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Figure S5.  Results of univariate regression.  The best pattern, highest score pattern, and most common nucleotides (nt) are indicated for the A and B boxes.  The significance threshold was set at 1%.  Positions for which no base was significant in the regression (in general because the bases at these positions did not vary between low and high scoring tRNA genes) are labeled with an asterisk.  Nucleotides that correlated with increased score are indicated in upper case, and nucleotides that correlated with decreased score are indicated in lower case in parenthesis.
