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Simple viruses
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Random templated assembly?
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Directional selt-assembly of TMV mp——
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Engineering directional assembly
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The advantages of zipping...
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Zipper dynamics
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Our model triblock coat protein C-S_-B
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binding
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Garcia-Hernandez et al. Nature Nano 9 (2014), 698.



Comparison with experiments

Punter et al. J Phys Chem B 120 (2016), 6286.
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Things get yet more complicated...

polyfluorene: optomechanical proxy genome j/
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Things get yet more complicated...
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Langmuir, Zipper & Micelle dynamics...
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Langmuir, Zipper & Micelle dynamics...
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Conclusions

Protein polymers can be designed to mimic coat proteins of
linear viruses

Our model triblock protein co-polymer successfully
encapsulates DNA

Allostery and directional assembly seem crucial ingredients

The kinetic zipper model describes the time evolution of the
encapsulation of DNA

We predict over- & undershooting under conditions of
excess DNA

Overshooting under conditions of excess of protein may
occur in competition with micellisation



