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Figure S2 Comparison of selected kernel protein abundance after Fusarium culmorum 

infection and in the control conditions in the triticale SL (line more susceptible to Fusarium 

head blight) and the RL (line more resistant to Fusarium head blight). Spot numbering is the 

same as in Fig. 2 and 3. The means of %Vol (normalized volume) of spot (three biological 

replicates) and standard deviation bars after infection, are shown. The significance of 



differences between the RL and SL after infection was assessed using Kolmogorov-Smirnov 

Test (three biological replicates, each one with two technical replicates used as means). In the 

control conditions the means of %Vol of spot (two technical replicates) and standard 

deviation bars are shown. The detail quantitative calculations and statistics are indicated in the 

Figure S1. 

 


