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	SEQ_ID
	probeset ID, Used to group the probe pairs together
to generate average difference values

	BUILD
	version of the human genome used for this design, HG19 from the year 2009

	FEAT_TYPE
	fragments used in the array

	CHROMOSOME
	chromosome name

	START
	the start of chromosomal location of the probeset, based on HG19 assemble, at the left/5' end.

	STOP
	the end of chromosomal location of the probeset, based on HG19 assemble, at the right/3' end.

	SEQ_LENGTH
	Length of target MspI/HpaII amplifiable fragment

	DATE_ENTERED
	Date when the oligo was designed and entered

	SOURCE_DB
	Genome database used as source for probe design
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	PROBE_DESIGN_ID
	This is a unique, composite key consisting of the DESIGN_ID, ROW_NUM and COL_NUM.

	CONTAINER
	NimbleGen arrays are divided into containers. One method of using containers is to divide the array into quadrants with reference marks.

	DESIGN_NOTE
	A comment field suitable for placing information necessary for data analysis, for instance if you want to analyze sets of probes and/or genes together that don’t separate out using SEQ_ID, PROBE_ID,
SELECTION_CRITERIA, CONTAINER, or other information.

	SELECTION_CRITERIA
	Generally contains information about how a probe was selected. For rank selection, contains rank, uniqueness, and frequency. For older designs, will contain a criteria category.

	SEQ_ID
	The NimbleGen sequence identifier. Used to group the probe pairs together to generate average difference values.

	PROBE_SEQUENCE
	The DNA sequence synthesized on the array.

	MISMATCH
	The mismatch index of the PROBE_SEQUENCE. This will be 0 (for the perfect match probe) , 1 for the first mismatch, 2 for the next, etc… (for the corresponding mismatch probe).

	MATCH_INDEX
	Integer number that ties probe pairs together. Using the combination of MATCH_INDEX and MISMATCH you can retrieve and distinguish the members of the probe pair. Many controls have a MATCH_INDEX of ‘0’ since they are not paired with a mismatch probe.

	FEATURE_ID
	Unsigned Integer that uniquely identifies a feature. A feature is the set of probes on the array that are to be considered as one entity. A 4:9 array will have 4 probes with the same FEATURE_ID.

	ROW_NUM
	The Y coordinate of the feature on the image.

	COL_NUM
	The X coordinate of the feature on the image.

	PROBE_CLASS
	For internal use. Generally 'experimental' or 'control' or 'fiducial'.

	PROBE_ID
	The NimbleGen probe identifier.

	POSITION
	Position of the PROBE_SEQUENCE in the sequence/region of interest, starting from the left/5' end.

	DESIGN_ID
	This is the NimbleGen identifier for the design.

	X
	The DLP X coordinate of the feature
on the image

	Y
	The DLP Y coordinate of the feature
on the image
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	PROBE_ID
	probe ID

	SEQ_ID
	probeset ID, Used to group the probe pairs together
to generate average difference values

	CHROMOSOME
	chromosome name

	POSITION
	chromosomal location of the probe, based on HG19 assemble, starting from the left/5' end.

	COUNT
	the uniqueness count of the probe in the target genome

	LENGTH
	probe sequence length

	GC
	GC% in the probe sequence



