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Methods

Conclusions

> 85.1 % of A. solani field isolates and 74.5 % of A. alternata showed
QoI target-site mutations, rendering QoI solo applications
questionable

The shift from A. solani genotype I to F129L-mutated genotype I1
has not progressed, but the overall presence of F129L has increased
by about 10 %

The F129L QoI mutation was present in A. solani genotype I field
isolates at a rate of 41.7 %, possibly explaining the observed
overall increase in the QoI mutation

The presence of each two distinct SNPs causing F129L in A. solani
genotype I and II indicates at least one independent evolution of
QoI target site mutations in both genotypes

QoI mutations were accompanied by SDHI target site mutations in
42.1 % of A. solani and 43.5 % of A. alternata field isolates,
indicating a potential upcoming problem of dual fungicide efficacy
loss in the control of Alternaria spp. in potatoes in Bavaria

Results
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A. solani

4.5 % of n = 55 A. alternata field isolates
howed the G143A mutation and

5.1 % of n = 47 A. solani field isolates
howed the F129L mutation in Bavaria in

016.
T: wildtype. QolI: Quinone outside inhibitor

. solani genotypes

5.5 % of n = 47 A. solani field isolates were
enotype I and 74.5 % were genotype II in
016 in Bavaria. This resembled the results of
eiminger et al. (2014), who found 24.5 %

n = 94) A. solani genotype I isolates in 2011.

129L in A. solani genotypes

1.7 % of n = 12 A. solani genotype I and
00 % of n = 35 genotype II field isolates
howed the F129L amino acid exchange in

avaria in 2016.
T: wildtype

NPs causing F129L in A. solani

In genotype II, the distribution of SNPs was
88.6 % TTA, 11.4 % CTC and 0 % TTG in

n = 35 field isolates.

In genotype I, the ranking of SNPs was

80 % CTC, 20 % TTG and 0 % TTA in

n = 5 field isolates.

SNP: Single nucleotide polymorphism
Wildtype codon = TTC

Percent SDHI fungicide mutants

43.5 % of n = 23 A. alternata field isolates

showed a SDHI fungicide mutation. In 26.1 %
of cases, the mutation was located on subunit
SDHB, in 17.4 % on SDHC, but not on SDHD.
In A. solani, 42.1 % of n = 19 field isolates

were SDH mutated. The mutation was located
on subunit SDHC in 36.8 % of isolates and in

5.3 % on SDHB, but not on SDHD.

SDH: Succinate dehydrogenase. SDHB, SDHC, SDHD:
Subunits of succinate dehydrogenase enzyme complex. WT:
wildtype. SDHI: Succinate dehydrogenase inhibitor

' Bavarian State Research Center for Agriculture,
\ \ Institute for Plant Protection
NN L-H_ Lange Point 10, 85354 Freising

https://www.Ifl.bayern.de/ips/blattfruechte/index.php,

Contact:
Prof. Dr. Michael Zellner
Michael.Zellner@LfL.Bayern.de




