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Table S1. Genetic correlation indexes for traits describing the M. truncatula response to spotted alfalfa aphid 

 

 

  



Table S2. Features of QTLs associated with M. truncatula response to spotted alfalfa aphid (SAA) in the A17 x A20 recombinant inbred line 

(RIL) population. The results were obtained from assuming a 1qtl-1trait genetic model. 

 ADW-21 ADW/PDW-

21 

 eSFW-0 

 LG7  LG8 

LOD
a
 4.2 4.07  3.382 

Prob 
b
 0.0006 0.001  0.0034 

LG-interval
c
 7 6  1 

Distance (SD)
 d
 48.2 (4.3) 45.2 (5.0)  3.1 (9.5) 

PEV
e
 0.222 0.222  0.1629 

Effect
f
 1.75 mg 1.85 mg/g  0.01 g 

Mean
g
 6.05 mg 9.39 mg/g  0.54 g 

Genetic Model
h
 Default Default  Default 

a  
Calculated  using a permutation test (5000 permutations). 

b  
Significance test H1:  Linkage Group (LG) is significantly different from zero on the variable. Transformed data was used in the QTL analysis. Models with 

Prob > 0.05 were disregarded. 
c  

Interval in the LG most likely associated with the quantitative trait. 
d  

Distance in cM. 
e 
The proportion of phenotypic variance explained by the genetic model. 

f  
QTL effect on the trait/variable. The phenotypic difference between A17-like and A20-like allelic groups is presented. Effects are expressed as non-

transformed values. 
g  

Mean response of the RIL population expressed as non-transformed values. 
h 
Submodel that is most likely to fit the data (Prob > 0.05); Default, assumes no “variance” effect (Korol et al., 1996), General, allows for the allelic groups to 

differ in variance. 

 


