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Figure 84, Log odds matrix for 250 PAMs. Elements are shown
multiplied by 10, The neutral score is zero. A score of ~10 means
that the pair would be expected to occur only one-tenth as fre-
quently in related sequences as random chance would predict, and

random coincidences better than simpler scoring systems.
Mere counts of identities and matrices based only on the
changes predicted by the genetic code are not sufficiently
complex. It is obvious that there is a good deal of infor-
mation in the detailed nature of both the nonidentities and
the identities. Certain combinations of different amino
acids are positive evidence of relatedness, and others are
contraindications. The log odds matrix for 250 PAMs,

i e have found 10.be 3 verv effective scorina matrix

a score of +2 means that the pair would be expected to occur 1.6
times as frequently. The order of the amino acids has been ar-
ranged to illustrate the patterns in the mutation data.
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