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VARIANT CALLING

SMRT Analysis
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Integrative Genomics Viewer - IGV 2.4
Instail IGV
Note: IGV 2.4.x requires Java 8.

Options for installing and running the current version of IGV:
1. Use the Java Web Start buttons beiow to launch IGV dir

2. Download and run the Mac application; or
3. Download the Windows zip archive and run the igv.bat fi
use this version; or

4. Download the binary distribution and run IGV from the ¢

1. Java Web Start.
Clicking on one of the Launch buttons below will download a |

* Some web browsers will only download the jnip file and n
in your folder designated for browser downloads, and dou

* JWS on Mac: For some Mac users, IGV will not launch ai
notified of security errors, try the following instead:
Right-click on the downloaded .jnlp file and select Op
© Dismiss the wamings to continue.
When IGV has been run this way at least once from t
faunch.

- Atematively, install the Mac App or the Binary Distr

* Windows: To run with more than 1.2 GB of memory on W
not include 64-bit Java by default, even if the operatin
launch options with 32-bit Java will result in the error “cou

Launch with 750 MB Launch with 1.2 GB
(Max usable memory for
Windows with 32-bit Java)
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CLINICAL CASE HISTORY
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EVALUATING STRUCTURAL VARIANTS
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HETEROZYGOUS 2.2 KB DELETION IN PRKAR1A
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