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Motivation

What Is sexual conflict? Why studying resolution of sexual conflict via eQTLs for sex bias in expression?

 Females and males often have conflicting ecological or reproductive interests. . . : . . : .
* Since most genes are autosomal, sex-biased expression of shared genes is expected to be the main sexual conflict resolution

 Because most traits under conflict have shared genetic basis between the mechanism.
sexes, sex-specific optima cannot be simultaneously expressed and sexual

conflict arises * Previous work has determined eQTLs for male and female expression separately. Nevertheless, genetic variation underlying sex

bias vs sex-specific expression seems to be:
« The fitness cost of the unresolved sexual conflict pulls the evolution of

mechanisms that allow for sex-specific expression of the shared genome, (1) Lower (2) Different
leading to evolution of sexual dimorphism.

. - : : : . : : Euclidean distance of gene expression vectors within and between lines All genes Genes with sex-specific
Such mechanisms involve (i) sex linkage and (ii) sex-biased gene expression. J P eQTL regulation

* Nevertheless, sexual conflict is widespread. - ——
**1 gb Wilcox. test f Wilcox. test m Wilcox. test
p-value = 0.2938 | oo:- p-value = 7.72e-06 p-value = 0.00239

Main questions

* If it has potential for resolution, why does sexual conflict persist for long
evolutionary scales?

* What mechanisms resolve sexual conflict and why are they inefficient?

* We explore these questions by looking at genetic variation
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