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Appendix 1 
Table A1. Effects of matrix harshness on morphological, mobility and growth dispersal syndromes 
for each individual genotype. Underlined estimates and statistics in larger front size show overall 
differences between residents and dispersers (i.e. mean effects over the five genotypes measured 
separately), and results of contrasts within genotype are also provided. Significant differences are 
shown in bold. 

	   



	

	 2 

 
 

 
 

Figure A1. Optical density of liquid growth media in corridors as a function of time in control and 

harsh matrices in a pilot experiment with 30 dispersal systems (three per matrix treatment and 

time). Optical density at 350nm is an excellent predictor of resource concentration (Pearson 

correlation coefficient = 0.999; t58 = 207.1; p < 0.001). Resource concentration in control matrices 

(blue) did not significantly differ from resource concentration in habitat patches (grey; Estimate ± 

SE = 0.001 ± 0.013; t = 0.071; p = 0.944). Harsh matrices (red) showed a significantly lower 

resource concentration compared to patches (0.111 ± 0.009; t = 11.76; p < 0.001) that did not 

change through time (-0.001 ± 0.002; t = -0.628; p = 0.541). Note that harsh matrices still contained 

some resources although initially filled only with water (26.41 ± 1.85% (mean ± SE) of resource 

concentration in patches), resulting from initial diffusion during manipulation.  
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Figure A2. Effects of matrix harshness on dispersal rate and morphological, movement and 

demographic dispersal syndromes for each genotype in isogenic cultures (control matrix = grey 

dots; harsh matrix = black dots). Dispersal syndromes were computed as the difference of scaled 

trait values between dispersers and residents (Traitdisperser – Traitresident). Mean ± SE are shown.  
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Figure A3. Illustration through a principal component analysis of differences among genotypes in 

the multiple dispersal-related traits quantified. Grey arrows show the contribution of traits to each 

axis of the principal component analysis. Genotypes are represented by differently coloured points 

and ellipses. Note that contrary to Fig. 1b, the present PCA include dispersal rate. 

 


