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The data that support the findings of this study are provided in the Supplementary Information and Source Data files.

All sample sizes are indicated in the figure legends or in the manuscript. Samples sizes were not predetermined based on statistical methods.
For each experiment, the sample size was chosen following pilot assays or standards in the field for each technique: at least duplicate
experiments for ChIP; triplicate experiments for RT-qPCR; >100 data points for microscopy analysis.

Outliers were identified using GraphPad Prism 7 software and excluded in the following experiments: In the FLIM data set, three nuclei with
aberrant high or low signals in both the euchromatin and heterochromatin compartments were excluded. In the FRAP data set in Figure 2, one
data point was identified as a statistical outlier and was therefore excluded.

All of the main experiments listed in the manuscript have been successfully replicated at least twice as independent experiments, with most
derived from three biologically independent samples. The number of independent samples and experiments are provided in the figure
legends.

We report on in vitro experiments where randomization is not required. However, all experiments were done in a 'randomized' fashion where

culture dishes containing the same cell population were chosen at random for experimental perturbation, for example gapmer treatment.

The experiments were not blinded but repeated in at least three biological triplicates to confirm differences found.

Rabbit H3K9me3 (IF), Active Motif, 1/400, Cat# 39161

Goat HP1! (ChIP & IF), Abcam, 1/200, Cat# ab77256

Rabbit GFP, (IF), Abcam, 1/400, Cat# ab290

Phospho-Histone H2A.X (Ser139) (IF), 1/200, Sigma, Cat# 05-636-I

Rabbit H3K9me3 (ChIP), Abcam, 1/200, Cat# ab8898

Mouse OCT3/4, (IF), Santa Cruz, 1/200, Cat# sc-5279




