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Probability of Survival

Kaplan Meier Survival Plot for Patients Over/Underexpressing TGM2
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Survival Value Definition
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Note: This will be part of the Deploy Study process. An altemative to this would be to enforce
that the sunvival time values be input at clinical annotations. Then this page would allow

selection of which clinical parameters would be used at sunival times.

Note: Ifit is implemented as shown above, it would be preferable to store the sunvival time
values as actual clinical annotations. Then they could be queried on just like any other
annotation. This is complicated somewhat by updates of data
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Save

Note: This wil be part of the Deploy Study process
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GenePattern Analysis

[RMA Expression Values Across All Samples -l
Analyze Gene To export data to GenePattem you must select a
Expression Data query that retums a gene expression data matrix. If

there are no queries in this lst then you (or the Study
Manager) much create at least one such query.

Export

When you click Export calntegrator2 will export your data to GenePattem. The firt part of that
‘export will be run a job to convert your data to the correct file format.  You will see that job at
the upper right of the GenePattern window that will pop up (see below for example). You can
then analyze your data in GenePatter. See the GenePattem help page for more information

Note: Other types of data can be exported to GenePattem. such as copy number data or
clinical or imaging data. Each one would need a separate box on the screen above but |
think the general model of specifying a query to export to GenePatter is generally valid
(although diferent types of data will equire different types of queries)
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Kaplan-Meier Survival Plots By Patient Category
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Note: Study Manager will have to specify which clinical annotation(s) are appropriate for
use as a sunival time for this analysis. This will have to be done at Deploy Study time.





image2.png
Kaplan-Meier Survival Plots By Patient Category

€ Select By Annotation Values @ Select By Query

Query

1. Select first category based on clinical annotation  Patient Category #1 [Patients under 30 =l

2. Select second category, which can be all patients ™ Patient Category #2 is all patients not in Patient Category #1

not inthe first category. or based on a diferent clinical
Snnotation. You may siso excluds all patents in the  2ent Category #2 [Patients over 50 =
™ Exclude from Patient Category #2 al patients in Patient Category #1

first category from the second category
Add Another Category

3. Select sunival measure Sunival Value [Sunvival Months From Diagnosis

Create Plot

Note: Study Manager will have to specify which clinical annotation(s) are appropriate for
use as a sunival time for this analysis. This will have to be done at Deploy Study time.
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Note: A simpler version of this could just have one muli-select of queries, much like the
“Select by Annotation Values' page

Note: Study Manager will have to specify which clinical annotation(s) are appropriate for
use as a sunival time for this analysis. This will have to be done at Deploy Study time.





image4.png
Probability of Survival

Kaplan Meier Survival Plot for Astrocytoma vs. Oligodendroglioma
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Note: KM plots can be done ifthe sets of samples in the categories overlap one
another. P-values can only be calculated ifthe categories are non-overlapping
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Kaplan-Meier Survival Plots By Gene
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Note: Study Manager will have to specify fold change value(s) which can be used. This will require picking which
‘samples are the ‘normals’. It's possible to imagine several diferent fold changes being made available

Note: It might be worth considering whether a summary of reporters for a gene could be used instead of
individual reporters





