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Genome-wide identification of
small intra-genic SV
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SV associated with eco-geographical
adaptations
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SV contributing to disease

resistance
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Deletion in VL resistance QTL

725bp deletion in 4-Coumarate:CoA Ligase gene
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Deletion in VL resistance QTL
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PCR amplification for 250 lines of ExR53 population

Single marker regression analysis

Experiment no No. of individuals phenotyped No. of genotypes Adjusted R?%(%)
sequenced
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Transcriptomic and presence/absence variation in the
barley genome assessed from multi-tissue mRNA
sequencing and their power to predict phenotypic
traits

Marius Weisweiler, Amaury de Montaigu, David Ries, Mara Pfeifer & Benjamin Stich &

BMC Genomics 20, Article number: 787 (2019) | Cite this article
658 Accesses | 1 Altmetric | Metrics

Abstract
Background

Barley is the world’s fourth most cultivated cereal and is an important crop model for
genetic studies. One layer of genomic information that remains poorly explored in
barley is presence/absence variation (PAV), which has been suggested to contribute to
phenotypic variation of agronomic importance in various crops.
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Previous studies describe SV ranging from from few
100’s Kbps to Mbps
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Previous studies describe SV ranging from from few
100’s Kbps to Mbps

What about genes scale SV?

What ceIIuIar mechanism underlines
genes scale SV?

B. napus (4x) B. napus (4x) B. napus (4x) B. napus (4x)
PAV CNV HNRT
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Take home messages

» ldentified gene scale SV with precise break-points using long
range sequencing in 12 diverse B. napus genotypes

» More than 50 percent of SV were in between 100 to 1000 bp
» Higher frequency of SV in A subgenome than C subgenome
» 5-10 percent of the total genes contain SV in oilseed rape

» Gene scale SV might contribute to eco-geographical adaptation
and disease resistance in B. napus

» Including SV in GS models might increase prediction accuracies
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Interested in learning more about SV?

New Results Comment on this paper
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