ApplyGatingML2 Documentation

Description: Apply a Gating-ML file version 1.5 or version 2.0 on FCS data to
gate and/or transform.

Author: Josef Spidlen (jspidlen@bccrc.ca) , gp-help@broadinstitute.org

Summary

This module will apply the gates in a Gating-ML file version 1.5 or 2.0 to an FCS data
file. Each gate in the Gating-ML file creates a population saved in a CSV file. The CSV
file format can be used by many other modules directly or it can be transformed into FCS
format by the module CsvToFcs. A summary of the gate and a plot of the gated
population are also created. If the gate in the Gating-ML file is defined on compensated
or transformed data, these transformations will be applied to the FCS file before the gate
is applied.

Server Requirements

* GenePattern >=3.0.0

+ R30

* Rlibraries: flowCore_1.30.4, flowViz_1.28.0, flowUtils_1.29.0 and their
dependencies
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Links

* Wikipedia. Comma-separated values; the CSV file format description:
http://en.wikipedia.org/wiki/Comma-separated_values
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Parameters

Name Description

Input FCS data file =~ An FCS data file to be gated.

Input Gating-ML file =~ A Gating-ML file specifying the gates.

Output base name A base name for the results file names. Each gate will
create a

CSV file named <Output base name.gate id>.csv and a
summary description <Qutput base name.gate
id>.summary.txt. If the Output figures parameter is set to
PNG then a summary plot will be made with the name
<Output base name.gate id>.figure.png.

Default: <Input.FCS.data.file_basename>

Output figures If set to PNG, then a summary plot will be made with the
name <Output base name.gate id>.figure.png. The plot will
show density plots of the gated population in each pair of
dimensions.

Default: None, default

Output Files
1. <Output base name.gate id>.csv

Each gate will create a CSV file with the name <Output base name.gate id>.csv with
events in that gate. The Output base name is taken from the output base name
parameter. The gate ID is taken from the Gating-ML file. The header of the CSV file
will contain parameter names and the rows will contain events that are in the gate.

2. <Output base name.gate id>.summary.txt

Each gate produces a summary description in a text file named <Output base
name.gate id>.summary.txt. This summary will include the number and percentage
of events in the gate and descriptive statistics for each of the parameter, i.e., the
minimum, 1st quartile, median, mean, 3rd quartile and the maximum for that
parameter for events in the gate.

3. <Output base name.gate id>.figure.png

If the Output figures parameter is set to PNG then a summary plot will be made to
show density plots of the gated population in each pair of dimensions. This will be
saved in the <Output base name.gate id>.figure.png file.



Example Data

Example data, including input FCS files, Gating-ML files, and expected results are
included in a Gating-ML compliance test suite that may be downloaded from

Gating-ML 2.0: http://flowcyt.sourceforge.net/gating/20130122.full.zi
Gating-ML 1.5: http://flowcyt.sourceforge.net/gating/Gating-ML.v1.5.081030.full.zi

Platform Dependencies
Module type: Flow Cytometry

CPU type: any
0sS: any
Language: R version 3.0


http://flowcyt.sourceforge.net/gating/Gating-ML.v1.5.081030.full.zip
http://flowcyt.sourceforge.net/gating/20130122.full.zip
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