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Figure 5: The observed distribution of mutations among

the 40 sequenced unselected TEM1 β-lactamase clones

from the round-five mutant libraries (bars) agrees with the

theoretical predictions (lines) for the distribution of muta-

tions in an error–prone PCR library. The theoretical pre-

dictions are made with the equation f (mnt) described in

the text, with an average number of nucleotide mutations

of 〈mnt〉 = 4.3 for the 570 bp sequenced region of the 861

bp gene. A chi-square test demonstrated that the observed

distribution is consistent with the theoretical predictions,

with a P -value > 0.9 that a difference at least this large

between the observed and predicted values would occur by

chance.


