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Fig S4 (preceding page). Sectors revealed by applying the PCA-based method [1] on the
available sequence data of (A) HIV Nef, (B) HCV NS3-4A, and (C) HCV NS4B proteins.
The first column displays the bar plots showing the merging of multiple RoCA sectors in the sectors
revealed by the PCA method [1]. The vertical axis of each plot shows the percentage of residues within
the different RoCA sectors that fall into the prescribed sector. The second column shows the biplots of
the PCs which are post-processed to form sectors in the PCA method [1]. The sector residues are
represented by circles according to the specified color scheme, while independent (non-sector) residues
are represented as white circles.
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