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Chromosome Structure
from single-celt Mi-C
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In individual cells, different domains of active (green) and inactive (orange) chromatin (DNA—protein
complexes) interact with each other, with a greater tendency for interactions between domains of the same
functional status. b, This tendency can be seen more clearly in interaction data averaged over a cell
population. The advantage of single-cell analyses, however, is that they support the notion of domains as

building blocks of chromosomal organization.
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