
Zymo-seq ATAC  

QC report 
 

Sample Arrival  

The following checklist details the steps performed on your samples: 

SERVICE 

Sample Received & Visual inspection ✓ 

Sample measurements (cell count/ viability) ✓ 

DNA quantification by nanodrop ✓ 

Tagmentation efficiency ✓ 

 

Sample Received & Visual inspection: 

Samples were received on XX/XX/20XX and immediately stored at – 80 °C after visual inspection: 

Samples consist of: 

SAMPLES 

A Cell suspension frozen _______________________ __ vials 

B Cell suspension frozen _______________________ __ vials 

 

Samples were fully covered by dry ice? ☐ 

If not, provide detail: __________________________________________________________ 

When removed from dry ice, samples inside the vials appeared frozen?☐ 

If not, provide details: 

1) Which vials (label specifications) seemed thawed? 

____________________________________________________________________ 

2) Were samples completely thawed or what approximate percentage was still frozen? 

____________________________________________________________________ 

Sample measurement (cell count/viability): 

Upon thawing, cells were counted, and values are below as appropriate: 

SAMPLES 

A 

Total number cells/ mL  

Percent cells alive (alive cells/ mL)  

Percent cells dead (dead cells/ mL)  

Volume cell suspension  

 

 



DNA quantification (after tagmentation) using nanodrop: 

SAMPLES Concentration (ng/uL) 

A 

Replicate 1  

Replicate 2  

Replicate 3  

B 

Replicate 1  

Replicate 2  

Replicate 3  

*nanodrop concentrations are a very rough approximation of true concentration since the 

tagmented DNA presents fragments of multiple sizes. This control is performed to ensure 

that DNA is present (even if in low quantity) prior to adaptor ligation 

 

Tagmentation efficiency: 

 

A1: Ladder 

B1: Sample A replicate 1 

C1: Sample A replicate 2 

D1: Sample A replicate 3 

E1: Sample C replicate 1  

Etc 

 

F1: failed – no amplification seen 

 

 

 

 

Samples should show fragments on the regions 200-1000 bp, with more intense marks around 200, 400 and 

sometimes also visible at 600 bp. These stronger bands represent the nucleosome-free, the mononucleosome and 

dinucleosome fragments plus the adaptor sizes.  

 

 

 

 

 

 



Sequencing Results 

 

 

FastQC (library; trimmed) 

 

 

 

 

Sequence Duplication Levels 

 

 

 



 

SAMTools (library) 

 

Percent Mapped 

 

 

Picard (merged library; filtered) 

 

Insert Size 

 

 

 

 



 

ATAQV: Read count (merged library) 

 

 

 

 

 

MACS2: Peak count (merged library) 

 

 

 

 

 

 



 

MACS2: Peak count (merged replicate) 

 

 

 

MACS2: Peak FRiP score (merged library) 

 

 

 

 

 



MACS2: Peak FRiP score (merged replicate) 

 

 

 

 

 

HOMER: Peak annotation (merged library) 

 

 

 



 

HOMER: Peak annotation (merged replicate) 

 

 

DESeq2: PCA plot (merged replicate) 

 

 

 



 

DESeq2: Sample similarity (merged replicate) 

 

 

 
 



 

 

 

 

 

 


