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IntersectingIdentifiers Documentation

	Description:
	Calculates the intersecting (and non) identifiers in two tab delimited files

	Author:
	Ted Liefeld, liefeld@broadinstitute.org


Summary

This module calculates the intersecting and non-intersecting identifiers between two tab delimited files. The files may be of different formats but must be tab delimited.  You provide the column (index starting at 1) containing the identifier for each file.  This module then outputs four files.

1. Intersection – identifiers that appeared in both files, one per line

2. Not-in-first – identifiers present in the second file but not in the first

3. Not-in-second – identifiers present in the first file but not in the second.

4. Non-intersection – the concatenation of the not in first and not in second files

Text file output is suitable for sending to SelectFeaturesRows if you wish to subset the data based on the intersecting (or non) identifiers.
Parameters

	Name
	Description

	First file identifier column index
	Index of the identifier column for the first file with the count starting at 1 for the first column.  For a gct file this should be 1, for a res file it should be 2.  Default: 1

	Second file identifier column index
	Index of the identifier column for the first file with the count starting at 1 for the first column.  For a gct file this should be 1, for a res file it should be 2.  Default: 1

	Output filename prefix
	Prefix filename to be applied to the four output files.  Default: <First.file_basename>

	First file skip rows
	The number of rows to skip in the first file before looking for identifiers.  Allows the module to avoid errors on header files.  For example use 3 for a gct file and 2 for a res file.  Default: 2

	Second file skip rows
	The number of rows to skip in the second file before looking for identifiers.  Allows the module to avoid errors on header files.  For example use 3 for a gct file and 2 for a res file.  Default: 2


Input Files
1. First file
· Any tab delimited file

2. Second file
· Any tab delimited file

Output Files
3. <basename>.intersecting.txt
The list of identifiers that were in both the first and second files.  One identifier is printed on each line.

4. <basename>.nonintersecting.txt
The list of identifiers that were not in both the first and second files.  One identifier is printed on each line.

5. <basename>.notinfirst.txt
The list of identifiers that were in the second but not the first file.  One identifier is printed on each line.

6. <basename>.notinsecond.txt
the list of identifiers that were in the first but not the second file.  One identifier is printed on each line.

Example Data

[provide example data, including input files and parameter settings; this could be links to example data files on a server or FTP site somewhere]
Platform Dependencies 

	Module type:
	Gene List Selection

	CPU type:
	any

	OS:
	any

	Language:
	any
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