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Functional analysis of core histones using genome-modified cells
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Using histone H1-null mutant cells, we found that the apoptotic chromatin
condensation was decreased in the null mutant cells and that the chromatin in the nuclei prepared
from the live null mutant cells had the high accessibility of DNases and transposase, suggesting
that linker histone H1 is the apoptotic chromatin condensation factor and that the loss of histone
H1 generates open chromatin in live cells. Furthermore, using the deterministic lateral displacement

microfluidic device that can separate cells according to cell stiffness, we found that the null
mutant cells are more flexible than DT40 cells, suggesting that the cell stiffness is also
determined by histone H1.
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