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GATA1

ENCODE K562 GATA1|
GATA1_1_100_250k_neb
GATA1_1_2500_250k_neb|
GATA1_1_2500_50k_neb
GATA1_1_500_250k_neb

GATA1_1_500_50k_neb)

number peaks
ChIP peak no ChIP peak

motif | no motif | motif | no motif
6,328 8,277

511 558 117 525

213 261 22 167

595 568 101 476
1,678 1,613 788 2,064

65 111 9 82

common sites

ENCODE K562 GATA1,
GATA1_1_100_250k_ne
GATA1_1_2500_250k_ne
GATA1_1_2500_50k_ne
GATA1_1_500_250k_ne
GATA1_1_500_50k_ne

fraction
ChlIP peak no ChIP peak C‘hIP peak - no‘ChIP peak -
motif | no motif | motif | no motif
0.00 0.43 0.57 n/a n/a
0.62 0.38 0.48 0.52 0.18
0.71 0.29 0.45 0.55 0.12
0.67 0.33 0.51 0.49 0.18
0.54 0.46 0.51 0.49 0.28 0.72
0.66 0.34 0.37 0.63 0.10

ChiP-only sites

CUT&RUN only sites
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Can we develop predictive models that relate sequence to the signal profile of each assay,

especially CUT&RUN?

Can we apply these models to understand the differences between the occupancy sets derived

from the different assays at the sequence level?

Can we identify epigenetic properties that distinguish assay—specific sites based on other ENCODE

assays?




DATASETS:

ChIP-seq/ ChIP-exo/CUT&RUN for CTCF in K562 cells
ChIP-seq/ CUT&RUN for Myc/Max/GATA1 in K562 cells
ChIP-seq/ CUT&RUN for FOSL2 in A549 cells

ChIP-seq/ CUT&RUN for CTCF/Nanog/Oct4 in H1 -hESC cells




