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How to see Gert’s data on UCSC 
• Go to Gert’s website: 
 



How to see Gert’s data on UCSC 
Newer time-series data 



How to see Gert’s data on UCSC 
• All his data are aligned already – wig files are a 

lot like bam files or bedgraph files 
• The newer stuff is aligned to Trop genome 

v7.1, which is not available on the UCSC 
browser 

• So instead you have to go to some other 
browser to see the reads – he links to it on his 
lab resources page. It’s the NIMR link 
 

 



How to see Gert’s data on UCSC 
• NIMR link in the box: 



• Unfortunately the NIMR browser sucks, and 
there is something wrong with Gert’s site such 
that you can’t upload those newer tracks 
there. 

• I just wrote him about it. 
 



How to see Gert’s data on UCSC 
Older data 



How to see Gert’s data on UCSC 
• Older data are aligned to trops v4.1 

 
 



So go to UCSC trops 

• Pick the v4.1 genome version: 
Click here 

Pick 
This one 



So go to UCSC trops 

• Pick the v4.1 genome version: 
• Because Gert already aligned these, if you load them to the 

wrong genome build the numbers won’t agree and it won’t 
work 

• For bedgraph and wig files, this mistake happens a lot. Pay 
attention to genome version! 

Pick 
This one 



Get the track links from Gert’s site 

Right-click, “copy link address” 



Go back to the UCSC browser for trops 
v4.1 

Click “add custom tracks” 



Add track to browser 
Paste track url in here Go go go! 



You’ll see this now 

Go to browser 



Track is here 
Click “my data” to add  

more tracks the same way 

Also in ‘my data’ you can save sessions to keep  
the same tracks for later so you don’t 

have to keep reloading them. Very useful. 



Data from other sources 

• You pretty much follow this for everything. 
• After the course, you know how to map with 

bowtie2 and can download fastqs and map 
those yourself if you want, or just use the 
wigs/bedgraphs from somebody else 



Data from other sources 

• NCBI geo often has wig or bedgraph files. Can 
also get fastq and align yourself 

• UCSC has some nice collections: 
• http://genome.ucsc.edu/cgi-

bin/hgHubConnect?db=hg19 
• Also encode project: 
• http://genome.ucsc.edu/ENCODE/dataMatrix/

encodeDataMatrixMouse.html 
 

 

http://genome.ucsc.edu/cgi-bin/hgHubConnect?db=hg19
http://genome.ucsc.edu/cgi-bin/hgHubConnect?db=hg19
http://genome.ucsc.edu/ENCODE/dataMatrix/encodeDataMatrixMouse.html
http://genome.ucsc.edu/ENCODE/dataMatrix/encodeDataMatrixMouse.html


Data from other sources 

• Epigenetics roadmap: 
• http://www.ncbi.nlm.nih.gov/geo/roadmap/e

pigenomics/ 
• Yeah, there sure is a lot there. Click on 

experimental matrix and you can click on 
samples that take you straight to browser. 

• Each one, right-click track, get url, paste into 
UCSC custom tracks. Some have direct links 
too. 
 

http://www.ncbi.nlm.nih.gov/geo/roadmap/epigenomics/
http://www.ncbi.nlm.nih.gov/geo/roadmap/epigenomics/


Human fetal brain from roadmap 



Data from other sources 

• Just remember the labs making these data are 
real factories. They’re pretty good at it but 
don’t have questions in mind, conditions and 
samples might be suboptimal. They also like 
cell lines because they can get lots of material. 

• Have fun, there is a lot to discover. Good luck! 
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