Bayer. Landesanstalt fir Landwirtschaft

70 LEL

Pflanzenbau

Institut far Pflanzenbau und Pflanzenziichtung

Mining for genes related to climatic stress tolerance in barley by

comprehensive quantitative expression analysis

Hofmann Kerstin! , Diethelm Manuela! , Herz Markus? , Albert Andreas? , Winkler Jana Babro3 , Ernst Dietrich?, Schmidhalter Urs* , Kersten
Birgit®, Wagner Carola® , Thimmler Fritz” , Schweizer Glinther!

1 Bavarian State Research Centre for Agriculture, Institute for Crop Science and Plant Breeding 1b, Am Gereuth 2, 85354 Freising, Germany; ZBavarian State Research Centre for Agriculture,

Institute for Crop Science and Plantbreeding 2b, Am Gereuth 6, 85354 Freising, Germany; 4 German Research Center for Environmental Health (GmbH), Environmental Engineering (EUS) at

the Institute of Soil Ecology, Ingolstaedter Landstr. 1, 85764 Neuherberg, Germany; “Department for Plant Sciences, Chair for Plant Nutrition, Technical University Munich, Am Hochanger 2,

B5354 Freising, Germany; ® Max Planck Institute for Molecular Plant Physiclogy, GabiPD Team, Bicinfermatics, Am Muahlenberg 1, 14424 Potsdam-Golm, Germany; ¢ IMGM Laboratories GmbH,
Lochhamer Str. 29, 82152 Martinsried, Germany; 7 vertis Biotechnologie AG, Lise-Meitner-Strasse 30, 85354 Freising, Germany

Contact Author: Gunther Schweizer, guenther.schweizer@lfl.bayern.de

As the first consequences of the climatic change can be observed by now, the demand for barley varieties tolerant to
abiotic stress will soon increase. But as these tolerances are usually of a quantitative nature, it is essential to find

the genes involved and to understand the function of these genes, before trying to breed for effective and enduring
tolerance.

Experimental setup: First results:

- The experiment was carried out in the Both assays yielded high quality

exposition chambers of the Helmholtz
Center in Neuherberg, Munich. Three
genotypes were tested: Barke, a
German spring barley variety with
good malting quality, Mut6519, a
accession from Uruguay showing a
good tolerance to drought stress, and
1PZ24727, a breeding line from the

results. Each array hybridisation
fullfilled all quality criteria. The
sequencing assay resulted in an

average of 40.000 reads per
sample and 850 bp contig
length.
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