


 

 
me to promote my scientific career in the Laboratory of Biochemistry, National Heart, Lung, and Blood Institute, NIH, 
Bethesda, USA. The studies on post-translational modifications on glutamine synthetase in E. Coli4) led me to 
proteomics. I returned to Yamaguchi University School of Medicine where we succeeded in the development of a novel 
technique of Two-dimensional Affinity Electrophoresis by which antigen-specific antibodies in anti-sera could be 
separated into homogenous protein spots by differences in their isoelectric points and affinity to the antigen immobilized 
in gel matrices5). I had started proteomics on stress-induced apoptosis in Jurkat cells of a human lymphoblastic leukemia 
cell line to find proteins which are involved in the stress response6). It was found that Stathmin was hyper-
phosphorylated by CDK1 in temperature dependent manner7).  I am now interested in the discovery of biomarkers and 
therapeutic targets for HCV-related Hepatocellular Carcinoma and Pancreatic Cancer using two-dimensional gel 
electrophoresis combined with tandem mass spectrometry8), and in the development of Cys-tag-Protein Chips for high 
through-put analyses of protein-protein interactions9). My interest is shifting to Membrane Proteomics, Cancer 
Immunology and Immuno-Proteomics for the development of new diagnostic tools and non-invasive curative treatments 
of malignant tumors. I have been serving for the promotion of human proteomics as an inaugural member of HUPO and 
the member of HUPO Council, Education & Training (E&T) Committee, HUPO Test Sample Study10), the co-chair of 
Human Disease Glycomics Proteome Initiative (HGPI)11), the advisory member of Human Kidney and Urine Proteome 
Project (HKUPP), and Past President of Japan HUPO and Japanese Electrophoresis Society. The mission for me is to 
promote E&T of graduate students and young scientists being experts in the field of functional proteomics and clinical 
proteomics for understanding Molecular System of Life.       
Finally I would like to show my deep thanks for your good thoughts and supports to Japan after the disaster on March 
11th, 2011. The people in the area having the big damage by the earthquake and tsunami are still struggling to rebuild 
their daily life and to be free from the fear of nuclear fallout.  Although it will take time to recover from the damage and 
the fear, I believe we can make our country better than before the disaster with your strong supports. 
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Proteomics and Translational Medicine 

The Seventh China HUPO Annual Conference & The third International Forum of Proteomics 
April 15-18, 2011, Hangzhou, China 

 
The 7th CNHUPO Annual Congress and the 3rd International Forum of Proteomics organized by CNHUPO and IFP, was 
jointly held in the leisure metropolis, Hangzhou, China from April 15th to 18th, 2011.This jointly conference was co-
chaired by Prof. Fuchu He of State Key Laboratory of Proteomics, Prof. Peipei Ping of University of California, Los 
Angeles (UCLA), Prof. Huilong Duan of Zhejiang University and Prof. Jun Qin from Beijing Proteome Research 
Center (BPRC). 
 
This international conference, with the theme of “Proteomics and Translational Medicine”, attracted over 800 scientists 
from China and many from all over the world as well. Spreading over three days, the conference featured 21 keynotes 
and 94 outstanding speakers. All speakers were featured in 15 different sessions, including proteomics-related 
translational medicine, bioinformatics of protein science, visualizing human proteomes, chemical proteomics, disease 
proteomics, functional proteomics, and proteomics related technologies. The training courses and lectures were 
provided in the afternoon of April 14th to over eighty students and young scientists. The opening ceremony was held in 
the first day of the conference. 
 
Renowned scientists around the world made brilliant speeches on frontier academic studies of proteomics and 
technology progress in the conference. These speeches are professors as listed: John Yates of Scripps Research Institute, 
Catherine Costello of Boston University School of Medicine, Gilbert Omenn of University of Michigan, Mathias Uhlen 
of Royal Institute of Technology, Christopher Overall of the University of British Columbia, Amos Bairoch of Swiss 
Institute of Bioinformatics, Rolf Apweiler of European Bioinformatics Institute, Lokesh Joshi of National University of 
Ireland, Henry Rodriguez of National Institutes of Health, Daniel Chan of Johns Hopkins University, Mark Baker of 
Macquarie University, Jennifer Van Eyk of Johns Hopkins University, Pothur Srinvas of National Institutes of Health, 
Peipei Ping of UCLA, Zhu Chen of Minister of Health in China, Fuchu He of China State Key Laboratory of 
Proteomics, Zihe Rao of Tsinghua University, Shusen Zheng of Zhejing University, Yukui Zhang of Dalian Institute of 
Chemical Physics, CAS, Xuemin Zhang of Academy of Military Medical Science, and Jun Qin of Beijing Proteome 
Research Center. Besides, a total of ten overseas Chinese scientists were invited to chair different sessions and gave 
wonderful speeches, such as Xiaodong Cheng, Jianjun Li, Qingyi Wei and Lei Li all from University of Texas Medical 
Branch, Min Li from John Hopkins University School of Medicine, Chenwei Lin from Fred Hutchinson Cancer 
Research Center, Bing Su from Yale University, Rong Wang from Mount Sinai School of Medicine, and Billy Wu from 
Northeastern University. All participants enjoyed this nationwide conference and were updated with the newest 
achievements in the field of Proteomics and translational Medicine.  
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2011 TPS Annual Symposium, Taipei, April 27-28 

The “Translational Medicine Conference and Taiwan Proteomics Society Annual Symposium 2011” was recently 
held at National Yang-Ming University (NYMU), Taipei, Taiwan. In this conference, four keynote lectures, six 
symposia, poster sections and exhibition were organized. We aim to put together an exciting scientific program 
addressing how recent progress in quantitative shotgun proteomics, protein post-translational modification 
analysis, system biology and bioinformatics can collectively advance the frontiers of clinical proteomics.  The 2-
day event attracted over 300 participants, with 80 posters and 21 invited lectures from both foreign and local 
scientists, including a Russian team of nine delegates.  Dr. Cheng-Wen Wu, a Distinguished Chair Professor at 
NYMU, gave a special keynote lecture of ‘Translational Research of Lung Cancer in Taiwan’ to provide 
perspectives about proteomics in translational medicine.  Dr. Andrew H.-J. Wang at Academia Sinica had an 
invited lecture on the application of structural proteomics to drug discovery.  Dr. Alexander I. Archakov from 
Russian Academy of Medical Sciences led the Russian delegation to promote the Taiwan-Russian Joint 
Proteomics Research program. He also presented the prospective and progress on ‘From Human Genome Project 
to Human Proteome Project’, heading s series of reports about the progress on.  The symposium further provided 
opportunities for local student and young participants to present their work through lecture and poster 
communications, which covered many different fields of proteomics, including translational medicine, biomarker 
discovery, biomarker assays, technical advances, protein modification and bioinformatics. 
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