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MOTIVATION AND INTRODUCTION
quantitative trait locus (QTL) is a powerful approach used in
population analysis to link genetic variation to phenotypic
variation in segregating populations

genetic markers and maps are instrumental for QTL
mapping

available maps - often too sparse to achieve a good
resolution of QTL mapping

maps can be saturated or even be derived de-novo from
molecular phenotype data

denser maps, better results at no extra lab cost!

RESULTS

saturation of the widely-used Bay-0 x Shahdara map [7]

decrease in average distance between markers from 7.5 cM to 1.4 cM

addition of 235 markers (to 69 original ones)

only slight map expansion

threefold increase in density of the map at no lab cost!
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