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ABSTRACT

The abstract should state what the paper is about and
what the main results of the work are. It is usually be-
tween 100 and 200 words long. Other people read the
abstract to find out if this paper is interesting to them.

1 INTRODUCTION

The introduction gives background information to the
topic and usually an overview of the work in the field. In
general, it contains many references (Doring et al., 2008;
Brudno et al., 2003). Sometimes, you might want to say
that Rausch et al. published an interesting paper in 2008
or that Needleman and Wunsch (1970) suggested a global
alignment algorithm.

Lorem ipsum dolor sit amet, consectetur adipisicing
elit, sed do eiusmod tempor incididunt ut labore et do-
lore magna aliqua. Ut enim ad minim veniam, quis nos-
trud exercitation ullamco laboris nisi ut aliquip ex ea
commodo consequat. Duis aute irure dolor in repre-
henderit in voluptate velit esse cillum dolore eu fugiat
nulla pariatur. Excepteur sint occaecat cupidatat non
proident, sunt in culpa qui officia deserunt mollit anim
id est laborum.

2 METHODS

Lorem ipsum dolor sit amet, consectetur adipisicing elit,
sed do eiusmod tempor incididunt ut labore et dolore
magna aliqua. Ut enim ad minim veniam, quis nos-
trud exercitation ullamco laboris nisi ut aliquip ex ea
commodo consequat. Duis aute irure dolor in repre-
henderit in voluptate velit esse cillum dolore eu fugiat
nulla pariatur. Excepteur sint occaecat cupidatat non
proident, sunt in culpa qui officia deserunt mollit anim
id est laborum.

2.1 A subsection with a figure

Lorem ipsum dolor sit amet, consectetur adipisicing elit,
sed do eiusmod tempor incididunt ut labore et dolore
magna aliqua. Ut enim ad minim veniam, quis nos-
trud exercitation ullamco laboris nisi ut aliquip ex ea
commodo consequat. Duis aute irure dolor in repre-
henderit in voluptate velit esse cillum dolore eu fugiat
nulla pariatur. Excepteur sint occaecat cupidatat non
proident, sunt in culpa qui officia deserunt mollit anim
id est laborum.
Here is a reference to fig. 1.
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Figure 1. This is a figure caption.

Lorem ipsum dolor sit amet, consectetur adipisicing
elit, sed do eiusmod tempor incididunt ut labore et do-
lore magna aliqua. Ut enim ad minim veniam, quis nos-
trud exercitation ullamco laboris nisi ut aliquip ex ea
commodo consequat. Duis aute irure dolor in repre-
henderit in voluptate velit esse cillum dolore eu fugiat
nulla pariatur. Excepteur sint occaecat cupidatat non
proident, sunt in culpa qui officia deserunt mollit anim
id est laborum.

2.2 Another subsection

2.2.1 The first sub-sub-section. Lorem ipsum dolor sit
amet, consectetur adipisicing elit, sed do eiusmod tem-
por incididunt ut labore et dolore magna aliqua. Ut enim
ad minim veniam, quis nostrud exercitation ullamco la-
boris nisi ut aliquip ex ea commodo consequat. Duis aute
irure dolor in reprehenderit in voluptate velit esse cillum
dolore eu fugiat nulla pariatur. Excepteur sint occaecat
cupidatat non proident, sunt in culpa qui officia deserunt
mollit anim id est laborum.

2.2.2 The second sub-sub-section.
sub-section was 2.2.1.

The previous sub-

Lorem ipsum dolor sit amet, consectetur adipisicing
elit, sed do eiusmod tempor incididunt ut labore et do-
lore magna aliqua. Ut enim ad minim veniam, quis nos-
trud exercitation ullamco laboris nisi ut aliquip ex ea
commodo consequat. Duis aute irure dolor in repre-
henderit in voluptate velit esse cillum dolore eu fugiat
nulla pariatur. Excepteur sint occaecat cupidatat non
proident, sunt in culpa qui officia deserunt mollit anim
id est laborum.

3 RESULTS AND DISCUSSION

The results are in general displayed in figures or tables
(e.g. table 1). Results and discussion can also be sepa-



Table 1. This is a table caption

number percentage running time
casea caseb casea caseb
0.0% 0.0% 0.0s 0.0s
0.0% 0.0% 0.0s 0.0s
0.0% 0.0% 0.0s 0.0s
0.0% 0.0% 0.0s 0.0s
0.0% 0.0% 0.0s 0.0s
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rated into two sections, or the discussion and conclusion
may be put together in one section.

Lorem ipsum dolor sit amet, consectetur adipisicing
elit, sed do eiusmod tempor incididunt ut labore et do-
lore magna aliqua. Ut enim ad minim veniam, quis nos-
trud exercitation ullamco laboris nisi ut aliquip ex ea
commodo consequat. Duis aute irure dolor in repre-
henderit in voluptate velit esse cillum dolore eu fugiat
nulla pariatur. Excepteur sint occaecat cupidatat non
proident, sunt in culpa qui officia deserunt mollit anim
id est laborum.

Lorem ipsum dolor sit amet, consectetur adipisicing
elit, sed do eiusmod tempor incididunt ut labore et do-
lore magna aliqua. Ut enim ad minim veniam, quis nos-
trud exercitation ullamco laboris nisi ut aliquip ex ea
commodo consequat. Duis aute irure dolor in repre-
henderit in voluptate velit esse cillum dolore eu fugiat
nulla pariatur. Excepteur sint occaecat cupidatat non
proident, sunt in culpa qui officia deserunt mollit anim
id est laborum.

4 CONCLUSION

The conclusion should contain a very brief summary of
the results. It discusses alternatives and possible exten-
sion, and gives an outlook to what could be done next.

Lorem ipsum dolor sit amet, consectetur adipisicing
elit, sed do eiusmod tempor incididunt ut labore et do-
lore magna aliqua. Ut enim ad minim veniam, quis nos-
trud exercitation ullamco laboris nisi ut aliquip ex ea
commodo consequat. Duis aute irure dolor in repre-
henderit in voluptate velit esse cillum dolore eu fugiat
nulla pariatur. Excepteur sint occaecat cupidatat non
proident, sunt in culpa qui officia deserunt mollit anim
id est laborum.
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