Color Key
chromatin organization

-10 5
Value

S e T i I e oy o

| | |

rl-ﬁ'ﬂ_'l?a-—'ﬁ‘l.—.-f#.?

[ o B T

|

.
| | HI

|
4l

ﬁmﬁ#ﬁmmmﬁﬁ?ﬁ

=)

o'

s

h%ﬁm%ﬂ

|
- - 5 5 - - 5 5
y, 2 % % 2 S 2 .
X * = £ | | = E
= £ = = B IS c =
75 N ? N 7 N 2, N
| N N I N N

N N

Gene



Color Key
progressive alteration of chromatin involved in cell aging
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chromatin remodeling
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chromatin silencing
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covalent chromatin modification
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Color Key
chromatin organization involved in regulation of transcription
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heterochromatin organization
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Color Key
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chromatin assembly
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Color Key
chromatin disassembly
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Color Key

DNA replication—-independent nucleosome organization
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ATP-dependent chromatin remodeling
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transfer RNA gene—mediated silencing
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histone modification
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Color Key
chromatin organization involved in negative regulation of transcription
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nucleosome disassembly
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histone acetylation
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histone deacetylation
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