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Speaker Profile

Dr. (Ms) Asako KOIKE, Senior Research Scientist, CRL, Hitachi 

B.Sci (92), M. Sci (94), PhD (99) Kyoto University 

1994 - Joined to Hitachi Research Laboratory, Hitachi Ltd.

1994-1998 Research on lubrications in hard disk drive using non-equilibrium molecular dynamics simulations

1999-2000 Research on interlayer isolation films of semiconductors based on density functional theory approaches

2000 - Central Research Laboratory - Research on bioinformatics (Biomedical text mining, Protein network analysis, Human genetics)

2003-2006 Guest Associate Professor of University of Tokyo
Agenda – Feb 24, 2010
1415 hours 

Hitachi team arrives in IITH 

1415 – 1435 hours
Welcome and Tea with IITH Faculty

1445 – 1450 hours
Welcome by Dr. Raja Banerjee
1450 - 1615 hours 
Lecture 3 (Dr. (Ms) Asako KOIKE)


1615 – 1645 hours
Tea and informal discussion

1645 – 1815 hours
Lecture 4 (Dr. (Ms) Asako KOIKE) 

1830 – 1845 hours
Memento for Speaker





Vote of Thanks by Student volunteer

1845 hours


Hitachi team departs

Transportation coordination: Mr. Raguram 

Event Coordinators: Dr. Raja Banerjee & Ms. Shyama Purnima (SKI Team)
           Hitachi Lectures 3 & 4 (February 24, 2010)

  Biotechnology and Bioinformatics

    Dr. Asako KOIKE

Abstract of Talk

The Human Genome Project determined the entire reference human genome sequences in 2003 and the number of genes were estimated about 20,000~25,000. HapMap Project subsequently started at 2002, cataloged genetic similarities and differences of humans and constructed the linkage disequilibrium maps of human genome. These efforts coupled with the development of cost-effective high-throughput dense single nucleotide polymorphism (SNP) typing techniques have enabled genome-wide exploration of various complex disease-associated variants. Currently some large-scale genome-wide association analysis projects are in progress in the world to discover the disease-associated variants.

On the other hand, considering that human gene number is 20,000-25,000 and those of Drosophila and C. elegans are about 20,000, the high functionality of human are expected to be achieved by the protein (gene product) network complexity rather than gene function itself. In this situation, high-throughput techniques to detect protein networks such as yeast-two hybrid and mass spectroscopy have been developed and the protein network in human are getting clarified. The identification of protein networks is important not only for understanding biology but also in drug development research for decreasing drug side-effects. Furthermore, the protein modifications such as phosphorylation are expected to have a crucial role on the protein network and it is becoming clarified that the changes of these protein modification leads to cause some kinds of diseases.

 The above mentioned progress in genome science are achieved by the establishment of low-cost, high-throughput DNA sequencing techniques, SNP typing techniques, etc. for genomic analysis, and high-throughput yeast two hybrid techniques and mass spectroscopy, etc. for protein analysis together with development of computer dependent large-scale data analysis techniques, that is, bioinformatics. These techniques brought about grate advancements also in various fields such as regenerative medicine and food science.

 In this lecture, recent progress in genome science and transition of technologies in this field are reviewed and principles and characteristics of our company’s products in this field such DNA sequencer, mass spectroscopy are introduced and basic algorithms of bioinformatics supporting the development of above mentioned techniques are also presented.






























































































































































