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The stripe or yellow rust (YR) disease, caused by Puccinia striiformis f. sp. triti ci (Pst), severely threatens 
grain yield. Unusual and severe epidemics of YR were observed on several conti nents in 2017 and years 
before, including not endemic geographic area, as a consequence of climate changes. Urgent is the explo-
rati on of new geneti c variability to discover novel resistance genes. Alleles of the wild emmer wheat (T. 
dicoccoides), progenitor of the domesti cated durum wheat, have been introgressed in culti vated wheat 
and showed to positi vely contribute to bioti c and abioti c stress tolerance, yield components and quality. 
Among a wide collecti on of wild emmer accessions established c/o CREA-Genomics and Bioinformati cs Re-
search Centre, 285 lines have been genotyped using the Axiom 35k array, obtaining about 12000 poly-high 
resoluti on SNPs. The collecti on includes accessions originated from all Ferti le Crescent countries, thus it 
represents all environments where wild emmer naturally occurs. The assessment of geneti c diversity and 
populati on structure identi fi ed two well-defi ned groups, mostly corresponding to the two known races, as 
well as subgroups, according to the originati ng geographic area. A genome-wide criti cal distance around 
0.5Mb was found for LD decay (r2). The collecti on has been evaluated in controlled conditi ons for reacti on 
to three YR isolates (Pstv14, Pstv37, Pstv40), and in open fi eld in Southern Italy. The GWAS identi fi ed a 
number of resistance loci widespread into the genome. These QTLs, together with those identi fi ed in oth-
er tetraploid wheat panels, were projected on the durum reference genome (cv Svevo) thus evidencing 
the overlapping with known genes as well as novel resistance loci to be introgressed in durum varieti es. 
The QTLs were also projected to the wild emmer reference genome (Zavitan) to identi fy candidate genes. 
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