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SUPPLEMENTARY TABLE 

Supplementary Table 1: Significant metabolites and their respective fold change (log2(FC)) and p 

values (-log10(p)) for native and range expanding pairs C. jacea (CJ) vs. C. stoebe (CS) and G. molle 

(GM) vs. G. pyrenaicum (GP). 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

CJ vs. CS  GM vs. GP 

m/z log2(FC) -log10(p)  m/z log2(FC) -log10(p) 

892.2366 2.8154 3.4282  887.111 9.2804 8.7636 

837.1989 3.0537 3.2022  885.1207 9.039 7.44 

245.094 -7.0019 3.1155  980.8683 8.1151 6.4941 

270.964 -5.8824 3.0457  486.52534 -13.033 6.2126 

213.12 -6.0788 3.037  1096.874 7.8812 6.1562 

352.952 -5.8897 3.0347  492.5648 10.482 5.3132 

557.2904 1.3107 1.2492  250.8271 1.2766 2.0428 

136.0762 1.8652 1.1594  158.2647 4.8462 1.4655 

159.0517 1.1667 1.1396  196.58554 -1.1204 1.455 

84.96074 1.65 1.0988  252.3956 1.2045 1.4386 

536.1757 1.3311 1.0584  1142.875 3.8741 1.4379 

99.00528 1.6044 1.0152  64.50864 -1.0269 1.4038 

87.0236 1.7072 1.0096  922.8092 3.3317 1.3522 

272.955 -2.013 1.0087  1024.339 3.2395 1.3445 

59.02047 1.4073 1.0044  637.3655 1.4521 1.2323 

    187.6822 3.8414 1.1946 

    92.45683 3.2114 1.1408 

    172.38286 -2.1105 1.0878 

    859.1226 5.4774 1.0524 



SUPPLEMENTARY FIGURE 

 

Supplementary Fig. 1 Ablation spots present on the imaged root samples selected for further 

analysis. A set of 50 ablation spots for each replicate of the native and range expanding species was 

selected. The spots selected for further analysis are shown in green. These are present on the root 

sample that has been imaged. The spots that are not selected for further analysis are displayed in red. 

These may or may not arise from the imaged root samples 

 


