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Cele zadania badawczego PB25  
w 2024 roku 

1. Oznaczenie gatunków, patotypów bądź ras patogenów aktualnie wywołujących 
choroby rzepaku w Polsce. 
 
 
 

2. Ocena odporności genotypów rzepaku o zróżnicowanym pochodzeniu na 
choroby. 
 
 

3. Uzyskanie form rzepaku ze zróżnicowaną odpornością na patotypy 
Plasmodiophora brassicae dla oznaczenia dziedziczenia odporności  

       na kiłę kapusty oraz charakterystyka genomów patogenu. 
 
 

1. Oznaczenie powiązania pomiędzy fenomem roślin rzepaku a tolerancją  
      na zgniliznę twardzikową w doświadczeniu polowym 

20 form rzepaku  2 izolaty  

Plenodomus 90 × 2 testy Plasmodiophora 90 

Plenodomus 50 prób 

Sclerotinia 25 lokalizacji Plasmodiophora 8 patotypów  

16 odmian  2 czynniki  26 cech  

Verticillium 90  

Verticillium 25 prób  
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Materiały i metody 

1. Testy oceny odporności rzepaku na choroby : 
 
 
 
 
 

2. Przygotowanie agarowych i płynnych pożywek 
mikrobiologicznych.  

3. Metody mykologiczne: izolacja patogenów z 
porażonych tkanek roślinnych, pasażowanie grzybów, 
identyfikacja morfologiczna i mikroskopowa. 

4. Identyfikacja i charakterystyka molekularna izolatów 
grzybów chorobotwórczych wobec rzepaku. 

5. Identyfikacja patotypów Plasmodiophora brassicae  
      i sekwencjonowanie genotypów 
1. Opis fenotypu roślin rzepaku z zastosowaniem kamer 

RGB i multispektralnych zamontowanych na dronie 
oraz na ciągniku z naczepą. 

a) testy liścieniowe – odporność na suchą zgniliznę kapustnych (geny R)  
b) test Winkelmana – odporność na suchą zgniliznę kapustnych (typ APR)  
c) odporność na werticiliozę 
d) odporność na kiłę kapusty 



Temat 1: Identyfikacja i charakterystyka aktualnej populacji patogenów rzepaku w Polsce 
CEL: Oznaczenie gatunków, patotypów bądź ras patogenów aktualnie wywołujących choroby rzepaku w Polsce. 

Plenodomus 50 prób 

Sclerotinia  
25 lokalizacji 

Plasmodiophora 8 patotypów  

Verticillium 25 prób  

Objawy kiły kapusty powodowanej przez Plasmodiophora 

brassicae w Polsce na kiło-odpornej odmianie rzepaku 

ozimego w północno-wschodniej Polsce w 2024 roku 

Proporcja gatunków Verticillium na łodygach i resztkach pożniwnych 

rzepaku ozimego zebranych z pól na terenie Polski 

Porażenie roślin rzepaku ozimego grzybem 

Sclerotinia sclerotiorum  w.Polsce w 2024 roku na 

badanych plantacjach wynosiło poniżej 1% i rzadko 

znajdowano pola z objawami tej choroby na rzepaku 

Latem 2024 roku, przed żniwami, na łodygach rzepaku 

dominował grzyb Plenodomus lingam (66%)  

66% 

34% 
Plenodomus
lingam

Plenodomus
biglobosus

!!! 

92% 

4% 
4% 

Verticillium
longisporum

Verticillium
albo-atrum

Verticillium
dahliae



Temat 2: Poszukiwanie źródeł odporności na choroby rzepaku 
    CEL: Ocena odporności na choroby u genotypów rzepaku o zróżnicowanym pochodzeniu 

Test Winkelmana wiosna 2024 

Wyniki 

Badane genotypy rzepaku: 
1-24 HR Smolice/Bąków (SMO) 
25-59 HR Strzelce, Oddz. Borowo (BOH) 
60-94 HR Strzelce, Oddz. Małyszyn (MAH) 

Ocenę objawów chorobowych wykonano na 
podstawie skali G2 (0-4), gdzie 0 oznacza rośliny 
zdrowe, 4 ‒ całkowite wypróchnienie łodygi.  

Pionowe słupki oznaczają 0,95 przedziały ufności

1 8 15 22 29 36 43 50 57 64 71 78 85 92
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Inokulacja  

Ocenę objawów chorobowych wykonano na 
podstawie skali 0-9, gdzie 0 oznacza rośliny 
zdrowe, 9 oznacza rośliny żółte i zaschnięte.  

Korzenie umieszczano  w zawiesinie 

zarodników Verticillium longisporum  

(1×106 zarodników/ml)  



Wszystkie badane 94 rody hodowlane 
rzepaku były podatne na kiłę kapusty 

(Plasmodiophora brassicae) 

L.P. Kod Odmiana/Ród 

Wynik testu 

L.P. Kod Odmiana/Ród 

Wynik testu 

Jeden izolat Mix izolatów Jeden izolat 
Mix 
izolatów 

1 SMO-1 BK 1/23 3,40 3,78 48 BO_24 BRH_21604 3,22 3,55 

2 SMO-2 BK 2/23 3,42 4,00 49 BO_25 BRH_21605 3,87 3,67 

3 SMO-3 BK 3/23 3,44 3,00 50 BO_26 BRH_21606 3,52 4,00 

4 SMO-4 BK 4/23 3,50 3,00 51 BO_27 BRH_21610 3,11 4,00 

5 SMO-5 BK 5/23 3,58 4,00 52 BO_28 BRH_21611 3,88 4,00 

6 SMO-6 BK 6/23 3,58 3,07 53 BO_29 BRH_21613 3,98 3,87 

7 SMO-7 BK 7/23 3,67 3,62 54 BO_30 BRH_21614 4,00 4,00 

8 SMO-8 BK 8/23 4,00 3,10 55 BO_31 BRH_20112 4,00 3,00 

9 SMO-9 BK 9/23 3,39 3,27 56 BO_32 BRH_21511 3,68 3,88 

10 SMO-10 BK 10/23 3,23 3,08 57 BO_33 BO_26-9 3,98 3,67 

11 SMO-11 BK 11/23 3,00 3,10 58 BO_34 BO_8-21 4,00 3,78 

12 SMO-12 BK 12/23 4,00 3,10 59 BO_35 BO_1940 3,98 3,58 

13 SMO-13 BK 13/23 3,90 3,17 60 MAH01   3,67 3,67 

14 SMO-14 BK 14/23 3,36 3,17 61 MAH02   3,87 3,78 

15 SMO-15 BK 15/23 3,66 3,27 62 MAH03   3,67 3,67 

16 SMO-16 BK 16/23 3,83 3,33 63 MAH04   3,67 3,67 

17 SMO-17 BK 17/23 3,64 3,38 64 MAH05   3,78 3,67 

18 SMO-18 BK 18/23 3,22 3,50 65 MAH06   3,87 3,64 

19 SMO-19 BK 19/23 3,69 3,78 66 MAH07   3,65 3,22 

20 SMO-20 BK 20/23 3,69 4,00 67 MAH08   3,00 3,69 

21 SMO-21 BAZALT 4,00 3,34 68 MAH09   4,00 3,07 

22 SMO-22 BKH 6221 3,58 3,33 69 MAH10   3,07 3,78 

23 SMO-23 BONO 3,60 3,60 70 MAH11   3,62 3,89 

24 SMO-24 BRENDY 3,62 3,86 71 MAH12   3,67 3,86 

25 BO_1 BRH_21128 3,64 3,33 72 MAH13   4,00 3,67 

26 BO_2 BRH_21129 3,64 3,64 73 MAH14   3,87 3,92 

27 BO_3 BRH_21132 3,67 3,54 74 MAH15   3,23 3,87 

28 BO_4 BRH_21137 3,67 3,50 75 MAH16   3,00 3,50 

29 BO_5 BRH_21139 3,69 3,80 76 MAH17   4,00 3,80 

30 BO_6 BRH_21146 3,69 4,00 77 MAH18   3,90 4,00 

31 BO_7 BRH_21148 3,70 4,00 78 MAH19   3,36 4,00 

32 BO_8 BRH_21152 3,71 4,00 79 MAH20   3,32 3,67 

33 BO_9 BRH_21246 3,71 3,85 80 MAH21   3,22 3,33 

34 BO_10 BRH_21249 3,75 3,98 81 MAH22   3,89 3,67 

35 BO_11 BRH_21251 3,78 3,87 82 MAH23   3,56 3,67 

36 BO_12 BRH_21253 3,80 3,42 83 MAH24   3,87 3,42 

37 BO_13 BRH_21301 3,82 3,44 84 MAH25   3,55 3,44 

38 BO_14 BRH_21307 3,82 3,73 85 MAH26   3,87 3,67 

39 BO_15 BRH_21309 3,86 3,85 86 MAH27   3,45 3,07 

40 BO_16 BRH_21310 3,88 3,67 87 MAH28   3,86 3,83 

41 BO_17 BRH_21312 3,90 3,00 88 MAH29   3,67 3,67 

42 BO_18 BRH_21315 4,00 3,58 89 MAH30   4,00 3,58 

43 BO_19 BRH_21317 4,00 4,00 90 MAH31   3,86 3,00 

44 BO_20 BRH_21320 4,00 3,22 91 MAH32   3,56 3,89 

45 BO_21 BRH_21564 4,00 3,68 92 MAH33   3,64 3,67 

46 BO_22 BRH_21602 4,00 3,89 93 MAH34   3,87 3,89 

47 BO_23 BRH_21603 3,82 4,00 94 MAH35   3,45 3,67 

Silne objawy kiły kapusty 
(Plasmodiophora brassicae)  
na odmianie kiło-odpornej  



Temat 3: Piramidyzacja odporności na patotypy Plasmodiophora brassicae w wysokoplennych 
formach Brassica napus typu canola 
 
CEL: Uzyskanie form rzepaku ze zróżnicowaną odpornością na patotypy Plasmodiophora brassicae dla oznaczenia dziedziczenia odporności na 
kiłę kapusty oraz charakterystyka genomów patogenu 

Analiza porównawcza dystrybucji wariantów SNP dla dwóch 
izolatów Plasmodiophora brassicae (wykres typu Manhattan 
plot)  

Wyniki analizy porównawczej dwóch izolatów Plasmodiophora brassicae 
(wykres wykonany programem Circos) 

Annotacja 
funkcjonalna  



Temat 4: Tolerancja rzepaku na zgniliznę twardzikową 
     CEL: Oznaczenie powiązania pomiędzy fenomem roślin rzepaku a tolerancją na zgniliznę twardzikową w doświadczeniu polowym 

Układ doświadczeń polowych w latach 2023/2024 oraz 2024/2025 

Operatorzy drona (UAM, Katedra Teledetekcji Gleb) oraz platformy HTTP do wysokoprzepustowego fenotypowania roślin (HR Strzelce) 
wykonujący obserwacje przy pomocy kamer multispektralnych w celu opisania różnic między łanem rzepaku z roślinami zdrowymi oraz 
porażonymi grzybem Sclerotinia sclerotiorum, wywołującym zgniliznę twardzikową. Udoskonalono metodę opracowaną w 2023 roku. 



Promocja wyników projektu 



 

Załącznik 1. Poster na Konferencji Polskiego Towarzystwa Fitopatologicznego  

"Zdrowie roślin w dobie aktualnych wyzwań", Warszawa, 24-26.09.2024 

 

 



 

 

 

 



 

  



 



Załącznik 2.      Wystąpienie ustne na IOBCWPRS 19th Meeting  

“Integrated Control in Oilseed Crops, Dresden, 10-11 September 2024 
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Abstract: Sclerotinia stem rot is a serious threat to oilseed rape worldwide. The aim 

of this study was to use the unmanned aerial vehicle to point the sites of the field that are 

heavily infected with S. sclerotiorum. To achieve this goal the field experiment was done over 

two years with 16 cultivars of winter oilseed rape artificially inoculated with the isolate Sc4 

originating from oilseed rape in Poland. Several inoculation methods were used and the 

inoculum had a form of infected petals, confetti, wheat grains, toothpicks and homogenised 

mycelium. The biometrical measurements were done using inoculated and control plants, with 

the latter not treated with the pathogen. The Parrot Bluegrass drone equipped with a Parrot 

Sequoia multispectral camera with an RGB sensor and four spectral channels was used. The 

images were spectrally calibrated using gray plate calibration images with known spectral 

properties, and orthophotos were made in Pix4D software. The orthophotomaps were created 

for each date using photos from photogrammetric measurements, and the spectral indices 

NDVI and CHL RE were calculated for each plot. The results of the experiments showed that 

UAVs can successfully point out the sites at oilseed rape fields with the symptoms of 

Sclerotinia stem rot. 

 

 

Key words: Sclerotinia stem rot, teledetection, orthophotomap, Normalised Difference 

Vegetation Index NDVI, spectral channels, spectral index, unmanned aerial vehicle UAV 

 

Introduction 
 

Sclerotinia sclerotiorum is an omnivorous fungus that causes Sclerotinia stem rot of 

oilseed rape, the devastating disease of this crop. The pathogen occurs in Poland and around 

the world, causing significant losses in the yield of oilseed rape as well as contamination of 

seed and soil with sclerotia, which can survive in the soil for as many as 20 years. Their 

elimination is reported only with long time or in the case of the use of its natural enemy – the 

hyperparasitic fungus Coniothyrium minitans. The presence of sclerotia in seed material is the 

reason for a negative assessment and low valuation of this material or the rejection of the 

entire batch of seeds obtained by the farmer, causing financial loss.  

Numerous efforts of breeders and experts in plant cultivation are aimed at eliminating 

this dangerous pathogen. The infection of plants with S. sclerotiorum is associated with the 

occurrence of clear phenotypic symptoms in the form of whitening of the stem and a 

significant reduction of siliques. Cao et al. (2018) used an UAV simulation platform to 

observe rapeseed plants inoculated with S. sclerotiorum on thermal, multispectral and RGB 

images in indoor conditions. Zamani-Noor and Feistkorn (2022) used multispectral and RGB 

images recorded from a UAV to track the growth of winter oilseed rape in experimental plots 

with different seed densities and nitrogen rates. Spectral indices were calculated for each 

image pixel: NDVI derived from multispectral images and the NDYI (Normalized Difference 

Yellowness Index) from red–green–blue (RGB) images.  

The aim of this research was to find the contactless and high throughput detection 

methods to evaluate the symptoms of Sclerotinia stem rot in real field situations. The 



elaboration of such methods could help the breeders to find new resistance sources and it 

could also help the producers find the spots of the field with high incidence of Sclerotinia 

stem rot and avoid the collection of the contaminated material. 

 

 

Materials and methods 
 

The experiments were done in the seasons 2021/2022 to 2023/2024 in the field of IPG 

PAS located in Cerekwica (52°31′15″N 16°41′28″E), 20 km from Poznań, Poland using 16 

varieties and breeding lines. The field test was designed in a randomized block scheme and it 

was divided to a non-inoculated part and a part used for the inoculation done with the 

S. sclerotiorum isolate Sc4 originating from naturally infected oilseed rape from Poland. Each 

individual plot was 3m × 7.5m in three replicates. Several inoculation methods were used 

including the inoculation with petals of oilseed rape or confetti infected with the pathogen and 

infected wheat grains attached to the stems with aluminium foil, medical plaster, or pins. The 

inoculum in the form of homogenized mycelium was also sprinkled on plants using a brush or 

the stems were pierced with infected toothpicks. Inoculation was carried out late at night, 

when air humidity is the highest. The control plots were not treated with S. sclerotiorum. 

 There were five and three field inspections in 2023 and 2024 respectively using the 

unmanned aerial vehicle (UAV): the Parrot Bluegrass drone equipped with a Parrot Sequoia 

multispectral camera with an RGB sensor and four spectral channels: Green (550 nm), Red 

(660 nm), Red Edge (735 nm), Near infrared (790 nm). The images were spectrally calibrated 

using gray plate calibration images with known spectral properties, and orthophotos were 

made in Pix4D software. The orthophotomaps were created for each date using photos from 

photogrammetric measurements, and the spectral indices NDVI and CHL RE were calculated 

for each plot according to the method elaborated by Piekarczyk et al. (2006). Test plots were 

marked on orthophotomaps, for the average reflectance values in individual spectral channels. 

 

 

Results and Discussion 
 

The greatest differences in the amount of solar radiation reflected from the plots in the 

beginning of study were observed in the near infrared (NIR) range. Lower reflectance from 

inoculated plots may indicate lower green biomass of plants in these plots. The decrease in 

NIR reflectance in both control and inoculated plots can be attributed to the beginning of plant 

drying. In the visible wavelength range (Green and Red channels), a slight increase in 

reflectance was visible with subsequent dates, and the greater reflectance in red wavelengths 

from the inoculated plots resulted from the weakening of the photosynthetic apparatus of the 

leaves caused by the disease, which resulted in faster drying off the plants. At all analyzed 

variants, the differences between inoculated and control varieties were statistically significant 

when using the NDVI index, in contrast to the use of the CHL RE index, where the 

differences were in most cases statistically insignificant. The results obtained in 2024 have 

not yet been analysed by the time of this abstract submission. However, the results of the 

experiments done in 2022 and 2023 already showed that UAVs can successfully point out the 

sites infected with Sclerotinia stem rot. 
 

 

  

https://tools.wmflabs.org/geohack/geohack.php?language=pl&pagename=Cerekwica_(powiat_pozna%C5%84ski)&params=52.520833333333_N_16.691111111111_E_type:landmark
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Abstract: Plasmodiophora brassicae Woronin, an obligate biotrophic soil-borne pathogen, poses a

significant threat to cruciferous crops worldwide by causing the devastating disease known as

clubroot. Pathogenic variability in P. brassicae populations has been recognized since the 1930s based

on its interactions with Brassica species. Over time, numerous sets of differential hosts have been

developed and used worldwide to explore the pathogenic variability within P. brassicae populations.

These sets encompass a range of systems, including the Williams system, the European Clubroot

Differential set (ECD), the Brassica napus set, the Japanese Clubroot Differential Set, the Canadian

Clubroot Differential Set (CCS), the Korean Clubroot Differential Set, and the Chinese Sinitic Clubroot

Differential set (SCD). However, all existing systems possess both advantages as well as limitations

regarding the detection of pathotypes from various Brassica species and their corresponding virulence

pattern on Brassica genotypes. This comprehensive review aims to compare the main differential

systems utilized in classifying P. brassicae pathotypes worldwide. Their strengths, limitations, and

implications are evaluated, thereby enhancing our understanding of pathogenic variability.

Keywords: clubroot; physiological specialization; virulence and pathogenicity; genetic diversity; race dif-

ferentiation; pathogen variability; disease management; host–pathogen interaction; Brassicaceae; crucifers

1. Introduction

Plasmodiophora brassicae Woronin, an obligate biotrophic soil-borne pathogen, poses a
substantial menace to cruciferous crops worldwide by causing a devastating disease known
as clubroot. The pathogen presents a significant threat to agriculturally important plants
within the Brassicaceae family, including oilseed rape, cabbage, broccoli, cauliflower, and
various mustard species [1–5]. First identified in the late 19th century [6], the pathogen has
since accumulated attention for its ability to induce the formation of distinctive club-shaped
galls on the roots of infected plants, leading to reduced nutrient uptake, stunted growth,
and ultimately compromising crop yield [7–11].

The life cycle of P. brassicae begins with the activation of durable resting spores in the
soil, germinating under favorable conditions and giving rise to motile zoospores [9,11–13].
These zoospores move toward susceptible plant roots, initiating infection. Within the
root tissues, the pathogen undergoes a series of developmental stages, forming primary
zoosporangia. These structures release secondary zoospores, facilitating the spread of the
infection within the roots [14]. A distinctive life cycle feature is the induction of galls on
the roots, creating a conducive environment for the pathogen’s sustenance. As the galls
mature, they release resting spores into the soil, completing the cycle. The longevity and
resilience of these resting spores contribute to the persistence of P. brassicae, presenting an
ongoing challenge in managing clubroot disease [15].
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A critical aspect of P. brassicae lies in the existence of pathogenic variability [16],
referred to as a pathotype [8]. According to the definition a pathotype, sometimes also
called a virulence phenotype, is any group of organisms of the same species that shows
the same pathogenicity on a specified host. Pathotypes represent distinct variants of the
pathogen that exhibit varying levels of infectivity on specific host cultivars, revealing a
complex interplay between host resistance and pathogen diversity. Pathotypes highlight
the ability of P. brassicae to diversify and adapt to given conditions [17,18]. Due to genetic
variability, numerous isolates of P. brassicae with different pathogenicity can be found
worldwide [19–26].

Developing clubroot-resistant cultivars is a predominant and sustainable strategy in
clubroot management. To date, several clubroot-resistant cultivars of Chinese cabbage
and oilseed rape/canola have been released across Europe, China, Japan, Korea, and
Canada. However, the presence of pathotype-specific clubroot resistance genes, coupled
with pathotype variability, contributes to the eventual loss of resistance in these cultivars
within 3 to 4 years [19,27,28]. Therefore, classifying different pathotypes is essential for
understanding the subtle interactions between the pathogen and its cruciferous hosts.

The molecular detection of P. brassicae in plants and soil samples is feasible [24,29–32]
but it does not detect the pathotypes. The pathotypes of P. brassicae are differentiated based
on their observable characteristics in bioassays using specific host differential sets. Host
reactions are visually assessed within these assays by monitoring root gall development.
To date, multiple sets of differential hosts, such as the Williams system, the European Club-
root Differential set, the Brassica napus set created by Somé et al., the Canadian Clubroot
Differential set, and the Chinese Sinitic Clubroot Differential set, have been developed
and utilized worldwide to investigate the pathogenic variability in P. brassicae popula-
tions [33–37]. The expansion of these differential host series makes it challenging, if not
impossible, to interpret data from a global perspective [38].

In the present review, our objective is to compare the main differential systems for
classifying P. brassicae pathotypes worldwide. We evaluate their strengths, limitations, and im-
plications, thereby enhancing comprehension of the subtle variations in pathogenic variability.

1.1. American Differential Set

The differential set introduced by Williams in 1966 remains one of the primary systems
worldwide for classifying P. brassicae pathotypes [33]. This system relies upon two distinct
hosts of Brassica napobrassica (cv. Laurentian and cv. Wilhelmsburger) and two hosts of
B. oleracea (cv. Badger shipper and cv. Jersey Queen), thereby facilitating the differentiation
of 16 pathotypes or races (Table 1). The study involved 36 isolates of P. brassicae, primarily
collected from cabbage B. oleracea (16 isolates) and cauliflower B. oleracea var. botrytis
(6 isolates). Additionally, isolates were sourced from rutabaga B. napus var. napobrassica
(4 isolates), turnip B. rapa subsp. rapa (4), kohlrabi B. oleracea var. gongylodes (2), Chinese
cabbage B. rapa (2; the specific subspecies used was not specified), and oilseed rape B. napus
(1). Moreover, one isolate of P. brassicae was obtained from candytuft Iberis sempervirens,
which also belongs to the Brassicaceae family. In total, two-thirds of the tested isolates
(24 out of 36) originated from various forms of cabbages belonging to B. oleracea, while only
two isolates were derived from oilseed rape B. napus.

The tested isolates were sourced from various regions, including Australia (5), Canada (3),
Czechoslovakia (1, presently located in the Czech Republic), England (2), Finland (2),
Germany (8), Japan (3), New Zealand (4), Norway (3), USA (4), and Russia (1). This global
collection represented significant diversity in isolates and encompassed geographically
distant locations. All tested isolates fell into 9 categories, prompting the investigator
to assign variant numbers 1–9 out of a possible 16 combinations. In the discussion, it
was suggested by the author that some of the races found by other researchers would
undoubtedly add to the nine races identified in his study. Despite the absence of known
resistance genes, different combinations of plant reactions were classified as races, rather
than pathotypes.
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Table 1. Plasmodiophora brassicae-pathotype classification scheme on the hosts of the American

Differential set proposed by Williams [33].

Differential Host Resistance Genes
Pathotype Designation

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

Brassica oleracea

cv. Jersey Queen n. i. + + + + − + + − − + − + − − − −

cv. Badger shipper n. i. − + − + − − + − − + + − + + + −

Brassica napobrassica

cv. Laurentian n. i. + + + + − − − + + − + − + − − −

cv. Wilhelmsburger n. i. + − − + − − − − + + + + − + − +

n. i.: not identified; + indicates a susceptible host reaction; − indicates a resistant host reaction.

The decontaminated soil was evenly mixed with spore suspension in distilled water
to obtain a concentration of 108 P. brassicae spores/cc of soil. Seven-day-old seedlings
of the differential hosts (Table 1) were transplanted from vermiculite to the infected soil,
grown for 35 days, and then delicately pulled out and rated for disease symptoms. In
the William system, the evaluation scale ranged from zero (indicating no galls) to three
(signifying severe clubs on primary and secondary roots). The number of plants classified in
class 0 was multiplied by 0, those in class 1 by 10, those in class 2 by 60, and those in
class 3 by 100. The disease index (DI) was then determined by dividing the summed value
by the total number of tested plants. If the DI fell below 90, the test was repeated to ensure
that the observed resistance stemmed from the plant genotype rather than the low viability
of spores. To attain dependable outcomes, Williams [3] recommended using high spore
loads of a pure race. Additionally, his study revealed intermediate scores on certain host
differentials, which were attributed to mixtures of races.

The Williams’ differential set comprises just two rutabagas and two cabbages. While
this system is straightforward and involves only a small number of hosts, thereby reducing
greenhouse space requirements for pathotype assessments, it was primarily designed to
distinguish strains of P. brassicae from cabbage and rutabaga. Consequently, a pathotype
designation based on the Williams’ system may not comprehensively reflect virulence
patterns across all Brassica species. For example, in a study conducted by Kim et al. [39],
pathotype 4, as per the Williams’ system and widely distributed in China, Japan, and Korea,
exhibited varying disease severities in Chinese cabbage. This observation underscores
the potential limitations of the Williams’ system for accurate pathotype classification and
effective clubroot resistance breeding in the Asian context. An additional challenge linked
to the utilization of Williams’ differential set is the presence of inconsistent host reactions,
often falling between resistant and susceptible categories [19,20]. In certain instances,
this inconsistency stems from heterogeneity within the differential host genotypes, which
typically comprise older open-pollinated cultivars. Such intermediate and fluctuating
reactions can complicate the pathotype classification of specific P. brassicae populations or
potentially result in divergent outcomes across different countries.

1.2. European Clubroot Differential Set

The European Clubroot Differential or ECD set is the second most widely employed
system worldwide for analyzing P. brassicae populations (Table 2). This differential set
comprises 15 distinct plant species categorized into 3 genomic subsets. The initial set of
five hosts corresponds to the B. rapa genotype, the second group involves the B. napus
genotype, and the third subset encompasses hosts derived from the B. oleracea genotype.
Within the B. rapa hosts, combinations of two to three monogenic resistances (A, B, and
C) are present, while B. napus and B. oleracea are composed of a number of genes of small
effect, contributing forms of field or polygenic resistance [1,40].
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Table 2. European Clubroot Differential (ECD) set with associated host numbers and binary and

denary values developed by Buczacki et al. [34] a.

Differential
Number

Host Binary Number Denary Number

20-chromosome group (Brassica rapa)

01 var. rapifera line aaBBCC 20 1

02 var. rapifera line AAbbCC 21 2

03 var. rapifera line AABBcc 22 4

04 var. rapifera line AABBCC 23 8

05 var. pekinensis cv. Granaat 24 16

38-chromosome group (Brassica napus var. napus)

06 line Dc101–cv. Nevin 20 1

07 line Dc119–cv. Giant Rape 21 2

08 line Dc128–cv. Giant Rape selection 22 4

09 line Dc129–cv. New Zealand 23 8

10 line Dc130–cv. Wilhemsburger 24 16

18-chromosome group (Brassica oleracea)

11 var. capitata cv. Badger Shipper 20 1

12 var. capitata cv. Bindsachsener 21 2

13 var. capitata cv. Jersey Queen 22 4

14 var. capitata cv. Septa 23 8

15 var. fimbriata cv. Verheul 24 16
a In this system, the differential hosts are arranged in a fixed order and each is assigned a denary number, 1, 2, 4,
8, 16, etc.; these numbers correspond to the binary series 20, 21, 22, 23, and 24.

In this system, each host receives a specific score in the event of an infection (Table 2).
A numerical code, comprising three numbers representing the observed susceptibility of
hosts within each of the three Brassica species, was then assigned to each P. brassicae isolate
by adding the denary values of hosts within a species group showing a susceptible reaction
with a disease severity index equal to or greater than 33 percent. Pathotype designations
are systematically arranged in triplets and each genotype is counted independently. For
example, ECD code 16/14/3 would represent a P. brassicae population that caused a suscep-
tible reaction on B. rapa ECD 05, B. napus ECD 07, ECD 08, and ECD 09, as well as B. oleracea
ECD 11 and ECD 12 (Table 2).

The ECD set theoretically has the capacity to identify 455 distinct pathotypes and
has played an important role in resolving issues regarding the potential existence and
importance or otherwise of physiological races or pathotypes of P. brassicae.

In the study conducted by Crute et al. [41], a comprehensive analysis was performed
on 240 datasets obtained globally from ECD tests. Their findings indicated that the resis-
tance to clubroot in B. rapa and B. napus was race-specific, while the resistance observed
in the ECD hosts of B. oleracea appeared non-differential. However, the prevalence of
P. brassicae populations capable of overcoming resistance in B. rapa hosts is significantly
lower than isolates that can overcome resistance in B. napus and B. oleracea [24,26,28]. Inter-
estingly, the observed pathogenicity towards resistant B. rapa hosts appears to be correlated
with that exhibited toward resistant B. napus hosts. In contrast, resistant B. oleracea hosts
tend to exhibit severe infections with P. brassicae isolates that lacked virulence on most
resistant B. rapa and B. napus hosts [1,41]. This deviation in pathogenicity suggests the
existence of distinct mechanisms for clubroot resistance that necessitate further exploration
and understanding.

The ECD set has a sophisticated system of nomenclature, which has not been under-
stood or accepted widely by farmers, breeders, or extension personnel, despite its ability
to assist clubroot researchers in determining the resistance or susceptibility of differen-
tials based on the ECD classification of each pathotype. Moreover, the large number of
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hosts necessitates a significant amount of greenhouse space as well as materials when
characterizing P. brassicae populations.

1.3. French Differential Set

In France, variation in virulence was investigated across 20 field collections of P. brassicae.
In total, 7 of the 10 Brassica lines subjected to testing displayed distinct reactions upon
inoculation. Notably, two oilseed rape cultivars exhibited previously unreported differential
responses. It was observed that some of the differential lines previously used to classify
P. brassicae pathotypes were susceptible to all collections, suggesting potential divergence in
pathogen populations between France and other reported regions. Consequently, the Somé

differential set was developed, comprising three genotypes of B. napus (ECD 06, ECD 10,
and the spring-oilseed rape cultivar Brutor). In this system, the clubroot disease index
varied from 0 (no galls) to 100 and a cut-off point of 25% was used to classify reactions as
virulent or avirulent. Furthermore, in their study, Somé et al. [35] used a single-spore isolate,
indicating the use of only one spore for host inoculation. The outcomes provided insights
into a genetically uniform pathotype. This method demands a substantial investment of
time and effort, given that single-spore inoculation achieves success in only 10% of cases.
The French Differential Set developed by Somé is predominantly used in Europe and can
distinguish eight pathotypes (Table 3).

Table 3. Plasmodiophora brassicae-pathotype classification scheme on French Differential Set, proposed

by Somé et al. [35].

Differential Host Resistance Genes
Pathotype Designation

P1 P2 P3 P4 P5 P6 P7 P8

ECD 06 n. i. + + − − − + − +
ECD 10 n. i. + − − − + − + +
cv. Brutor n. i. + + + − + − − −

ECD 06: Brassica napus var. napus cv. Nevin; ECD 10: B. napus var. napus cv. Wilhemsburger; cv.. Brutor: spring
oilseed rape B. napus. n. i.: not identified; (+) indicates a susceptible host reaction for a cut-off point of 25%;
(−) indicates a resistant host reaction for a cut-off point of 25%.

Similar to the differential set developed by Williams [33], some limitations have
been identified within the differential set proposed by Somé et al. [35]. While this set
comprises only three B. napus hosts that exhibit distinct reactions to the pathogen, its
ability to differentiate pathotypes is relatively limited. Furthermore, this set exhibits even
less capability for P. brassicae populations that have overcome the resistance in currently
available clubroot-resistant oilseed rape cultivars. For instance, numerous P. brassicae
populations have demonstrated moderate to high levels of virulence against the clubroot-
resistant B. napus cv. Mendel [38,42–44]. These novel isolates have been provisionally
designated as P1 (+), P2 (+), or P3 (+) as they correspond to P1, P2, or P3 on the differentials
developed by Somé et al. [35] but unlike the original P1, P2, or P3 isolates, they exhibit high
virulence against cv. Mendel.

1.4. Japanese Clubroot Differential Set

Due to the limitations of previous race differentiation systems, such as the Williams
and ECD sets in distinguishing between pathogenic and nonpathogenic populations on
clubroot-resistant cultivars of Chinese cabbage (Brassica rapa ssp. pekinensis) developed in
Japan, Kuginuki et al. [19] introduced an innovative race-differential system. They aimed
to elucidate the genetic diversity in the pathogenicity of P. brassicae in Japan using Japanese
clubroot-resistant F1 hybrid cultivars and lines of B. rapa [19]. This system incorporated five
clubroot-resistant F1 cultivars of Chinese cabbage (CR Kanko, CR Kukai 65, CR Ryutoku,
CR Utage 70, and CR W-1116) along with a susceptible F1 cultivar of Chinese cabbage
(Muso) as hosts. The incorporation of these cultivars enabled the identification of clear and
distinguishable resistant or susceptible responses to P. brassicae populations from Japan.
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Utilizing this system, 36 P. brassicae field populations from Japan were successfully classified
into four groups or pathotypes.

However, Osaki et al. [45] modified the classification system proposed by Kug-
inuki et al. [19] by using six clubroot-resistant B. rapa and a susceptible Chinese cabbage
cultivar (cv. Nozaki Nigo) as differential hosts. Four pathotypes (A–D) were identified
after inoculation of seven cultivars of Chinese cabbage with 17 P. brassicae populations from
cruciferous crops (Table 4).

Table 4. Plasmodiophora brassicae-pathotype classification scheme on the Brassica rapa hosts of the

Japanese Clubroot Differential Set proposed by Osaki et al. [45].

Differential Host Resistance Genes
Pathotype Designation

A B C D

CR Kanki 100 n. i. + + − −

CR Kanko n. i. + + − −

Utage 70 n. i. + − + −

Kukai 65 n. i. + + − −

Ryutoku n. i. + + − −

Fukutakara 70 n. i. + + − −

Nozaki Nigo a none + + + +
a Susceptible B. rapa cultivar used as control; n. i.: not identified; (+) compatible; (−) incompatible.

Lastly, yet importantly, the Chinese cabbage cultivar Utage 70 possesses a distinct and
important genetic background, as described by Kuginuki et al. [19], and plays a significant
role in the pathotype classification system. However, this specific cultivar is not commer-
cially available and cannot be procured anymore. Consequently, Hatakeyama et al. [46]
have proposed a modified differential system, wherein the Chinese cabbage cultivar Super
CR Hiroki is a substitute for CR Utage 70.

1.5. Canadian Clubroot Differential Set

The observed significant variability in the virulence of P. brassicae across all differen-
tial sets [33–35], as well as the increasing P. brassicae populations capable of overcoming
the resistance of resistant canola cultivars, indicates that these differentials did not fully
capture the range of pathogenic diversity present in P. brassicae populations from Cana-
dian canola [21]. Consequently, Strelkov et al. [36] developed a new classification system
called the Canadian Clubroot Differential, or CCD set, which included the differentials of
Williams [33] and Somé et al. [35], eight hosts of the ECD Set [34], and the clubroot-resistant
B. napus cultivar Mendel [47], the open-pollinated canola cv. Westar, and the clubroot-
resistant hybrid canola cv. 45H29. P. brassicae isolates were inoculated onto each host within
the CCD set and the disease development was evaluated six weeks post-inoculation. In
this system, the clubroot disease severity index varied from 0 to 100 and a cut-off point of
50% was used to classify reactions as susceptible or resistant. Pathotypes were outlined
by observing host reactions, characterized by distinct virulence patterns that differentiate
individual pathotypes. Populations of P. brassicae that produced a unique virulence pattern
on the CCD set were assigned a letter (A, B, C, etc.) to distinguish between different
pathotypes [21]. Since the CCD set includes all of the differentials of Williams [33] and
Somé et al. [35], each population also was assigned a pathotype classification based on each
of those systems [21].

A proposed draft for the classification of P. brassicae pathotypes on the CCD set is
presented in Table 5, wherein 106 isolates, which were collected in Alberta/Canada, were
classified into 17 unique pathotypes. However, the CCD set has a greater differentiating
capacity [36].
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Table 5. Plasmodiophora brassicae-pathotype classification scheme on the hosts of the Canadian

Clubroot Differential (CCD) set by Strelkov et al. [36].

Pathotype Designation a

CCD A B C D E F G H I J K L M N O P X
Williams 3 2 5 3 8 2 5 3 5 8 5 5 6 8 3 8 5
Somé P2 P2 P2 P2 P2 P2 P3 P2 P2 P3 P3 P3 P2 P2 P3 P2 P3

Differential Host Reaction b

ECD 02 − − − − − − − − − − − − − − − − −

ECD 05 + + + + + + + + + + + + + + + + +
ECD 06 + + + + + + − + + − − − + + − + −

ECD 08 + + + + + + + + + + − + + + + + +
ECD 09 + + + + + + − + + − − − + + + + −

ECD 10 − − − − − − − − − − − − − − − − −

ECD 11 − + − − − + − − − − − − − − − − −

ECD 13 + + − + − + − + − − − − + − − − −

Brutor + + + + + + + + + + + + + + + + +
Laurentian + + − + + + − + − + − − − + + + −

Mendel + + − − − − − − − − − − − − − + +
Westar + + + + + + + + + + + + + + + + +
45H29 + + + + + − + − − + + − − − + + +

a CCD pathotypes F, H, I, M, and N correspond to the original pathotypes 2, 3, 5, 6, and 8, as defined on the
differentials of Williams [33], which cannot overcome resistance in any clubroot resistant B. napus host; CCD
pathotype L corresponds to the P. brassicae population D-G3 reported by Strelkov et al. [27], while CCD pathotype
X corresponds to the populations L-G1, L-G2, and L-G3 reported by Strelkov et al. [27]. ECD 02: Brassica rapa var.
rapifera line aaBBCC: ECD 05: B. rapa var. pekinensis cv. Granaat; ECD 06: B. napus var. napus cv. Nevin; ECD 08:
B. napus var. napus cv. Giant Rape selection; ECD 09: B. napus var. napus cv. New Zealand; ECD 10: B. napus var.
napus cv. Wilhemsburger; cv. Brutor: spring oilseed rape B. napus; Laurentian: B. napobrassica cv. Laurentian; Mendel:
first clubroot-resistant B. napus cultivar; Westar: the open-pollinated canola; 45H29: clubroot-resistant hybrid canola.
b plus (+) sign denotes a susceptible host reaction, while a minus (−) sign denotes a resistant reaction. Host reactions
were classified as + or − based on the index of disease (ID) that developed 6 weeks following inoculation; for a
reaction to be considered resistant, the mean ID must be <50% and the 95% confidence interval must not exceed 50%.

Incorporating all differential hosts from Williams [33] and Somé et al. [35] into the CCD
set allowed for determining pathotype designations based on these systems, facilitating
direct comparisons. Each unique virulence pattern observed on the hosts within the CCD
set was considered a distinct pathotype of P. brassicae and was denoted by a single uppercase
letter for identification purposes. The authors mentioned that while several alternative
pathotype nomenclature systems were evaluated, this set was chosen for its simplicity and
ease of use in extension. Letters were preferred over numbers to prevent confusion with the
numbering systems of Williams or Somé et al. If the total number of pathotypes identified
using the CCD set surpasses the number of letters in the English alphabet, additional
pathotypes could be designated using Greek letters or combinations thereof.

The inclusion of two clubroot-resistant B. napus cultivars, Mendel and 45H29, in the
CCD set facilitated the identification of P. brassicae populations capable of overcoming
clubroot resistance in the existing rapeseed cultivars resistant to clubroot. Segregation
ratios from crosses with cv. Mendel demonstrated the involvement of at least one dominant
and two recessive genes in this cultivar [47]. Moreover, the authors asserted that the spring
oilseed rape cv. ‘Brutor’ was included in the CCD set because it was one of the differentials
utilized by Somé et al. [35]. Nevertheless, ‘Brutor’ exhibited susceptibility to all of the
tested populations of P. brassicae, thus failing to contribute to differentiation capacity. While
excluding it from future studies could reduce the total number of differential hosts, it would
be impossible to assign pathotype designations according to Somé et al. [35]. Similarly,
the old canola cultivar ‘Westar’ showed susceptibility to all tested pathogen populations
and given that ECD 05 already serves as a susceptible check, its removal from the CCD set
appears justified. Eliminating ‘Brutor’ and ‘Westar’ would reduce the total number of CCD
differentials to 11, thereby simplifying assessments of physiological specialization in the
clubroot pathogen and conserving time and space.



Pathogens 2024, 13, 313 8 of 13

1.6. Korean Clubroot Differential Set

The research team from Korea proposed the use of four distinct hosts of Chinese
cabbage as an effective screening system for identifying resistant cultivars of B. rapa [39].
They specifically focused on Chinese cabbage as the primary source of P. brassicae isolates,
using 11 isolates derived from Chinese cabbage and one isolate from cabbage (B. oleracea).
These isolates were categorized into five pathotypes using the Williams differential set [33].
Subsequently, these isolates were inoculated onto clubroot-resistant cultivars of Chinese
cabbage, revealing differential responses among isolates previously classified as the same
pathotype by Williams. From an initial pool of 22 Chinese cabbage cultivars from Korea,
China, and Japan, the authors identified four cultivars that seemed suitable for resistance
breeding in clubroot-resistant Chinese cabbage (Table 6). Later on, populations of P. brassicae
were inoculated into each host and the severity of club development on each plant was
assessed using a scale ranging from 0 to 4, as outlined by Kuginuki et al. [19]. Hosts
exhibiting disease severity (DS) ratings of ≤1 were classified as ‘resistant,’ whereas those
with DS ratings of ≥2 were labeled as ‘susceptible’ (Table 6).

Table 6. Plasmodiophora brassicae-pathotype classification scheme on the Korean clubroot differential

set developed by Kim et al. [39].

Cultivar Pathotype Designation

Pathotype 1 Pathotype 2 Pathotype 3 Pathotype 4

Noranggimjang S S S S
CR-Cheongrok R R S S
DegaoCR1016 R S R S
Akimeki R R R S

S: susceptible response; R: resistant response.

The investigation revealed that all field isolates examined in this study were classified
into the four groups outlined in Table 6. However, the study encountered limitations due
to the restricted number of P. brassicae isolates, with exclusive use of B. rapa as hosts. The
‘Korean’ system proposed by Kim et al. [39] is primarily adapted for Chinese cabbage, yet
its applicability for diversifying isolates originating from winter oilseed rape or spring
canola is constrained by the insufficiency of host differentials. To validate the efficacy of
this system for Chinese cabbage breeding, it is imperative to assess a larger sample size
of isolates from Asia, as well as those from Australia, Canada, and Europe. Given the
prevalent infection patterns shared between cabbages in Europe and oilseed rape [32], the
efficacy of ‘the Korean Differential Set’ may extend beyond Asia. However, its effectiveness
might be limited to regions with extensive Chinese cabbage cultivation.

1.7. Chinese Sinitic Clubroot Differential Set

As more clubroot-resistance genes are being identified in B. rapa, several commercial
clubroot-resistant hybrids of Chinese cabbage have been used for local pathogen classi-
fication in China, Korea, and Japan [19,39]. However, the availability of commercial F1
hybrids of Chinese cabbage suitable for clubroot differentiation is only sometimes assured,
posing a potential limitation to their future utility [46]. Moreover, specific clubroot-resistant
genes exhibit complete dominance in inheritance [48,49], while others follow a quantitative
inheritance pattern [50]. In such instances, using F1 hybrids as hosts for differentiating
pathotypes of P. brassicae is not recommended. Additionally, the genetic background and
clubroot-resistant genes often need to be clarified for most hosts used in clubroot differen-
tiation sets, with exceptions such as hosts ECD01 to ECD04 [51]. Hence, Pang et al. [37]
have developed a set of differential hosts known as the Sinitic Clubroot Differential (SCD)
set. This set utilizes eight clubroot-resistant inbred lines of Chinese cabbage with known
resistance gene(s), along with a clubroot susceptible inbred line of Chinese cabbage, BJN3-1,
to provide a stable platform for characterizing P. brassicae pathotypes (Table 7).
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Table 7. Plasmodiophora brassicae-pathotype classification scheme on the Brassica rapa hosts of the

Chinese Sinitic Clubroot Differential Set presented by Pang et al. [37].

Differential Host Resistance Genes
Pathotype Designation

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

CR-096 Novel CR gene(s) a − − − − − − − − − + − − − − − −

CR-20 Crr1 a, Crr4 a − − − − − − − − + + + − − + + +
CR-26 Crr1 a − − − − − − + + + + + − − − + −

CR-77 CRa b, Crr1 a − − − − − + − + + + + − + − + +
222 CRa c − − − + + + − + − − + − − + + +
CR-75 CRa b, Crr2 c − − + + − − − − − − + + − + − +

85–74 CRd b − − − − − − − − − − − − + − − −

CR-73 Crr3 b, Crr4 b − + − − − − − − − − − − − − − −

BJN3-1 None + + + + + + + + + + + + + + + +

a Landraces; b Pang et al. [49]; c Chen et al. [52]; (+) sign denotes a susceptible host reaction, while a minus (−)
sign denotes a resistant reaction. Host reactions were classified as + or − based on the disease index (DI) that
developed 6 weeks following inoculation. The resistance was determined if the mean DI was lower than 25 and
its associated 95% confidence interval did not overlap 50%.

The populations of P. brassicae were inoculated onto each host within the SCD set and
disease development was assessed six weeks post-inoculation. Resistance was determined
if the mean disease index was below 25 and its associated 95% confidence interval did
not overlap 50%; otherwise, susceptibility was concluded. In theory, this system has the
capability to distinguish 256 pathotypes of P. brassicae. However, Pang et al. [37] identified
16 distinct pathotypes among 132 field isolates.

The advantageous aspect of the SCD set is the presence of known resistance genes, of-
fering a significant opportunity to develop differential host sets for pathogen differentiation
and the breeding of resistant cultivars.

2. Limitations of the Current Host Differential Sets

All existing systems exhibit both advantages as well as limitations in identifying
the pathotypes from each Brassica species and characterizing their virulence spectrum
or pattern on Brassica genotypes. Table 8 presents a summary of the comparison of all
classification systems listed in this review. While variations exist in the dates of inoculation,
types and quantities of inoculum, and disease assessment data, determining an appropriate
threshold for resistance and susceptibility of genotypes remains a challenging task.

Table 8. Summary of the comparison of all classification systems for the categorization of Plasmodio-

phora brassicae populations.

Classification
Systems

Number
of Plant
Species

Brassica Species

Plant Age at
the Time of
Inoculation

(Days)

Inoculum
Type

Inoculum
Concentration

Disease
Assessment

Date
Scale

Disease
Index (DI)

Cut-Off
Point

American set a 4
2 × B. napobrassica
2 × B. oleracea

7 infested soil 1 × 108 spores/cc soil 35 dpi i 0–3 yes
not

defined
European
Clubroot
Differentials b

15
5 × B. rapa
5 × B. napus
5 × B. oleracea

10
spore
suspension

1 × 107 spores/mL 35–56 dpi 0–3 yes 33%

French set c 3 3 × B. napus 6 to 10
spore
suspension

1 × 104 spores/mL 35–42 dpi 0–3 yes 25%

Japanese set d 6 6 × B. rapa 0 h infested soil 5 × 106 per g soil 42 das j 0–3 no DS ≤ 1

Korean set e 4 4 × B. rapa 10
spore
suspension

5 × 107 spores/mL 30 dpi 0–4 no DS ≤ 1

Canadian
Clubroot
Differentials f

13
2 × B. rapa
9 × B. napus
2 × B. oleracea

6
spore
suspension

1 × 107 spores/mL 42 dpi 0–3 yes 50%

Chinese Sinitic
Clubroot
Differentials g

8 8 × B. rapa 5
spore
suspension

1 × 107 spores/mL 42 dpi 0–3 yes 25%

a Williams [33]; b Buczacki et al. [34]; c Somé et al. [35]; d Osaki et al. [45]; e Kim et al. [39]; f Strelkov et al. [36];
g Pang et al. [37]; h seed sown directly into infested soil; i days post inoculation (dpi); j days after sowing (das).
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Moreover, the increase in P. brassicae populations capable of overcoming the resistance
of Brassica cultivars presents an additional challenge in classifying pathotypes using cur-
rent classification systems. The overcoming of clubroot-resistant cultivars may arise from
the selective propagation of pathogenic genotypes on the Brassica cultivars. Each field
population of P. brassicae is often heterogeneous and comprises multiple pathotypes, as
evidenced by analyses of the pathogenicity of single-spore isolates of P. brassicae obtained
from a single gall or field population [8,43,53–55]. Therefore, the optimal assessment of
pathotypes should begin with isolating single spores to ensure that the study relies on pure
genetic variants rather than mixtures of pathotypes. This effort is significantly challenging
due to the potential presence of mixed strains within most P. brassicae populations found in
individual root galls, as documented in canola roots in Alberta [56]. In this investigation,
RNase H-dependent PCR (rhPCR) analyses revealed that 50 out of 79 galls contained
P. brassicae populations including more than one strain. Consequently, researchers should
aim to identify the prevalence of single spore isolates in the field and evaluate their rel-
ative proportions. The discovery that over 60% of galls contain ‘more than one’ isolate
presents a formidable challenge, given the spatial and temporal limitations natural in
pathotype classifications.

Moreover, international research teams should attempt to utilize assessments using
near-isogenic lines with single resistance (R) genes, aiming to approach the detection of
gene-for-gene relationships as closely as possible. This effort may prove challenging given
the complexity of the Brassica-Plasmodiophora pathosystem, which encompasses numerous
genes, gene variants, and types, along with a multitude of gene combinations. Additionally,
discrepancies in the nomenclature of the same genes among various research teams and
the identification of duplicates of the same gene [57] further complicate matters, potentially
leading to significant variations in plant reactions.

Navigating towards standardized pathotyping tests should also involve considera-
tions regarding the severity scales used, uniform formulas for calculating disease indices,
and consistent thresholds. Broader scales, such as the 0–4 scale used by Kim et al. [39],
straightforward calculations like the formula proposed by Horiuchi and Hori [58], which
should be modified to the scale 0–4, and stringent cutoff thresholds e.g., 25%, as suggested
by Somé et al. [35] appear to be the most suitable choices.

Recent study suggested that the evolution within a given pathotype is driven by
changes in the aggressiveness of the pathogen [59]. The further intensive cultivation of
oilseed rape and the popularity of cruciferous vegetables may accelerate the emergence of
new pathotypes. The pathotype designation system will therefore also have to undergo
evolutionary changes.

3. Concluding Remarks

Balancing regional or national priorities while simultaneously harmonizing or stan-
dardizing international systems presents a significant challenge. The designation of ’custom-
made’ pathotypes modified for nationwide screening or breeding purposes by specific
companies offers numerous advantages. Users can precisely track the development of new
pathotypes or races and compare current and previous pathogen populations, allowing
conclusions to be drawn regarding the direction of their evolution. However, interpreting
data internationally becomes challenging, if possible. The addition or deletion of a host
differential, even among many, alters the pathotype designation. Frequently, new pathotyp-
ing systems utilize only a subset of existing differential sets and introduce their own new
hosts, leading to considerable confusion. Nevertheless, the unique composition, diversity,
and continual changes in local pathogen populations often necessitate such an approach.
Furthermore, some users primarily focus on a specific Brassica host (e.g., B. napus or B. rapa),
representing the unjustified use of host differentials from other Brassica species.

Using plant host differentials that remain consistently susceptible or resistant to the
studied isolates not only expands the screening area unnecessarily but also entails excessive
work and costs without yielding any novel or conclusive results. Consequently, adopting
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the ‘Global Host Differential Set’ by breeders seems improbable despite the potential
benefits it could offer for population studies of P. brassicae.

Due to the increasing cultivation of winter oilseed rape, spring canola, and the popu-
larity of vegetable brassicas combined with short crop rotations, we are witnessing a rapid
emergence of new pathotypes of P. brassicae. Furthermore, some pathogen populations,
once confined to small areas, have now significantly expanded. Given the extensive breed-
ing efforts to develop clubroot-resistant cultivars, numerous independent differential host
series will likely continue to be utilized, with new ones being developed over time.

The promising prospect lies in genetic tools currently being used to sequence the entire
genomes of the pathogen. This advancement is expected to facilitate comparisons between
isolates of P. brassicae and pathotypes from various locations. However, genetic descriptions
must be accompanied by screening test results using as extensive of a differential set as
possible. It is also essential to use the seeds of host differentials from safe and reliable
seed suppliers. Essentially, by navigating toward race-specific phenotyping and utilizing
single spore isolates and near-isogenic lines that vary with R genes, we can significantly
advance research on the current composition and shifts in P. brassicae populations. Har-
monizing evaluation systems through the adoption of consistent symptom evaluation
scales, disease index calculation formulas, and disease thresholds, as well as striving to
match the Global Host Differential Set as closely as possible, are important steps in this
advancement. Both basic and applied research stand to gain substantial benefits from this
level of standardization.
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