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Expression analyses often quantify gene product 
levels in samples under diverse conditions, from 
multiple tissues or from different developmental 
times. These analyses frequently miss an impor-
tant aspect in many species: sex. Most animals 
and some plants have separate sexes, whose 
morphological differences are the outcome of 
the biased expression of some genes.

MicroRNAs are important regulators that re-
press translation by targeting gene transcripts. 
Recently, we have investigated microRNAs with 
sex-biased expression pattern from deep se-
quencing data. We found that sex-biased micro-
RNAs (SBMiR) are, as expected, expressed in the 
gonads. Strikingly, the evolutionary dynamics of 
SBMiR is different to that of protein coding genes 
(SBPG). For instance, SBMiR are frequently locat-

ed in the sex chromosomes, whilst SBPG tend to 
be in the autosomes. Interestingly, SBPG often 
have duplicated copies with no expression bias, 
and SBMiR usually arise de novo during evolution 
(no duplication).

In this talk I will explore these and other find-
ings on sex-biased microRNAs, and why we must 
account for sex differences when planning ex-
pression profile experiments.
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