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INTRODUCTION

We propose an interactive 3D visualization
software for the design of DNA nanostructures.
Abstract representations [1, 2] are fundamental for
iInspection and 3D modeling of DNA-based
structures. We can load files, such as caDNANo
[3], DAEDALUS [4], and PDB or synthesize them
within our system. Using animation a smooth
transition between different types of representation
Is facilitated and correspondence between them
can be directly perceived.
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Our system abstracts the atomistic structure
and creates high-level representations (PDB-

SOFTWARE

The visualizations are implemented
In the Adenita toolkit. The software is
an integrated module in the
SAMSON framework [5]. The
upcoming release of the Adenita
toolkit will be available on
http://maraproject.eu/.
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