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?

?Potato SNP data for 21 loci from GABI-CONQUEST2

?About 2.800 Sugar beet ESTs from Sugar Beet Seed

?2815 Sugar beet GSS sequences from GABI BeetSeq

?TIGR v5.0 Rice (subsp. japonica) genome annotation

?TIGR v5.0 Rice cDNA hits for all Barley sequences in GabiPD

?Identified protein domains for all Arabidopsis and Rice Genes

Partial sequences of 91 Barley BAC clones from GABI-BARLEX

Barley gene expression data and a road for the transfer
of functional annotation

New released applications
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3.

Future perspectives7.

Data from different fronts (i.e., genomics, transcriptomics, proteomics 
and metabolomics) are integrated in GabiPD, originating from more 
than 20 different biological species. The GabiPD reference paper has 
been published in Nucleic Acid Research (Ria o-Pachón et al. 2009).ñ

New data in GabiPD5.

?Integrate Arabidopsis SNP data from Clark et al 20087, Ossowski et 
al 2008 and from GABI-EVAST

?Provide Condensed species-specific data overviews in order to ease 
navigation through the data

?Continuously integrate GABI-FUTURE data

?Arabidopsis 2DE data from GABI trilateral SARA

?Vitis vinifera genetic maps from the BMELV

?Upgrade the 2-DE interface

?Provide upcoming information on Arabidopsis phosphorylation sites.
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Updates in the Gene GreenCard2.

Access to GabiPD6.
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Links to GabiPD data:
e.g., transgenic lines,
clones, UniGene sets,
Affymetrix probes.
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Links to GabiPD data:
e.g., transgenic lines,
clones, UniGene sets,
Affymetrix probes.

SATlotyper

http://www.quantprime.de/, developed in cooperation 
with Uni Potsdam; Arvidsson et al. 2008

http://www.gabipd.org/projects/satlotyper/;
Neigenfind et al. 2008
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Currently we have integrated Gene Ontology and 
Mapman ontology annotation into the Rice and 
Arabidopsis Gene GreenCards and into the GreenCards 
describing Barley affymetrix gene probes.

Every gene in GabiPD is related to experimental data 
types. In the figure users can easily identify related cDNA 
clones and affymetrix probes in the Barley1 microarray.

Orthologues between Arabidopsis and Rice were 
identified using INPARANOID, this will ease the transfer 
of functional information between this species.

The new cDNA display allows users to identify cDNA 
clones that map to special regions of their gene of 
interest (e.g., UTRs, protein domains).

Gene expression data on barley grain development and maturation 
( ) has been integrated in GabiPD, twelve 
assays can be visualized in MapManWeb.
Sreenivasulu et al., 2008
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Gene expression data visualized in MapManWeb is linked bidirectionally 
to the underlying probes, in a way that users can easily find in the probe 
GreenCard information about all experiments in which this probe is 
differentially expressed.

Barley affymetrix probes and cDNAs were similarity-based mapped to 
Rice genes in order to allow for the transfer of functional information.
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