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Figure 1. A) An AlphaFold2 model of P22 scaffolding protein (left). The dashed pink ellipse indicates the C-terminal
helix-turn-helix domain that binds to coat protein. This domain replaced the phiBB1 helix 8 (right) in the chimeric scaffold-
ing protein. B) Negative stain TEM of the particles made with P22 coat protein and the chimeric scaffolding protein. Notice
the ring-like density on the interior of the particle. C) Particles of P22 coat protein assembled by P22 scaffolding protein.
When comparing the particles, both appear to be about the same diameter. However, there is no ring-like density on the
inside of the P22 particles (C) and the edges appear thicker, suggesting the particles made with the chimeric scaffolding
protein will be different than P22 procapsid-like particles.
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