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Table S1. Extracted fungal DNA (log10) from healthy and infected maize tissues (KDVI and GAF maize lines. 

Isolate 
Control Tissue 

KDV1 Maize Line GAF 4 Maize Line 
Infected Tissue 

Aspergillus flavus (ng/µl) Healthy Plant (ng/µl) Roots Shoots (ng/µl) Roots (ng/µl) Shoots (ng/µl) 
1 0.095 0 1.364877 1.742853 0.8866012 2.109021 
2 0.095 0 0.439227 0.6932703 0.2812233 0.4079242 
3 0.1498 0 0.721782 0.5111399 0.6285084 -0.2757575 
4 0.0258 0 2.036252 1.846066 0.06390438 -1.053601 

 
Table 2. Comparison of extracted fungal DNA concentrations from control and infected maize tissues for GAF4 and KDV1 respectively, according 
to 1-way ANOVA, Tukey’s multiple comparison test and Post linear trend analysis (p ˂ 0.05) illustrating significant test variances. (*: variance; sig: 
significance). 
Maize Line 1-Way ANOVA (P < 0.05) Tukey's Multiple Comparison Test (P < 0.05) Post-Test Linear Trend (P < 0.05) 

  Control vs Infected Control vs Infected Control vs Infected 
GAF4  No sig. variance (p < 0.05)   No sig. variance (p < 0.05)  No significant linear trend 
KDV1  Sig. variance (p < 0.05) **   Sig. variance (p < 0.05) *  No significant linear trend 

  Control roots vs Infected roots*  
  Control roots vs Infected shoots*  
  Control shoots vs Infected shoots*  
    Infected roots vs Infected shoots   

 
 


