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Linkers for PT, TP Fusions
L1 = no linker

L2 = PAPAP (short, rigid)
L3 = AEAAAKEAAAKA (long, rigid)

L4 = (GGGGS)4 (long, flexible)
L5 = GSGAGA (short, flexible)
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� K562 Naked DNA, Rep 1 K562 Native Chromatin, Rep 1

� NB4 Naked DNA, Rep 1 NB4 Native Chromatin, Rep 1

Total Peaks: 309,161
Chromatinized Peaks: 45,782 (FDR < 5%, LFC > 0)

Background Peaks: 192,124 (LFC < 0)
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Protein Abundance on Open Chromatin
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