Genome-wide SNP discovery and linkage analysis in barley based on genes responsive to abiotic stress
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Summary Diversity in barley Barley SNP database

1. Diversity assessment of the barley germplasm used for SNP discovery. Extended majority =~ Available at http://bioinf.scri.ac.uk/barley snpdb
rule consensus tree calculated using the dnapars program from the Phylip package of the 8
barley accessions derived from 2008 polymorphic sites from 602 gene fragments. Numbers on
nodes indicate bootstrap values.

Single Nucleotide Polymorphisms (SNPs) are by far the most
abundant genetic markers encountered in all organisms and are
particularly useful for genome-wide high throughput linkage and
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Selection of the genes 5

the SNPs were manually confirmed using Mutation Surveyor
software and were used for diversity assessment of the germplasm.
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cortigs using blast W focused on genes associated with ahiotic stress in barley. The reference point for each gene was an EST unigene from the

HarvEST Barley Assembly 21 which was uzed to design Affimetrix probe sets far the Barley! GeneChip

2. A subset of 96 loci were further analyzed for presence of SNP in16 European spring and
winter barley cultivars. 35011 bp of high quality sequences were obtained from all 24
accessions across 88 loci. Maximum parsimony tree was calculated using Mega 3.1. Bootstrap
values >50% are shown on the branches. Hordeum vulgare ssp. spontaneum line HS92 was
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Barley germplasm

2. Sequence and polymorphism data is stored in a dedicated
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