Differential targeting of the apical extracellular matrix is associated with extreme cell
shapes accompanying morphological diversification in Drosophila genitalia

o o

Ben J. Vincent1(he/him), Ana Pinharanda® Eden McQueen' Sarah J. Smith' Peter Andolfatto” and Mark Rebeiz' &

ne, &N
1Depar’cment of Biological Sciences, University of Pittsburgh; 2Depar’tment of Biological Sciences, Columbia University %lj
*Corresponding author: bjv22@pitt.edu; @benjvincent @PinharandaA @ewmcqueen @RebeizlLab

Our goal is to connect genetic changes between species The posterior lobe — a model for quantitative studies in
with cellular phenotypes. evolution and development.

The lobe is a genital structure used to
distinguish closely related species in the
Drosophila melanogaster clade.
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We can measure gene expression and
cellular morphology at high resolution
using confocal microscopy.
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Figure 1: Developing posterior lobes in closely related Drosophilids. Apical cell surfaces of pupal genitalia
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