
    

Result Tables  
The Result Table, which indicates chromosomal positions and annotated gene names, 

promoter regions and CpG islands, is the best way for you to discover methylation 

changes at specific genomic sites.  Using these annotations, you can quickly filter to find 

your regions of interest.  Unlike other approaches which only provide average signals for 

enriched regions showing high levels of DNA methylation, our Next-Gen sequencing-based 

services are more sensitive, quantitative, and identify methylated cytosines with 

singlenucleotide resolution.   

    



 

   

Browser Tracks  
Two kinds of UCSC Genome Browser tracks are provided for you to visualize methylation 

data: Methylation track and Read track. The Methylation track shows methylation ratios 

(percent methylated) at each site, and the Read track shows where the reads align to the 

reference genomes. Simply copy and paste the provided track lines to UCSC Genome 

Browsers to load tracks, and you can utilize the many features available from the UCSC 

Genome Browser, such as gene annotations, detection of SNPs, localization of repetitive 

DNA elements, and comparison to results of the ENCODE project at each region.  

    



 

   

Clustering Heatmap  
The heatmap is one of the easiest ways to visualize and communicate how your samples or 

groups of samples are separated, in this example with regard to DNA methylation levels, 

using statistical methods.  In this heatmap, Red represents individual CpG sites that are 0% 

methylated and Yellow represents sites with 100% methylation. Dendrograms of hierarchical 

clustering help you figure out how to group samples and determine which samples have 

similar methylation patterns by clustering based on methylation ratios.  



    

Region Coverage Pie Chart  
The coverage pie chart shows the fold read coverage at the indicated region, in this case, the 

CpG islands.  Region coverage pie charts are also available for promoters, gene bodies.  

    



  

Methylation Level Boxplot  
The boxplot displays the median DNA methylation levels as well as the distribution of 

methylation levels within a sample.  The boxplots show the 2nd quartile (median) as a yellow 

line, and 1st quartile and 3rd quartile as the bottom and upper bounds of the box, 

respectively.  

    



    

Methylation Overview  
The Methylation Overview plot shows the DNA methylation ratio (percent methylated) across 

the entire genome to quickly display the DNA methylation levels across all genomic regions.  

    



    

Read Coverage Plot  
The Read Coverage Plot shows the fold read coverage across entire genome to easily 

visualize the regions of the genome that were covered, and the extent of the coverage.  

    



  

  

Methylation Histogram  
The Methylation Histogram shows how CpGs were distributed in terms of methylation level. 

The x-axis is methylation level from non-methylated to full-methylated. The y-axis indicates 

CpG counts in certain methylation level.  

    



   

Color Scatter Plot  
The color scatter plot shows correlation between two samples in terms of methylation ratios 

of overlapped sites. The n value in the title is total number of overlapped sites, and the r 

value is Pearson’s correlation coefficient. Yellow and green dots are strongly 

hypermethylated and strongly hypomethylated CpG sites, respectively, and blue dots are the 

other CpG sites.  

    



    

Hexbin Plot  
The hexbin plot is an updated version of the scatterplot that is better suited for analysis of 

very large data sets. It shows the correlation between two samples, and Pearson's R 

correlation coefficient and total number of overlapped sites (n) are displayed in the title. 

Colors represent densities of points, with Red showing points with many values and Blue 

showing points with few values at the indicated location on the plot. The color is calculated 

by log10(N). For example, if there are 1000 CpG sites in a data point on the plot, the color 

code of that data point is log10(1000) = 3.  According to the color index on the right, the 

value of 3 would make the data point light green.  

  

  

  


