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GCOE Program Seminar” Analysis of Models for Prediction of Protein Interaction
and Computational Systems Biology”
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System Administrator
Super Computer System
Human Genome Center

NOTICE

We will give a training course, ” Analysis of Models for Prediction of Protein
Interaction and Computational Systems Biology ” in the following way:

Date: 10:45-17:45 February 3, 2011

Place: Human Genome Center, 4F Seminar Room

Lecturer:

Kengo Kinoshita (Tohoku Univ., Professor)

Masao Nagasaki (ILaboratory of Functional Genomics, Associate Professor)
Ashwini Patil (Laboratory of Functional Analysis in silico, Assistant Professor)
Ayumu Saito (Laboratory of DNA Information Analysis, Technical Staff)

Abstract:

+ Analysis of Models for Prediction of Protein Interaction

(Kengo Kinoshita and Ashwini Patil)
In the lecture half of the workshop, we will introduce and explain the fundamentals
of protein—protein interaction and the interaction database. In the hands—on half
of the workshop, participants will practice using UniProt and IntAct to identify
whether protein interaction occurred, as well as using HitPredict to practice a
“method of removing interaction information of poor reliability.” Lastly, if time
remains, we will introduce prediction of protein—protein interactions using the
STRING database.

« Computational Systems Biology

(Masao Nagasaki and Ayumu Saito)

One of the aims of computational systems biology is to model and  understand
In vivo phenomena, such as reactions inside cells and between cells. In this
workshop, we will understand the methods of computational systems  biology
by using the Software (Cell Illustrator Online; CIO) that combines  functions
of drawing /n vivo pathways and performing simulations. CIO was developed over
more than ten years with the aim of enabling “researchers in biological
laboratories to perform experiments on one hand, and on the other to organize
pathway information and decide on what to do in the next experiment by
simulating the relevant model.” It has been used domestically and abroad to
create models of various pathways, which have then been published as research
papers. This workshop will provide an introduction to modeling a basic 2 vivo
reaction using CIO, as well as simulating various models (e.g., circadian rhythm).



Host: Satoru Miyano (Laboratory of DNA Information Analysis)

Kenta Nakai (L.aboratory of Functional Analysis in silico)

This course has a limit of 34 participants.

For Application, please fill the following form and send it by E-mail or Fax by
12:00 P.M. February 2.

You may add your specific requests, if any.

E-mail: hgc—lect@hgc.jp

FAX : 03-5449-5133

GCOE Program Seminar” Analysis of Models for Prediction of Protein Interaction
and Computational Systems Biology”

[ would like to attend the course on February 3 .

Name :

Division :

E-mail :

TEL :

Proposals or requests :



