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Enhancer Seq Validation Motif Disruption Luciferase Assay

Mutant RLU normalized to WT

1 Hwild Type
, I [ | (] . [
2 4 5 7 8 9 l

6 10

Construct Number

Sample02 Sample04 Sample05 Sample06 Sample07 Sample08 Sample09 Sample10

chr chr21 chr17 chr20 chr7 chr20 chr7 chr7 chr6

pos 27,541,982 38,474,408 43,971,343 1,598,567 58,563,412 150,759,483 5,596,005 134,700,462

ref G C G C C C T G

alt A G C T T G G T
D-score_min 20.361 16.910 3.665 15.746 7.217 13.959 13.372 13.989

D-score_mean 20.361 16.910 15.834 15.746 15.521 15.242 15.019 14.591

D-score_max 20.361 16.910 30.424 15.746 21.648 17.325 17.993 15.796
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new 1TSS network, one TSS per gene
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log2(interaction matrix) - chré Mb (resolution: 40Kb)
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GG’s new cooperativity
logR of K/G
+Vve means It's more cooperative In K, vice versa

K562-GM12878 Network
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/BT1B33 becomes less cooperative In K
it “could”™ mean that its targets are unique In K
ETV6 becomes more cooperative in K
this “could”™ mean they become more ubiquitous
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Loregic results WITHOUT permutation tests, TIP TF-gene, K&G common TF (without general)
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