






It is undeniable that there is a large environmental shift when
yeasts move into a pathogenic lifestyle. However, the correspond-
ing genetic changes that resulted from these selective pressures
are complex. While our knowledge of yeast diversity, complex-
ity, and ecological traits are expanding, there remains a need for
the whole genome deep sequencing of more yeast strains (Peter
and Schacherer 2016), as well as the better documentation and
classification of what exactly defines a strain as pathogenic and
virulent. Better means of analyzing genomic data with variable
ploidy across and within individuals will also be important in
the study of S. cerevisiae isolates. While our dataset is limited in
the types of analysis that can be conducted, in contrast to earlier
studies on haploid sequencing data such as the 100-genomes from
(Strope et al. 2015), it provides information on a different scale
and is complimentary to our understanding of the many levels
of genetic variation available to S. cerevisiae. Such information,
combined with human host traits and immune information, may
provide the comprehensive picture required to tease apart yeast
pathogenecity.
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