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Supplementary Figure 4. Statistical support for oxidative stress pathway dissection. 

O-PLS loadings between sod-1(tm776) and N2, ctl-1(ok1242) and N2, and sod

1(tm776) and ctl-1(ok1242) respectively (a, c and e) show variations in concentration 

that can be linked to metabolites. Internal validations of the above models are 

displayed showing a substantial decrease of performances (R2 and Q2) as genetic 

data are permuted (b, d and f). 


