
An overview of ChIP-seq analysis  
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Align sequence reads to hg 18 

Remove satellite repeats 

Remove PCR duplicates 

Normalize read counts per 1 kb bin by total reads in 
each sample 

Filter out regions with high Input variance between 
replicates or very low overall Input signal  

Normalize ChIP data by Input 
[log(2)(ChIP/Input)]   

Compare HGPS to Father or Age Control 
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A B 
Reproducibility between biological replicates 

R = 0.92 R = 0.90 

Supplementary	
  Figure	
  



3	
  

The H3K27me3 levels are comparable in the Inputs of HGPS and control samples 

Lamin A/C 

H3 

H3K27me3 

A B

0 

0.5 

1 

1.5 

2 

2.5 

% of H3K27me3 in 
Father INPUT samples 

HGPS Father 

P=0.09 

Supplementary	
  Figure	
  



Father H3K27me3 vs. Gene Density 
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Log Ratios (IP/Input) 

Read Counts 
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IMR90 H3K27me3 Read Counts 

R = 0.22 
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Changes in H3K27me3 in age-control vs Gene density 

A B 
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Down-regulation of EZH2 mRNA in HGPS fibroblasts 
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HGPS Lamin ChIP-Seq Comparison with Tig3 Fibroblast LADs 

LAD      Non-LAD 

KS test pval < 10-16 

Permutation pval < 0.001   
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Change in H3K27me3 at sites of lamin change 
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  0.28	
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Nuclear Blebbing Quantification 
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B Age Control-p20 C Age Control-p20 
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Histogram	
  of	
  changes	
  in	
  eigenvector	
  values	
  (HGPS	
  vs.	
  Normal)	
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