Poster LaTeX2ε Template for

IBSB 2007

FirstName1 MiddleName LastName1^1 FirstName2 LastName2^2

lastname1@disorder.chem.wsu.edu lastname2@jaist.ac.jp

FirstName4 LastName4^3

lastname4@ims.u-tokyo.ac.jp

1 School of Molecular Biosciences, Washington State University, Pullman, WA 99164, U.S.A.

2 Japan Advanced Institute of Science and Technology, 1-1 Asahidai, Tatsunokuchi, Ishikawa 923-1292, Japan 3 Human Genome Center, Institute of Medical Science, University of Tokyo, 4-6-1 Shirokane-dai, Minato-ku, Tokyo 108-8639, Japan

Keywords: aberrant splicing, database, point mutation, scanning model

1 Introduction

This section title is recommended for the first section.

The number of pages for poster/demo paper is TWO. In case the number of pages still exceeds this limit after your efforts, please contact the Editor-in-Chief (Satoru Miyano: giw@ims.u-tokyo.ac.jp) for advice.

Do not change the text width, text height, baseline, font size, etc., specified in LaTeX2e/LaTeX/MS Word templates.

2 Method and Results

Of course you can create more sections if you want, within the page limit.

2.1 Tables

Table 1 is an example of a table.

Table 1: Bioinformatics conferences in 2003.

Conference Date Site PSB January 3-7 Hawaii RECOMB April 10-13 Berlin ISMB August 3-7 Edmonton GIW December 16-18 Tokyo

2.2 Figures

When you use a figure (Fig. 1) with a special style file, please provide it. Your poster abstract will be printed in monochromatic even if figures are colored.

2 LastName1 et al.

Figure 1: This is a sample figure.

Table 2: Correspondence between bibiliography sort and style.

Sort of Reference Sample citation Journal Article ... text [11, 16]. Genome Informatics ... text [14] Pacif. Sym. Biocomput. ... text [7]. In Proceedings ... text [1]. In Edited Book ... text [8, 15]. Edited Proceedings ... text [12]. Book ... text [2, 13]. Book with Edition No. ... text [9]. Edited Book ... text [4]. Technical Report ... text [6]. PhD Thesis ... text [5]. Master’s Thesis ... text [10]. URL ... text [18, 17]

2.3 Citation and References

References are to be listed in the alphabetical order of (last names, publication year) in Arabic numerals. Do not use BiBTeX. Please follow the following bibliography style in Table 2:

3 Discussions

Authors are recommended to use spell checker program and grammar check program for improving your final version.

References

[1] Akutsu, T., Kuhara, S., Maruyama, O., and Miyano, S., Identification of gene regulatory networks by strategic gene disruptions and gene overexpressions, Proc. 9th ACM-SIAM Symp. Discrete Algorithms, 695–702, 1998.

[2] American Mathematical Society (ed.), AMS, AMS-L^ATEX Version 2 User’s Guide, American Mathematical Society, Providence, 2004.

[3] Bannai, H., Hyyro, H., Shinohara, A., Takeda, M., Nakai, K., and Miyano, S., Finding optimal pairs of patterns, Lecture Notes in Bioinformatics, 3240:450–462, 2004.

[4] Benhamfou, F. and Colmerauer, A. (eds.), Constraint Logic Programming, Selected Research, MIT Press, 1993.

[5] Brown, M. E., An interactive environment for literate programming, PhD thesis, Texas A&M University, pp. ix + 102, TX, USA, 1988.

[6] Hobby, J. D., A User’s Manual for MetaPost, Tech. Rep. 162, AT&T Bell Laboratories, Murray Hill, New Jersey, 1992.

[7] Imoto, S., Tamada, Y., Araki, H., et al., Computational strategy for discovering druggable gene networks from genome-wide RNA expression profiles, Pacific Symp. Biocomput., 11:559–571, 2006.

[8] Imoto, S., Tamada, Y., Savoie, C.J., and Miyano, S., Analysis of gene networks for drug target discovery and validation, in J. Walker and M. Sioud (eds.), Target Discovery and Validation, Vol. 1, pp.33–56, Humana Press, USA, 2006.

[9] Lamport, L., L^ATEX, A Document Preparation System, 2nd edition, Addison-Wesley, Reading, Massachusetts, 1994.

[10] Lodha, G. S., Quantitative interpretation of ariborne electromagnetic response for a spherical model, Master’s thesis, University of Toronto, 1974.

[11] Matsuno, H., Inouye, S.-T., Okitsu, Y., Fujii, Y., and Miyano, S., A new regulatory interactions suggested by simulations for circadian genetic control mechanism in mammals, J. Bioinf. Comput. Biol., 4(1):139–154, 2006.

[12] Miyano, S., Mesirov, J.P., Kasif, S., Istrail, S., Pevzner, P.A., Waterman, M.S. (eds.), Proc. 9th Annual International Conference on Research in Computational Molecular Biology (RECOMB 2005), Lecture Notes in Bioinformatics, 3500, 2005.

[13] Motowani, R. and Raghavan, P., Randomized Algorithms, Cambridge University Press, 1994.

[14] Nagasaki, M., Doi, A., Matsuno, H., and Miyano, S., A versatile Petri net based architecture for modeling and simulation of complex biological processes, Genome Informatics, 15(1):180–197, 2004.

[15] Nagasaki, M., Doi, A., Matsuno, H., and Miyano, S., Computational modeling of biological processes with Petri net based architecture, in Y.P. Chen (ed.), Bioinformatics Technologies, pp.179–243, Springer Press, 2005.

[16] Yoshida, R., Higuchi, T., Imoto, S., and Miyano, S., ArrayCluster: an analytic tool for clustering, data visualization and module finder on gene expression profiles, Bioinformatics, 22(12):1538– 1539, 2006.

[17] http://www.ams.org/tex/amslatex.html

[18] http://www.jsbi.org/