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Idea Flow diagram for grow3D

The main idea which sparked the grow3D project was:
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allow real-time 3D feedback on the 2D design

The devil is in the details (1): symmetries Conclusions
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'he devil is in the details (2): chemically invalid states
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When we draw a sulfone-containing functional group in 2D, we ...but then we may simply ...then turn it into an equally ...eventually getting, at last, to a chemically valid sulfone.
tend to go through a number of chemically invalid states. keep adding bonds creating invalid gem-dicarbonyl grow3D copes with the invalid intermediates and only converts to @
We keep adding methyl groups until we get to a t-butyl, which is a chemically invalid gem-bis- beast... 3D the chemically valid molecules.
chemically valid... methylidene intermediate...
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