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Figure S6. Chromatin conformation is not affected by tissue-specific gene expression. 
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Tissue-specific chromatin data for regions containing dorsoventral patterning genes. For each 
genotype, top, normalised Hi-C contact probability maps, at 2kb resolution; middle, RNA-seq 
data (Koenecke et al., 2016); bottom, H3K27ac and H3K27me3 ChIP-seq data ((Koenecke et 
al., 2016), this study). Tissue-specific putative enhancers identified as described above are 
shown as colour-coded bars beneath the corresponding H3K27ac ChIP-seq track. Lower 
panels, “Virtual 4C” tracks for each genotype representing interactions of a 2kb region around 
the promoters of genes of interest, as highlighted by the grey rectangle; gene annotations. 
Positive-strand genes are shown in orange and negative strand genes are shown in blue. 
Dorsoventral patterning genes of interest are marked with asterisks.  
A. NetA and NetB. B. pnr. C. if. D. sna. 
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Figure S7. Interaction strength between putative tissue-specific enhancers and the 
promoters of their assigned genes does not change between tissues.  
A. Aggregate contact analysis for putative tissue-specific enhancers (E) and the promoters (P) 
of their assigned genes. The average observed/expected contact probability is shown for Hi-C 
data at 2 kb resolution in a window of 60 kb around putative enhancer-promoter interactions. 
Rows represent different sets of putative tissue-specific enhancers, while columns represent 
Hi-C data from cellular blastoderm embryos of different genotypes. Coloured squares highlight 
datasets in which the enhancers in that row are active (blue, gd7; pink, Tollrm9/rm10; yellow, 
Toll10B). 
B. Quantification of contact probability between putative enhancers and their assigned target 
promoters, in Hi-C datasets from embryos of different genotypes. Panels represent different 
sets of putative tissue-specific enhancers, while the x-axis represents Hi-C data from cellular 
blastoderm embryos of different genotypes. There are no significant differences in interaction 
strength across Hi-C datasets for gd7 or Tollrm9/rm10 enhancers. Toll10B enhancers have 
significantly lower contacts with their target promoters in Hi-C from Toll10B mutant embryos.  
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