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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 LastNamel 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.
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