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Figure S1. Same as Figure 1 with ea×d = −0.001, and rma = rab = 0.01 (A),

rma = rab = 0.1 (B). Other parameter values are as in Figure 1.
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Figure S2. Same as Figure 4, with R on a log scale.
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Figure S3. A: effect of the selfing rate σ on the evolutionarily stable map length

RES for different values of the standard deviation sd of the log-normal distribution of

selection coefficients s of deleterious alleles (in the simulations). B: distribution of s

for sd = 0.5 (solid) and sd = 1 (dashed). The mean selection coefficient s is set at

0.02, and default parameter values are as in Figure 3 with c = 0.001. The analytical

prediction (curve) in A is the same as in Figure 3 for c = 0.001 (fixed s).
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Figure S4. Effect of the selfing rate σ on the evolutionarily stable map length RES

for different numbers of loci L at which deleterious alleles may occur. In simulations

with finite L, loci are uniformly spaced along the chromosome, each locus mutating

at a rate U/L. Parameter values are as in Figure 3 with c = 0.001. The analytical

prediction (curve) is the same as in Figure 3 for c = 0.001 (infinite number of loci).
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Figure S5. Effect of the selfing rate σ on the evolutionarily stable map length RES

for s = 0.005 and s = 0.02, and other parameter values as in Figure 4. Solid curves

are the same as in Figure 4C, corresponding to the predictions obtained by solv-

ing sdirect + sdet + sHR = 0 for R, where sdet and sHR are obtained by integrating

the expressions for the strength of indirect selection generated by deterministic ef-

fects (for sdet) and by the Hill-Robertson effect (for sHR) over the genetic map (see

Supplementary Material). Dashed curves correspond to the predictions obtained us-

ing the same method, but replacing sHR by the approximation given by equation 22:

sHR ≈ 1.8δRU2/
[
NeR

3 (1 − F )2
]
.
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Figure S6. Same as Figure 5, the dashed curves showing the predictions obtained for

RES when ignoring the term generated byD0
mab,ab in the expression for the deterministic

source of indirect selection acting on the modifier locus. The difference between the

dotted and dashed curves therefore corresponds to the effect of deterministic terms

generated by Dab, while the difference between the dashed and solid curves corresponds

to the effect of deterministic terms generated by D0
mab,ab.
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Figure S7 (next page). Cytological data from different families of angiosperms,

used to generate Figure 1 in Roze & Lenormand (2005). Each point shows the average

chromosomal map length (on y-axes), that is, half the number of chiasmata per biva-

lent (observed during male meioses) in a given species. The different mating system

categories on x-axes correspond to those given in the original articles (see legend of

Figure 1 in Roze & Lenormand 2005 for references).
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