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AddFCSParameter Documentation

Description: Adds parameters and their values to a Flow Cytometry Standard
(FCS) data file.

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

Summary

This module inserts a calculated value for each event directly into an FCS file. Though it
is best to keep the original FCS file unmodified and to keep all calculated values in
external files, this module is provided for compatibility with tools that only read FCS files.

The calculated values must be in a CSV file. This can be as simple as a plain text file
whose first line is the new parameter name. After that, each value should be on a
separate line. There must be a calculated value for every event in the FCS file. For
example, if your FCS file has 20,000 events, then your CSV file must have 20,001 rows:
the first row for the parameter name and then one row for each calculated value.

FCS files typically have two names per parameter: a short name ($PnN) and a long
name ($PnS). To specify both names in the header row of your CSV file, separate them
with a colon, e.g., "FL1-H:CD4” would set ($PnN) to FL1-H and ($PnS) to CD4.

A CSV file can list more than one parameter to be inserted. The CSV file is a standard
file format, and each column is separated by a comma. You can add a column to your
CSV file for each parameter to be inserted, still using the first line of the file for all the
names of the new parameters, separated by commas. There must be a value for every
event in the FCS file in every column.

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

Usage

Maximum memory and processing time was estimated based on adding parameters
from a CSV file with 1,000,000 events and 3 parameters to an FCS file with 1,000,000
events and 24 parameters stored as FCS 3.0 in the floating point data type.

e Maximum RAM: 1.9 GB
e Maximum run time: 50 seconds
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Parameters
Name Description
Input fcs data The input file in FCS format.
file
Input csv file A file containing the additional parameter(s) to add to the Input
FCS data file.
Output file The output file name. The default uses the input file name as
name the base.
Output Files

1. Output FCS data file

An FCS file with all the events and parameters of the original input FCS data file,
with additional parameters and their values specified in the CSV file.

Platform Dependencies

Module type: Flow Cytometry
CPU type: any

Os: any

Language: Java (1.5 minimum)

GenePattern Module Version Notes

Date Version

Description

6/29/2012 | v.2

AddFCSParameter v.2 added fix for parsing empty keyword
values
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