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Fig. S1. The bacteriophage SPP1 portal protein. The three images are derived from crystallographic
data used to determine structure of the SPP1 portal protein. The left panel represents the fully
assembled portal dodecamer, the center panel shows one monomer of the portal multimer, and the right
panel shows a highly conserved portal core region found in the ds DNA viruses. The core includes the
major alpha helices, A, B, and C, and clip and tunnel loop regions thought to interact with ds DNA.
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Fig. S2. The conserved core of Herpesvirus family portal proteins. The Raptor X webserver was used to
structurally model the core portal protein region for the 8 human herpesviruses. This approximated core
ranged from 160 to 200 amino acids. Core regions are indicated at the top of the figure and correspond to
those labeled in the last panel of Fig. S1. Key: alpha helix (light blue), beta sheet (red), or loop /
unstructured (yellow).
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