An overview of ChIP-seq analysis
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The H3K27me3 levels are comparable in the Inputs of HGPS and control samples
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HGPS-Age Control H3K27me3

Changes in H3K27me3 in age-control vs Gene density
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HGPS - Father H3K27me3 Log Ratios
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Down-regulation of EZH2 mRNA in HGPS fibroblasts
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Avg Log(HGPS/Input) Lamin A/C

HGPS Lamin ChIP-Seq Comparison with Tig3 Fibroblast LADs
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H3K27me3 Log (HGPS/Father)

1.2

0.8

0.4

-0.4

-1.2

Lamin A/C Log (HGPS/Father)

H3K27me3 Log (HGPS/Father)

Change in H3K27me3 at sites of lamin change

1.0 1

0.5

KS test pval < Te-16
Permutation pval < 0.001

Lamin A/C Lamin A/C
Log (HGPS/Father) >0.5 Log (HGPS/Father) <0.5



Mean Negative Curvature

Nuclear Blebbing Quantification
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Histogram of changes in eigenvector values (HGPS vs. Normal)
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H3K27me3 Change from Father to HGPS-p17 (Log Ratio)

H3K27me3 Change at Compartment Change
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H3K27me3 Change from Control to HGPS-p17 (Log Ratio)

H3K27me3 Change from Control to HGPS-p19 (Log Ratio)
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