
s=1/Ne

s=2/Ne

s=3/Ne

0.0 0.2 0.4 0.6 0.8 1.0

0.50

0.60

0.70

0.80

0.90

1.0

1.10

x

R
e
la
ti
v
e
c
o
n
d
it
io
n
a
l
s
o
jo
u
rn
ti
m
e

h=1

h=0.5

h=0

0.0 0.2 0.4 0.6 0.8 1.0
0.75

0.80

0.85

0.90

0.95

1.00

1.05

1.10

1.15

x

R
e
la
ti
v
e
c
o
n
d
it
io
n
a
l
s
o
jo
u
rn
ti
m
e

Figure S7: Diffusion approximation of the conditional sojourn time relative to neutrality at different population
frequencies (x). On the left side the sojourn times are shown for s = 1/Ne, for a single emerging allele in the case
of complete dominance (red), codominance (blue) and recessivity (green). On the right side the sojourn times
are shown for a completely dominant allele with different values of s. In the case of weak selection and h > 0.5
the conditional sojourn times are longer than under neutrality, especially at higher population frequencies.


