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Cello

The proposed methodology is named Cello nor2ss2

(Cell Logic). The example case here illustrates a A:I>°‘[
simple circuit with 5 inputs and 2 outputs. G

Introduction

Synthetic biology is an emerging field in which biologists engineer complex artificial
living systems to investigate natural biological phenomena and implement a variety of

Cello GUI

The Cello workflow is implemented as a Clotho app. Clotho (www.clothocad.org) is
a portable Java-based open-source software platform, data-model, and API for

applications. Synthetic organisms can be engineered for bio-therapeutic applications, o synthetic biology tools.
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