
HOMEPAGE 

 

1) Clicking here to list your projects in our database. 

2) The location of the help document you are currently viewing. 

3) Login button, change password, edit your information.  

 

PROJECT PAGE  

 

4) The Projects page lists projects by project number. Information includes the type of 

sequencing project, the species associated with the project, the project’s sample 

number, the status (progress) of the project, and the contact information associated 

with the project. 

 

 



WHAT HAPPENS WHEN YOU CLICK ON A 

PROEJCT? 

 
5) Project-specific details. 

6) Sample information associated with the project. The sample name, the sample label, the 

sample species, the type of sequencing associated with the project, and the type of read 

that is analyzed for a sample, single end (SE) or paired end (PE). 

7) Sequencing and bioinformatics metrics associated with each sample. For example; the 

total read number is the number of reads generated for a given sample, the mapping 

efficiency is the percentage of the number of reads that aligned to that sample’s 

reference genome, etc. 

 

 

 

 

 

 

 

 

 



CLICK ON PLOTS & FILES 

 

PLOTS & FILES 

 

8) Click on tabs to list all plots, files like raw data and alignment, and browser tracks. 

9) Plots & Files can be filtered by clicking on sample, regions like gene or promoter, etc. For 

example; in the image plots are filtered by sample (here sample 2). Filter criteria varies 

by service type. It is better to filter because having multiple samples in a project will 

create a very big page that displays plots from multiple samples.  

 

 

 

 

 

 



CLICK ON BROWSER TRACKS 

 

BROWSER TRACKS 

 

10) Browser tracks can be viewed in either the UCSC or IGV browsers. Just copy the track 

name listed into the genome browser of choice. There is also a help button offering 

more detailed instructions. 

If you prefer using the Integrated Genomics Viewer (IGV), you can click on IGV and 

follow the instructions. Filtering browser tracks is possible here too. The example in the 

image above shows file filtering for sample 1. 

 

 

 

 

 

 

https://s3.amazonaws.com/epiquest/website_templates/docs/Epigenetic_Services_project_site_help.pdf


CHECK COMPARISONS 

 

COMPARISONS PAGE 

 

11) Click on comparisons list page to view sample comparisons summary. Comparisons are 

listed in the left hand window. The type of comparison and samples associated with the 

comparison are also listed. Comparisons can be filtered by sample name. Clicking on 

plots will list all the plots associated with a given comparison. You can also click on files 

to list all the files associated in a comparison. 

 

 

 



Detailed Instructions for Visualization of Genome 

Browser Tracks using the UCSC Genome Browser 
 

Go to UCSC Genome Browser (http://genome.ucsc.edu/cgi-bin/hgGateway) 

Select the genome and assembly specific to your samples, and then click “add custom 
tracks” 

Note: Current assembly used for Human is “Feb. 2009 (GRCh37/hg19)” and Mouse is 
“July 2007 (NCBI37/mm9)” 

 

 

 

 

 

Paste the links provided (one at a time) and then Submit to upload your browser track (this 
may take some time) 

 

 

 

 

http://genome.ucsc.edu/cgi-bin/hgGateway


Click go to genome browser once all desired tracks are loaded and navigate the genome to 

look for areas of interest 

 

 


