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Supplementary Fig. (1). Overlap between the four chromatin types and gene structure. A. Assignment of weighted classes to chromatin do-
mains when they overlap with two or more different transcripts or genes. Bent arrows indicate the positions of TSSs. Grey boxes represent 
coding parts of exons and white boxes correspond to 5’ and 3’ UTRs. Introns are shown as broken lines. Black horizontal bars depict different 
scenarios of possible overlaps between chromatin domains and genes for all localization classes: TSS, GENE, INTRON and INTERGENIC 
REGION. Red vertical dashed lines show the positions of chromatin domains relative to the gene structure. B. Enrichment of the four chro-
matin types within different portions of genes. Y axis shows the fraction of each of the four chromatin types (aquamarine, lazurite, malachite, 
ruby) belonging to the TSS, GENE, INTRON and INTERGENIC REGION localization classes (X axis). Note that chromatin types span dif-
ferent portions of the euchromatic part of the genome: 12.68% (aquamarine), 16.82% (lazurite), 22.45% (malachite) and 48.05% (ruby) (see 
also Table 1). 
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Supplementary Fig. (2). Protein composition of the four chromatin types in S2, Kc, BG3 and Cl.8 cells. Data are presented as a log2-
transformed ratio of the observed and expected overlap between the protein-bound regions and each of the four chromatin types. A. Heat 
maps of the enrichment (yellow) and depletion (blue) for proteins and histone modifications mapped by ChIP-chip in S2, Kc, BG3 and Cl.8 
cell lines [13]. B. Heat map of the enrichment (yellow) and depletion (blue) for putative chromatin proteins mapped by DamID in Kc cells 
[16]. 

 
Supplementary Table 1. Numbers of aquamarine chromatin domains in the Drosophila genome that display features found in the reference 

interbands: CHRIZ and GAF binding and TSSs in the all four cell types analyzed (S2, Kc, BG3 and Cl.8 cells). 
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Total 5748 

 


