical and numerical methods, at Uppsala University
in Sweden. After receiving an M.Sc. in 1987, he joined the laboratory of Dr. Bo Sundqvist at Uppsala University,
and studied the mechanisms of ion—solid interaction both experimentally, theoretically and using molecular
dynamics and Monte Carlo simulations. For this work, he received a Ph.D. in Physics in 1991.

He then went on to complete his postdoctoral work at Rockefeller University with Brian Chait where he
developed algorithms to analyze proteomics data obtained using mass spectrometry, laid a statistical foundation
to protein identification, and applied modeling and simulations to optimize proteomics experimental design and
study replication in yeast.

In 1997, David co-founded the bioinformatics start-up ProteoMetrics, LLC, and served as the President of the
company until 2002 during which he developed software systems for automated analysis of large-scale
proteomics data. Subsequently, he served as the Director of Proteomics at Genomic Solutions, and as Staff
Scientist and Product Manager at Amersham Biosciences and GE Healthcare before returning to academia.

Dr. Feny6 is a member of the Editorial Advisory Boards of Molecular and Cellular Proteomics, Journal of
Proteomics, Proteome Science and mSystems. He serves on the scientific advisory boards of The Global
Proteome Machine, BC Proteome Network, Proteome Software, Protein Metrics and Denator AB. He is also a
member of the board of directors for US Human Proteome Organization (USHUPQO) and serves as the treasurer.
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(Ref) Mol Cell Proteomics, 2021, DOI:https://doi.org/10.1016/j.mcpro.2021.100048

* AOHUPO website: www.aohupo.org
* Email: AOHUPO2001@gmail.com
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