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Supporting Figure 1. Sensitivity ofL(T ) to noise. The figure shows the values ob-
tained from the genetic data (circles) and these values after the addition of noise to the
transformation (plusses). Gaussian noise was added to ther-values with the standard
deviation (σ = .12) of the data used to obtain ther-to-h transformation (Figure 5 of
Ref. 3). Since ther-value of a coalescence between two subtrees is an aggregateof
individual data points, the error in ther-value of a particular coalescence depends on
the number of lineages that are coalescing, with less noise when there are more sam-
ples. For an aggregate of number of lineagesm, the error in an aggregate coordinate
is reduced by the factor

√
m, and the error in the relative coordinate (r-value) of two

such aggregates is reduced by the square root of the geometric mean of their numbers
of lineages (i.e. this is the error of the effective distancebetween them as a relative
coordinate). Thus, Gaussian noise was added to ther-value of each coalescence be-
tween two branches that havem1andm2 lineages respectively with standard deviation

σ0

(√

1
m1

+ 1
m2

)

, whereσ0 = σ/
√

2 so that the noise for ther-value between two

lineages isσ.

The h-values were then mapped onto values proportional toT using the Tajima

form4 of the Jukes-Cantor correction. In the figures, this is normalized by dividing by

T0, the time to the smallest genetic difference considered(r = .95).5
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