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This is a simple one-to-two-page abstract template. Please keep your ab-
stract length between one and two pages. The abstract should be in English.
You may include figures and pictures in your abstract (see Fig. ?? for an exam-
ple) as long as they fit in the single page limit.

Please include relevant references (own and others’) using the styles exem-
plified by [1], [2], [3] and [4] below. Order bibliography items alphabetically as
shown. The two-page limit includes the bibliography.

Sed ut perspiciatis unde omnis iste natus error sit voluptatem accusantium
doloremque laudantium, totam rem aperiam, eaque ipsa quae ab illo inventore
veritatis et quasi architecto beatae vitae dicta sunt explicabo. Nemo enim ip-
sam voluptatem quia voluptas sit aspernatur aut odit aut fugit, sed quia conse-
quuntur magni dolores eos qui ratione voluptatem sequi nesciunt. Neque porro
quisquam est, qui dolorem ipsum quia dolor sit amet, consectetur, adipisci velit,
sed quia non numquam eius modi tempora incidunt ut labore et dolore magnam
aliquam quaerat voluptatem. Ut enim ad minima veniam, quis nostrum ex-
ercitationem ullam corporis suscipit laboriosam, nisi ut aliquid ex ea commodi
consequatur? Quis autem vel eum iure reprehenderit qui in ea voluptate velit
esse quam nihil molestiae consequatur, vel illum qui dolorem eum fugiat quo
voluptas nulla pariatur? (Cicero, 45 BCe)

Figure 1: This is an example illustration showing how to in-
clude figures in your abstract. The illustration is taken from
https://wuw.simtech.uni-stuttgart.de/.
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