
 

Fig. S1 Detached leaf- and petiole-assay. A Leaf- (top) and petiole- (bottom) lesions of the susceptible B. oleracea (BRA1909). B Leaf- 

(top) and petiole- (bottom) lesions of the resistant B. villosa (BRA1896). Leaves and petioles were infected with PDA-plugs of actively 

growing Sclerotinia-mycelia attached to the leaf surface and the open cut of the petiole. Mock-plugs (red circle) were used as controls. C-

D Phenotypical comparison of the parental accessions in the two mapping populations via the detached C leaf- and D petiole-assay at 2 

dpi under greenhouse conditions. **p-value < 0.01; ***p-value < 0.001. 

  



 

Fig. S2 Trypan blue staining of infected leaves of A-B BRA1909 and C-D BRA1896. Mycelia and dead plant cells are stained with Trypan 

blue. In the susceptible accession BRA1909, the fungal tends to a dense and compact structured growth mainly within the necrotic tissue 

with a delimited junction between healthy and infected tissue indicated by a layer of dead plant cells in front of the hyphae. In the resistant 

BRA1896, fungal expansion appears less structured, focusing mainly on the leaf surface with no delimited junction between healthy and 

infected tissue. 



 

Fig. S3 Venn diagram showing the proportion of F2-individuals from both mapping populations that are commonly classified as ‘resistant’, 

‘intermediate’, and ‘susceptible’ in the leaf- and the petiole-assay. The grouping is based on the comparison to the resistant (BRA1896) 

and the susceptible (BRA1909) parents. 

  



Table S1 Statistics of the genetic map 

Linkage group Marker Length [cM] Ø-Distance Max. gap [cM] 

C01 121 75.4 0.63 7.8 

C02 122 90.4 0.75 16.2 

C03 233 129.9 0.56 7.9 

C04a 29 20.5 0.73 3.2 

C04b 36 27.1 0.77 2.6 

C05 131 101.5 0.78 7.1 

C06 131 72.7 0.56 5.1 

C07 142 80.5 0.57 6.4 

C08 139 74.6 0.54 6.1 

C09 34 112.3 3.4 44.2 

Overall 1118 784.9 0.71 44.2 

cM = centimorgan 
 



 

Fig. S4 LOD-profiles for A leaf- and B petiole-assays in Population A (red) and Population B (dark gray = 1st assay; turquoise = 2nd 

assay; blue = 3rd assay).  Horizontal lines indicate LOD-thresholds. QTLs are labeled and marked by black dots. 



 

Fig. S5 Sample distance matrix (A) and principal component analysis (PCA, B) of RNAseq samples after regularized log-transformation. 

PC1: variance caused by the species; PC2: variance caused by the Sclerotinia-inoculation. BRA1909 = B. oleracea, BRA1896 = B. villosa;  

C = Mock, I = Inoculated. 

 



 

Fig. S6 Marker gene expression analysis by real-time quantitative PCR at 8 hpi and 16 hpi with 

Sclerotinia in the resistant B. villosa (BRA1896) and the susceptible B. oleracea (BRA1909). 

Asterisks indicate a significant expression compared to the control group. **p-value < 0.01; ***p-

value < 0.001 

 



 

Fig. S7 Marker gene expression comparison of qPCR and RNAseq data at 8 hpi. Asterisks indicate a significant expression compared to 

the control group. BRA1896 = B. villosa; BRA1909 = B. oleracea. Note: the expression of PDF1.2 in B. oleracea in the RNAseq is based 

on an abundance of < 0.1 FPKM in both the control and the inoculated samples and absent in B. villosa. qPCR expression was log2-

transformed for better comparison 


