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Experiment Design

key promoter miniGene primer enhancer candidate region primer
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Nimblegen capture 
~10 Mb total target regions
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Slide adopted from Grace Yu3
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Alignment Statistics
Mapped paired reads Uniquely mapped reads Uniquely mapped fragments

Input 24,153,972 24,035,885 12,015,055
E2_45min_R1 2,758,706 2,745,755 1,372,364
E2_45min_R2 2,706,016 2,693,177 1,346,136
E2_4h_R1 3,224,178 3,208,671 1,603,741
E2_4h_R2 2,543,772 2,531,799 1,265,457
E2_12h_R1 2,536,432 2,523,851 1,261,447
E2_12h_R2 2,566,568 2,551,780 1,275,364
E2_24h_R1 1,832,258 1,823,256 911,240
E2_24h_R2 2,016,094 2,005,778 1,002,443
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Mapped paired 
reads

Reads WITHIN 
capture

Reads OUTSIDE 
capture

% capture

Input 24,153,972 17,194,372 6,959,600 71.19%
E2_45min_R1 2,758,706 2,085,933 672,773 75.61%
E2_45min_R2 2,706,016 2,038,102 667,914 75.32%
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TPM over whole capture regions
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TPM over whole capture regions

• One captured regions may contain multiple enhancers 

• Real enhancers may only be small portions (up to 1kb?) within the captured region 

• By directly calculating the fold change over the whole captured region, you may 
“dilute” the signal
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Mean=0.7604, Median=0.7431

Mean=1.1570, Median=1.0450

FPKM over sliding 200 bp window (20bp step)
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FPKM over sliding 200 bp window (20bp step)

Remove input FPKM ≤ 1
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Stringent QC (input FPKM ≥ 10)

Top 5% (FC>2.01)

Bottom 5% (FC<0.57)
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Capture region (approx. 500 - 5,000 bp)

Extract core signal (200 bp)
Extend core signal by 400 bp 

each side to make 1 kb window

Overlap with Anurag’s 
enhancer prediction

Overlap*

MCF-7 variants within Overlap* Enhancer Overlap*

Top 5% FC Bottom 5% FC Top 5% FC Bottom 5% FC

Using input 
FPKM>1 80 4 325 / 541 (60.07%) 28 / 541 (5.18%)

Using input 
FPKM≥10 97 4 356 / 538 (66.17%) 28 / 538 (5.20%)

Find MCF-7 variants within Overlap*
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