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Online Resource 4. QTL mapping results. 
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Online Resource 4. QTL mapping of the six segregating traits against the two genetic maps. Red lines represent the QTL 

mapping of six traits against the P. arabica genetic map (a), and blue lines represent the QTL mapping against the UEF 

genetic map (b). The dashed horizontal line represents the threshold for significance computed by the 1000 permutation test 

for α= 0.05. X-axes are the marker linkage group and its genomic positions (cM). Y axes are the log of odds (LOD) scores.      
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