The GenomeZipper output provides an ordered, information-rich scaffold of the individual wheat chromosomes.  The output files are delivered in three different file formats: tab-delimited, csv and Excel. Each file consists of 33 columns and a variable number of rows. The meaning of the individual columns is described below.

“marker”→ contains all markers for the corresponding chromosome or chromosome arm. The markers are sorted according to their centiMorgan (cM) position. Fields filled with "-" have no marker information.
“cM” → contains all centiMorgan positions. Fields filled with "-" have no position.
“syntenic Bd genes”  → lists all Brachypodium genes found in syntenic conserved regions. The order of the genes is given by the genetic map using bi-directional best Blast hits. If a marker is missed for the corresponding row, but a gene is available, then it is sorted according to its position in the reference genome.
“syntenic Os genes” → lists all Oryza sativa genes found in syntenic conserved regions. The order of the genes is given by the previously anchored Brachypodium genes. If no Brachypodium gene is availabe, the genetic map is used for anchoring. If also no genetic map is availabe, it is sorted by its position in the reference genome.
“syntenic Sb genes” → list all Sorghum genes found in syntenic conserved regions. The order of the genes is given by the previously anchored Brachypodium genes.  If no Brachypodium gene is availabe, the rice gene is used for anchoring. If also no rice gene is availabe, it is sorted by using the genetic map. If no genetic map is availabe, it is sorted by its position in the reference genome. 
“flcDNAs matching marker” → contains full length cDNAs which have a bi-directional best Blast hit to the marker.
“flcDNAs matching Bd”→contains full length cDNAs which have a bi-directional best Blast hit to the Brachypodium genes.
“flcDNAs matching Os”→contains full length cDNAs which have a bi-directional best Blast hit to the rice genes.
“flcDNAs matching Sb”→contains full length cDNAs which have a bi-directional best Blast hit to the sorghum genes.
The full length cDNAs and the syntenic conserved reference genes are uniquely anchored in the virtual ordered gene map. Due to paralogs the contigs can have multiple occurances. The following columns contain the contig names which match the marker, the reference genes and the full length cDNAs. Columns marked as "stringent" means that the contigs have a bi-directional best Blast hit to the corresponding marker/genes/flcDNAs. In the other columns the contigs have only a first best hit to the corresponding marker/genes/flcDNAs which fulfill the following conditions: i) the hit should have at least a 100 base pairs alignment length and ii) a minimal identity of 75% (against Brachypodium)/ 70% (against rice and sorghum)/ 95% (against the marker and full length cDNAs).

“contigs matching marker stringent”
“contigs matching marker”
“contigs matching Bd stringent”
“contigs matching Bd”
“contigs matching Os stringent”
“contigs matching Os”
“contigs matching Sb stringent”
“contigs matching Sb”
“contigs matching flcDNAs_marker stringent”
“contigs matching flcDNAs_marker”
“contigs matching flcDNAs_Bd stringent”
“contigs matching flcDNAs_Bd”
“contigs matching flcDNAs_Os stringent”
“contigs matching flcDNAs_Os”
“contigs matching flcDNAs_Sb stringent”
“contigs matching flcDNAs_Sb”


The column "all non red. contigs stringent" collects all contigs with a bi-directional best Blast hit to the marker, the full length cDNAs, and the reference genes. It creates a non redundant list of them. The column "all non red. contigs" collect all contigs with a first best Blast hit to the marker, the full length cDNAs, and the reference genes. It creates a non redundant list of them.

“ESTs matching markers” →contain all ESTs which have a first best Blast hit to the marker with at least 100 base pairs alignment length and 95% identity.
“all non red. ESTs stringent” →contain all ESTs which have a bi-directional best Blast hit to the contigs listed in the "all non red. contigs stringent" column with the above mentioned conditions.
“all non red. ESTs “→contain all ESTs which have a first best Blast hit to the contigs listed in the "all non red. contigs" column with the above mentioned conditions.
“HCS via bbh” → contain all predicted genes with a bi-directional best Blast hit to marker and reference genes. The gene position is not unique.
“HCS via contigs”→ contain all predicted genes anchored in according with the contig on which they were predicted.
“HCS consensus” →contain only the predicted genes which are uniquely anchored at one position either by bi-directional best Blast hits or/and by contigs.
