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Supplementary Tables 
 
Tables S1 and S2 can be found as separate excel files. The legends are in the following: 
 
Table S1. Genesect interaction and GO analysis between the transcriptomic data of AtOXR2-OE 
plants (Colombatti et al. [39]) and different clubroot transcriptome data. A. Data available in 
Siemens et al. [50], B. Data available in Agarwal et al. [24], C. Data available in Jubault et al. [53], D. 
Data available from Siemens [51], E. Data available in Irani et al. [54]. 
 
Table S2. Genesect interaction and GO analysis between the transcriptomic data of AtOXR2-OE 
plants (Colombatti et al. [39]) and AtKIN10-OE plants (=SnRK1) [56]. A. Genesect KIN10-OE up-
regulated and AtOXR2-OE up-regulated (p<0.001), B. GO enrichment (Molecular Function) in the 
Genesect list present in (A) from KIN10-OE up-regulated and AtOXR2-OE up-regulated (p<0.001). 
 
 
 
  



Supplementary Figures 
 
 

 
 
Figure S1. Data from the individual additional infection experiments. Upper plant parts of 
representative trays after inoculation of Col-0, oxr2, OXR2-OE plants with 106 spores ml-1 of P. 
brassicae. The controls were inoculated with the buffer only that had been used to resuspend the 
resting spores of the pathogen (see methods). The data were evaluated 28 dai. As a measure for 
disease severity the Disease Index (DI), the percentage of plants in individual disease classes and the 
shoot index (shoot dry weight of infected vs control plants) are given. A low disease index and high 
shoot index stands for more tolerant plants. For calculation of the DI see methods. Disease class 2 = 
small galls; class 3 = large galls, but roots still present, 4 = large galls and no roots present. Results are 
expressed as mean±SD (n=20). Asterisks indicate significant differences between genotypes at p <0.01 
(*) (ANOVA, LSD Fisher test). 



 

 
 
Figure S2. PbBSMT expression normalized to the plant genes AtActin (A), AtYLS8 (B) and AtE2FB 
(C) in roots 20 dai in OXR2 A and B overexpressor lines and mutant oxr2 plants. Results are 
expressed as mean±SD. Asterisks (*) indicate significant differences of thres biological replicates of 
each genotype at p <0.01 (ANOVA, LSD Fisher test). 



 
 



 
 
 
 



 



 



 
 
 



 
 



 
 
 



 
 
Figure S3. Multiple sequence alignment for Brassica OXR2 homologs in comparison with 
Arabidopsis thaliana. Protein sequence alignment and the phylogenetic tree were built using the 
Seaview 4.5.0 software and the PhyML-aLRT-SH-LIKE algorithm [48] with maximum likelihood tree 
reconstruction. Brassica TLDc containing proteins were identified from the Brassica database 
(http://brassicadb.cn/#/) and the Blastp tool [46,47].A total of sixty six homologous sequences from B. 
oleracea (taxid:3712), B. napus (taxid:3708), B. rapa (taxid:3711), B. cretica (taxid:69181) and B. carinata 
(taxid:52824) were used for the analysis.  


