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Septoria triti ci blotch (STB) is an economically important wheat disease caused by Zymoseptoria triti ci. 
STB epidemics are frequent worldwide on both bread and durum wheats with strong specifi city of Z. triti ci 
populati ons towards diff erent Triti cum host species. For that reason, STB can be parti cularly severe on 
durum wheat (DW) in regions where its culture is predominant, such as south-west Europe or Maghreb. 
An ecologically friendly approach to reduce damages caused by diseases is the use of geneti c resistances 
to improve culti vated varieti es. However, elite DW germplasm is known to be highly depleted in eff ecti ve 
resistance genes, and very few sources of resistance have been geneti cally characterized in this species. To 
progress in the geneti c characterizati on of resistance genes to STB it is necessary to acquire concomitantly 
knowledge on resistance sources and on pathogenicity of Z. triti ci populati ons infecti ng DW. We screened 
a panel of 200 southwest European elite varieti es with 4 French and Tunisian Z. triti ci isolates. Results of 
this screening allowed us to complete a set of 15 DW genotypes with resistance diff erenti ally eff ecti ve to 
the tested isolates. Then, we used those 15 septoria diff erenti al genotypes to characterize the virulence 
profi le of 40 Z. triti ci worldwide isolates. Finally, those isolates were used to geneti cally map resistance 
genes to STB through a GWAS approach on the 200 DW panel and through a QTL mapping approach in two 
recombinant inbred lines populati ons issued from this panel. The GWAS and QTL mapping approaches are 
highly complementary and together revealed that resistance to STB in DW is governed by multi ple genes 
with quanti tati ve eff ects. Several loci co-localize with the positi on of Stb resistance genes previously iden-
ti fi ed in bread wheat, and the presence of Stb6 was confi rmed in DW. Our work open novel possibiliti es 
for the constructi on of DW culti vars durably resistant to STB.


