
Fig S3. Comparison of the sectors inferred using the PCA-based method [1] and the
proposed RoCA method. (A) Comparison of sector sizes obtained using PCA and RoCA for the
studied viral proteins. PCA sectors were inferred by applying the method proposed in [1] on the
available sequence data of each viral protein. The y-axis shows the number of residues present in each
sector. (B) Comparison of the robustness of RoCA and PCA [1] methods to finite sampling using binary
synthetic data. The parameters used in the simulation were M = 500 residues and r = 5 non-overlapping
units Si of size 12%, 10%, 8%, 6%, and 4% of M , respectively for i = 1, . . . , 5. The corresponding `i
were set to equally spaced values between `1 = 6 and `5 = 4, and to model the phylogenetic effect, we
set `0 = 8. To test the finite-sampling effect, results are presented for varying number of samples N =
1000, 2000, and 4000 corresponding to N

M = 2, 4, and 8, respectively. The sectors inferred using RoCA
and PCA [1] are compared using mean TPR, mean FDR, and the maximum percentage mismatch
PMmax. In each box plot, the black circle indicates the median, the edges of the box represent the first
and third quartiles, and whiskers extend to span a 1.5 inter-quartile range from the edges.
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