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MergeFCSDataFiles Documentation

Description: Merge multiple Flow Cytometry Standard (FCS) data files into a
single FCS dataset; includes sub-sampling option.

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

Summary

This module will allow you to combine events from multiple FCS data files and save
these in a single file as long as events in all the source files contain the same
parameters. This may be useful in certain cases, for example, using clustering to identify
all the possible subpopulations based on samples from several patients.

This module will take a list of FCS data files and output a single FCS data file containing
events from all the specified input data files. The parameters in all the data files should
match; this is verified based on parameter short names (the $PnN keyword). An error
will be produced if parameters in the input FCS data files are inconsistent.

If subsampling rate is being used, each event has a probability approximately equal to
the subsampling rate of being included in the result file; e.g., 50% of events are taken
from each data set. Another option is to specify the approximate number of events that
will be included from each dataset, e.g., 1000 random events are included from each
data set. These two options cannot be combined. By default, all events are included in
the result file.

For more information about the FCS file standard and its parameters, see this page at
the International Society for Advancement of Cytometry.

Usage
Merging a set of 102 FCS files containing 7 data parameters and 10,000-38,000 events
each (23 MB of input data) required 460 MB of RAM and a 13-second run time.

Merging a set of 48 FCS files containing 13 data parameters and 22,000-70,000 events
each (142 MB of input data) required 1 GB of RAM and a 25-second run time.
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Parameters

Name Description

Input.files The input FCS files to be merged. Use either a zip file or a

(required) pointer to a directory or a text file with FCS file names (full
path) with one filename per line.

Subsampling. The subsampling rate is the percentage of events to be

rate included from each data set. The value of the subsampling rate
is between 0 and 100. Default:100%
This parameter cannot be combined with the Keep n events
option.
All events will be included if neither Subsampling rate nor Keep
n events is specified.

Keep.n.events Keep approximately n events from each dataset. This
parameter cannot be combined with Subsampling rate.
All events will be included if neither Subsampling rate nor Keep
n events is specified.

Random.seed The random seed. Default: 1234567

Output.file.name  The output FCS file name. Default: MergedFCSDataFiles.fcs

Output Files
1. FCS data file

This single FCS data file has one data set containing events from all the input FCS
files. Depending on the Subsampling rate or Keep n events parameters specified,
either all events or a portion of them will be included in this file.

Platform Dependencies

Module type: Flow Cytometry
CPU type: any

os: any

Language: Java (1.6 minimum)
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