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Additional file 1: Results of principal component analyses using geometric morphometrics 

data to quantify the amount of transgression in shape of interspecific hybrids of 

haplochromine cichlids. Graphs show the distribution in morphospace of seven different F1 

hybrid crosses and the corresponding homospecific crosses of species pairs with increasing 

genetic distance from smallest (a, b, c) to largest distance (g). Abbreviations of species names 

correspond to Table 2. Every data point represents one individual. Filled symbols indicate 

parental species, triangles indicate F1 hybrids. Blue squares encompass the phenotype range 

of the combined parental species; red squares represent the phenotype range of F1 hybrids. 

The percentage of variance explained by principal component 1 and 2 are shown in brackets. 

Note that the visualization of transgression is restricted to the first two axes of shape variation 

here, which is not (or not entirely) representative of the total amount of transgression found 

per cross type. 

 


