Dominance hierarchy and the genetic load
linked to self-incompatibility alleles in Brassicaceae
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2. Long-term balancing selection and the sheltered genetic load > Plants homozygous for a dominant S-alele (S15) grow

slower and smaller than heterozygotes for this allele,
while no phenotypic difference was detected between
homozygous and heterozygous for a recessive S-allele

. Dominant S-allele * *“‘—Q*—*— (SO1) (Llaurens et al. 2009)
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Theoretical predictions and phenotypic evidence suggest a strong
accumulation of deleterious mutations linked to dominant S-alleles.
Can we detect them at the genomic level ?

3. Do dominant S-alleles accumulate a larger number of deleterious mutations ?
- “A. halleri

g ik p=0.0098
Cr-2 @3< © J)
Cr-35‘ ®@ B
® Figure 7. In six Arabidopsis halleri gemmifera 5 -

populations from Japan (n=47 individuals, data i. _
from Kubota et al. 2014). v

Individual genomic
resequencing reads

vy P
-
i O
S-locus GATK B A. lyrata
Benotype ‘- HEE EERim 5 p=0.913
(Genete et - T 2 8588 , | o | c
S 3% o8 3 5355 Figure 8. In five Arabidopsis lyrata populations |
al. 2019) < 2= = ; = X Z:X from Europe and USA (n=25 individuals, data g . —
from Mattila et al. 2017) o | ' =
=
PhastCons -
Mean %
dominance S R
. o — E
Ka deleterious a0 .
@)
utations S .C. grandiflora .,
p=0.383
Figure 9. In one Capsella grandiflora population §4
_ . . from Greece (n=84 individuals, data from Josephs §
Correlation with dominance et al. 2017). 2
level at the S locus? =g
Figure 6. Our general approach to test the hypothesis of a correlation between the mean number 1 > 3 4
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4. Conclusions 5. Perspectives
v" As predicted by theory, we find a correlation between dominance and the * Phased data based on parent-offspring trios
# deleterious mutations in A. halleri, but not A. lyrata or C. grandiflora * Linked genes vs. complete genomic distribution

* Can results in the different species be explained by differences in
population structure and population history ?



