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Dear Professor Sukkid Yasosthornsrikul,
On behalf of the International Organizing Committee and the Organizers, we are pleased to

inviteyou to attend and speak at the 17" International Charles Heidelberger Symposium on Cancer

Research on your proposed topic entitled Proteomics and Genomics analyses in breast cancer for

possible prognosis, treatment, and prevention by Nonglak Yoonim, Suthat Duangchitr, Sittiruk

Roytrakul and Sukkid Yasothornsrikul. This conference is to be held at The Fourth Military
Medical University in the City of Xi’an, in the People’s Republic of China, from June 5-10, 2011.-

Participants are expected to arrive on June 5, 2011.  The meeting will begin on the morning
of June 6, 2011, and conclude on the evening of June 9, 201 1. The cost of your registration, meals,
hotel, and two local sightseeing tours of the Xi’an will be covered by the Local Organizing

Committee.

We extend to you our warmest greetings that you will be able to attend. If you have any

questions, please feel free to send an e-mail message to Dr. Libo Yao at bioyao@fmmu.edu.cn.

With Warmest Regards,

Ptk oo
Libo Yao, M.D., Ph.D.
Professor and Director
Department of Biochemistry and Molecular Biology
The Fourth Military Medical University \
Xi’an, The People’s Republic of China
Chair, Local Organizing Committee and Co-Chair, [nternational Organizing Committee

17" International Charles Heidelberger Symposium for Cancer Research

On Behalf of the International Organizing Committee |




Proteomics and Genomics analyses in breast cancer for possible prognosis,

treatment, and prevention

Nonglak Yooniml, Suthat l)u:lxlgcllitfz, Sittiruk Roytmkul3 and Sukkid Yasothornsrikul'{'

1Dep:n‘tment of Biochemistry, ZDepartment of Physiology, Faculty of Medical Science,
Naresuan University, Phitsanulok Thailand, *Genome Institute, National Center for Geneti
Engineering and Biotechnology, Thailand Science Park, Pathunthani, Thailand,
E-mail: sukkidy@nu.ac.th

Abstract

Breast cancer is an important health problem in Thailand and is the second most
common cancer among Thai women. Its incidence is still increasing. Although there are well-
established risk factors such as age at first child’s birth, null parity, and family history of breast
cancer, the etiology of breast cancer is still not completely known. In addition, the mechanism
of breast cancer in human is very complicated and there are many factors such as biological,
physiological and genetics that are inv?lved in such complex mechanism. Moreover, genetic
alteration and modification in gene e;(pression are found during different steps of tumor
progression. These changes are translated at the protein level where quantitative and qualitative
modification are found in tumor compared to normal samples. Therctore, this study aimed to
identify the proteins that are involved in breast cancer using proteomic technology as the
specific biomarker for breast cancer, and also aimed to identity the polymorphisms of the DNA
repalr genes that may be related to brcas‘l cancer risk using this technology.

For the first objective, breast cancer sera were separated to 4 groups depending on their
stage of breast cancer and normal scra were also separated to 4 groups as a control for each
stage of breast cancer group. Then, pooled sera of each group were analyzed by both ID and
2D PAGE-LC/MS/MS. The results of 1D PAGE-LC/MS/MS showed two candidate proteins
that may be possible for being used as biomarkers for carly diagnosis because their quantity
decreased more than 15% in stage | and Il in breast cancer samples compared to normal

controls. They are unnamed protein product (gi|34532201) and alpha 1 type XIII colllagcn
isoform 8 (gi|22027587). In addition, the results of 2D PAGE-LC/MS/MS also showed two
candidate proteins that may be possible for using as biomarkers for early diagnosis because we
found these proteins only in stage I and Il breast cancer. They are hemoglobin delta (gi§_291';2)
and Chain A, C3b In complex with A C3b specific Fab (gi|224983659).

For the second objective, three ‘XRCC] gene polymorphisms (/\rngélTrp, Arg28QHis,
Arg399Asn) and two XPD/ERCC2 gene polymorphisms (Asp312Asn, Lys751GlIn) have ;been
studied in relation to breast cancer risk. The results showed that the frequencies of XRCCI-

280His, XPD-312Asn and XPD-751Gln variant alleles in breast cancer cases were higher than

controls. From these data, it is possible that these three polymorphisms may be associated with




and increased risk for breast cancer. The results from this study by both proteomic and genbmic
analyses bear important findings that could be later correlated and used in future prognogis of
the disease. However, further validation in a large number of breast cancer and normal control
are needed for prognosis and management of breast cancer in Thai women.
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