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Figure EV1. Rescaled logistic fit parameters are equivalent to fits performed on rescaled data.

A Scatter plot of the three logistic fit parameters for each curve that were obtained either by fitting the raw data directly and renormalising the fit parameters with
respect to the development time (blue points) or rescaling the data and then performing the fit (orange points).
B Histogram of the mean squared error between the raw adjusted and the rescaled fit data points.

Figure EV2. Detailed within-population vs. between-population trait
pair correlations.

1 : : : Trait pairs within- vs. between-population correlations are plotted for an
(l,A) / extended coIIectioq of traits (21 Pairs of 7 trgits) cf. Flg 3E (}O pairs ofs traits).
/ The mean of the within-population correlation coefficients is plotted with the
s standard deviation as error bars against the between-population correlation

coefficient. The red dashed line indicates equivalence. N = 673 biological
replicates for each trait pair. The pairs of traits are annotated on the figure. In
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