
Table S1: Correlations between the pair of recognition amino acids (AA-15, AA-16) and
their cognate nucleotides (NT-5, NT-4). Each cell in the table corresponds to a partic-
ular recognition class. Graphs illustrate degeneracy patterns. Specifically, each node in
the graphs corresponds to a palindromic sequence, from which we only annotated the
left semisequence. For example, a node denoted AC:10 describes the palindromic com-
bination (NT-5L, NT-4L; NT-4R, NT-5R)=(AC; GT) and the number of BSs exhibiting
this combination. Additionally, recognition degeneracies are represented by three types
of arrows, i.e., —> (asymmetrical intrinsic), <—> (symmetrical intrinsic), and >−−<

(extrinsic), with an associated number giving the frequency of the non-palindromic nu-
cleotide combination that results from the mixture of the two semisequences at the
associated nodes. We highlighted significant combinations in red. The number in the
upper left corner on each non-empty cell is the ratio r (0 ≤ r ≤ 1) of BSs found after the
removal of those incorporating nucleotides for which TFs did not appear to exhibit a
special affinity. In most alignments only a few BSs were discarded; as a consequence, the
value of r is usually large. Finally, cells containing an isolated node correspond to BS
alignments in which only one significant (and palindromic) combination was observed.
The set of recognition correlations involves a total of 811 BSs and 623 TFs. Note that
the correlations presented here (NTs vs. AAs) are represented in a inverse way to those
of Figure 4.A main text (AAs vs. NTs). See Text S1 for a more detailed explanation.
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