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Message from the Guest Editors

How sequences generate the observed diversity of living
forms remains largely unanswered. The diversity in coding
sequences is responsible some of this diversity, but the
degree to which it contributes is unclear. Coding and non-
coding sequences are involved in a network of interactions
which can change the level of expression and change the
timing of that expression, creating further diversity. 

Tools to untangle the sources of diversity have been
developed. Most rely upon comparisons of the sequence
and phenotypic differences among strains and species.
Frequently, these tools take advantage of the sequence
quality of the Drosophila genome, the local and global
variety of generated Drosophila melanogaster strains, and
the even greater range of phenotypes among species in the
genus. Adding to this are studies that compare the
Drosophila genomic sequence to that of insects with
unique phenotypic adaptations. The multiple authors of
the Special Issue are among the leaders in this effort, and
share their contributions towards generating a road map
connecting the gene networks and phenotypic diversity
created by genetic and environmental change.
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Message from the Editor-in-Chief

Genes are central to our understanding of biology, and
modern advances such as genomics and genome editing
have maintained genetics as a vibrant, diverse and
fastmoving field. There is a need for good quality, open
access journals in this area, and the Genes team aims to
provide expert manuscript handling, serious peer review,
and rapid publication across the whole discipline of
genetics. Starting in 2010, the journal is now well
established and recognised.

Why not consider Genes for your next genetics paper?
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