Developing next-generation sequencing technology for Rosa spp. e
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Introduction Methods

NGS- Next Generation Sequencing

* Black spot disease of rose is the most
important leaf disease of outdoor roses grown N
in warm humid areas causing roses to defoliate. i

 The quantitative trait loci (QTLs) responsible for -~ o
partial black spot resistance are unidentified.

* Next-generation sequencing can generate
abundant single nucleotide polymorphism
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