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1. Visualizing genome variants in NGS data

2. Interactive figures 



1. Data visualization: aligned sequence data

2. Interactive figures 
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Interactive figures

Interactive genome visualizations in your

• Publication

• Web page

• Lab notebook

• Emails, Twitter, …
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Interactive figures

Linear genome



Interactive figures

Topologically associating domains and chromatin loops depend on cohesin and are regulated by CTCF, WAPL, and PDS5 proteins, 
Wultz et al, The EMBO Journal (2017) e201798004
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Interactive figures with IGV-Web

http://bit.ly/2xBgiq3http://bit.ly/2xDF7Sc

http://bit.ly/2C8liWN http://bit.ly/2NFgxdq

http://bit.ly/2MmXWhS http://bit.ly/2CCK1DJ

http://bit.ly/2xBgiq3
http://bit.ly/2xDF7Sc
http://bit.ly/2C8liWN
http://bit.ly/2NFgxdq
http://bit.ly/2MmXWhS
http://bit.ly/2CCK1DJ


Demonstration

http://bit.ly/2PEet3h





Demonstration

1. Load files             http://bit.ly/2J2JTxP

2. Go to SLC25A3   http://bit.ly/2CocRa5

3. Set track color    http://bit.ly/2PMSfMo

4. Zoom in               http://bit.ly/2PETlKp

5. Share

http://bit.ly/2J2JTxP
http://bit.ly/2CocRa5
http://bit.ly/2PMSfMo
http://bit.ly/2PETlKp
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IGV-Web: An application for viewing and sharing genomic datasets
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