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2 Drosophila embryo as a model for developmental regulatory networks
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regulatory genes and hundreds of their targets at resolution (Luengo et al. 2006
cellular resolution, and uses these data to model Genome Biol. 7:R123).
potential regulatory interactions. st
4 Because each imaged embryo contains expression information of only two 5 These virtual embryos contain nuclei placed to match the average 6 Gene expression in such virtual embryos can be viewed with our tool called PointCloudXplore, which
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marker to align them all into a single virtual embryo. This significantly reduces the variability
of the between embryo comparisons (Fowlkes et al. in preparation).
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After fine registration, the expression profiles of gt and eve (stripe2)
from two embryos closely resemble a co-stained embryo, while
coarse registration produces wider scatter of expression (right)
(Fowlkes et al. in preparation).

A screenshot of 3D surfaces over an unrolled view and two control interfaces (above)

7 The use of standardized virtual embryos allows temporal comparison within each nucleus between earlier expression of regulators in one cohort 8 Gene expression data in regulatory factor mutant embryos and other Drosophila species is also being collected.
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Thumbnails of confocal image stacks for D. melanogaster and D. pseudoobscura Unrolled view on comparison of gt MRNA expression in D.
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The methods applicable to D. melanogaster blastoderm work with minor modificat- eve mRNA expression (below). Note the relative positions of
ions on smaller D. pseudoobscura blastoderms (courtesy of AH DePace). Kr o hb anterior gt stripes.
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