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ABSTRACT CREs Controlling D. melanogaster yellow and tan Expression Trans Evolution is Responsible for Divergent tan Expression
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tion factors (frans-landscape) that ultimately impinge on the cis-regulatory elements (CREs) of differ- ] | 700 bp ] ! evolution explanation.
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highly pleiotropic, as they can regulate the expression of multiple genes for multiple traits. Thus, it A e T species with divergent pigmentation » D. auraria-like regulatory activity
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versification, and loss of a well-studied fruit fly pigmentation trait in the Sophophora subgenus. The . . . ha evolution. A similar story explains
origin of a male-specific pattern of abdominal tergite pigmentation involved the gain of CREs control- Reciprocal Host Reporter Transgenesis Reveals cis and trans the divergent patterns of yellow
ling the expressions of pigmentation enzyme genes responsive to the prevailing trans-landscape of - expression between these two
body plan patterning and sexual dimorphism transcription factors. Here, we share our results from Evolution species.
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* We aim to identify which genes comprise the evolving frans-landscape and validate the phenotypic
necessity for instances of cis-evolution by removing and replacing orthologous CRE regions in the
D. melanogaster

» This GRN can be compared to that for other species to
understand the cis and trans underpinning for trait gain,
’)| modification, and loss. \”/C{
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