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Model tor TAD regulation

Repressed TAD

chr1 U41
g &3
3565 Eg s
N~ N g < ¥ ¥ ¥ ¥ ¥ ¥
QA I I I~ = I T T T T T
]
Structural +Pg
Activated TAD transition
chr2 U207
HlEaE e
® T NL 232 E8T YD
STETSEgIEEL
=¥2235¢5
O')III(Y)I
I T

\\\
RS
¥ Nucieosome () Histones H2A/H28 ~

@ Histone H1 . Progesteone Receptor \~~

i
-
”
-~ -
__________



A “cage” model tor transcriptional activation




TADDbit tools
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A/B compartments
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TAD number
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TADs and their alignment
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How confortable are you with...

e using TADDit tools”
 calling A/B compartments (the EV mess)?
e calling TADs and comparing them?




