	SeqNum
	Field description
	Type
	Values
	Description

	1
	Tag sequence
	char[L]
	YYYYXXXX… 
	Nucleotide sequence of the tag, where L is the length of the tag sequence (L lies in the range [14..21]). YYYY represents the recognition requence by the anchoring enzyme and XXXX… represents the end of the tag sequence.

	2
	Genomic frequency
	integer
	x >= 0
	Frequency of the tag in the genome (0 if the sequence was found in other file source such as cDNA or ESTs and not in the genome).

	3
	cDNA frequency
	integer 
	x >= 0
	Frequency of the tag in cDNAs.

	4
	Chromosome
	integer 
	x >= 0
	x = 0 if the tag comes from a source different from the genome (ie. ESTs).

	5
	Start
	integer 
	x >= 1 
	Position of the first nucleotide of the tag in the genome.

	6
	End
	integer 
	x >= 14 
	Position of the last nucleotide of the tag in the genome.

	7
	Strand
	Integer
	1, -1
	1 if the tag comes from the forward strand; -1 for the reverse complementary strand.

	8
	Gene overlap
	Integer
	0, 1, 2 or 3
	An overlap value equal to 1 means that the tag is completely contained in the specific segment, equal to 2 means  that only a fragment from the 3'  of the tag is contained in the segment, equal to 3 means  that only a fragment from the 5'  of the tag is contained in the segment and equal to 0 means that the tag is not included in the specific segment.

	9
	Same strand
	Boolean
	0, 1 
	1 if the tag is in the same strand as the specific segment strand, or 0 otherwise.

	10
	Gene ID
	char[]
	ENSXETGXXXXX
	Ensembl Gene ID.

	11
	Transcript ID
	char[]
	ENSXETTXXXXX
	Ensembl Transcript ID.

	12
	Exon overlap
	Integer
	0, 1, 2 or 3 
	Same as description for field 8 (Gene Overlap).

	13
	3’-UTR overlap
	Integer
	0, 1, 2 or 3 
	Same as description for field 8 (Gene Overlap).

	14
	3’-UTR Assigned ?
	boolean
	0, 1 
	1 if the 3'-UTR was hypothetically assigned; 0 if 3’-UTR is known.

	15
	Tag Position from 3´end
	integer 
	x >= 0 
	Sequential tag position from the 3´end of a transcript. Intergenic tags have a tag position equal to 0.

	16
	Tag Position from the closest 3´internal poly-A stretch
	integer 
	x >= 0
	Sequential tag position from the 3´internal poly-A stretch. Intergenic tags have a tag position equal to 0.

	17
	Poly-A stretch length
	integer 
	x >= 8 or x = 0 
	Length in nts of the internal poly-A stretch (being 8 the minimum considered). 

	18
	Oligo-dT Distance
	integer 
	x >= 0
	Distance (in nts) of the last position of the tag to the 3´end of a transcript or to the closest donwstream 3’ internal poly-A stretch.

	19
	Transcript Description 
	char[500]
	Any text
	Transcript description. "na" if  the description is not available (ie. intergenic tags).

	20
	Exp Tag Found
	Boolean
	[0,1]
	1 if the tag was observed in our SAGE experiment, or 0 otherwise.


