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Introduction

Yellow rust caused by the fungus Puccinia striiformis f. sp. tritici (Pst), can lead to significant reductions in crop yields when conditions
are favorable. It is considered one of the most important pathogens of wheat. The risk of the decreasing quantity of yield depends on the
frequency and speed of spreading of new fungus races. Understanding the genetic makeup of the pathogen population is essential for
developing resistant varieties and promoting sustainable agricultural practices.

Materials and methods
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Figure 1. Collection and testing of Pst isolates. 1 — Collection of Pst-infected leaves form various plant breeding stations N s S
across Poland, 2 - Growth of Pst on disinfected leaves placed in 1% agar, 3 - Inoculum production, 4 - Virulence tests on a EEEEM — 3
differential panel comprising wheat and triticale lines with known Pst resistance genes, 5 — Molecular analysis. Pst2f-2 —
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as well as computing power and data disc storage. Phenotyping is very time R
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The P. striiformis population in Poland was not diverse in 2025. We managed

to Identlfy on.ly P.StS1 0 genetlc group. Yellow rust in 2025 was very scarce !n Figure 2. Cluster dendrogram for 45 Pst isolates collected in Poland in the year
Poland. Monitoring of the pathogen population and knowledge of its genetic [ 2025. Only PstS10 genetic group was identified

structure is very important for crop protection and resistance breeding.
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