
Fig S9. Biochemical association of the RoCA sectors obtained for the S1A serine
protease family, in comparison with the SCA sectors produced by [1]. The RoCA sectors
were inferred from the same sequence data used by [1]. The relevant biochemical domains in this case
were identified as distinct sets of residues involved with thermal stability [2,3], basic chemical function of
this enzyme family, and catalytic specificity [4,5]. An important distinction here with respect to the HIV
and HCV proteins is that the leading eigenvector obtained in the estimation of the SCA and RoCA
sectors was associated with two biochemical functions; thermal stability and enzymic activity. In [1], two
sub-sectors were formed from this eigenvector based on the sign of its elements; specifically, the red
sub-sector was formed using the positive elements, while the blue sub-sector was formed using the
negative elements. The same strategy was applied for RoCA, resulting in the corresponding sector 1
being divided into two sub-sectors, 1a and 1b.
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