RemoveSaturatedFCSEvents Documentation
Description:

Remove saturated events from an FCS data file.

Author:

Josef Spidlen (jspidlen@bccrc.ca)
Please see the gp-flowcyt-help Google Group
(https://groups.google.com/a/broadinstitute.org/forum/#!forum/gpflowcyt-help) for help regarding these modules. If you have a
GenePattern specific question, please feel free to contact
GenePattern at gp-help@broadinstitute.org

Summary
The module takes an input FCS data file and removes saturated events, i.e., events with
parameter values on (or very close to) the maximum range of particular scales. Very
close means within 0.1%, i.e., an event is removed if 1.001 * event value is greater that
the maximum range for that particular parameter. The result is saved as a new data file.
Saturated events are usually created when the voltage on the instrument is set too high
so that event values fall outside of the recordable scale. These events are commonly
recorded with the maximum allowed value, which may cause problems for subsequent
analysis (for example, these outliers may create artificial clusters and cause problems
for automated gating). Removal of these events may be beneficial for further analysis;
however, it should be used carefully and the user should check how many and which
events have been removed (see the standard output for these details).

Usage
Maximum memory and processing time was estimated based on processing an FCS file
with 1,000,000 events and 24 parameters stored as FCS 3.0 in floating point data type.



Maximum RAM: 2 GB
Maximum run time: 40 seconds

Server Requirements



GenePattern ≥ 3.2.0
Java ≥ 1.6
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Parameters
Name

Description

Output FCS file
name

The name of the out FCS file.
The output file name will be constructed by concatenating the
input file name with the “without_saturated” suffix the output FCS
file name parameter is not given.

Input Files
1. Input FCS data file (required)
The FCS data file to remove saturated events from.

Output Files
1. Output FCS data file
An FCS data file with saturated events removed from the data set.
2. Standard output
Text based information enumerating events that have been removed from the data
set and stating the total number and percentage of events removed.

Example Data
Example data file ExampleInput.fcs has been included withing the module ZIP file and
can be obtained by exporting the module and extracting the extracted ZIP file.

Platform Dependencies
Module type:

Flow Cytometry

CPU type:

any

OS:

any

Language:

Java (minimum version 1.6)
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GenePattern Module Version Notes
Version

Description

1

Initial version released 7/11/12
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