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Fig. S1 Outline of the phenotyping pipeline 

Shaded boxes show lower animal numbers than 16 mice per sex. 

 

Fig. S2 Heat maps of GMC projects 

Individual heat maps of all parameters from a given GMC project are shown. 

 

Fig. S3 Correlation heat maps for all measured parameters 

Heat map of Pearson correlations for all individual parameters are shown. 

 

Fig. S4 Effect of batch and strain 

For each parameter, the measurements with reference to batch and strain are plotted. 

 

Table S1 Significant parameters from ANOVA for strain as explanatory variable 

measnum: MPD ID of measurement; projsym: project in MPD; varname: parameter name; descrip: 

Description of parameter; units: measured units of parameter; aspect: explanatory variable; mean_sq: 

mean of squares; sum_sq: sum of squares; precise_pvalue_prf: p-value not corrected for multiple testing; 

adj.p.value.BH: p-value adjusted for multiple testing using BH correction. 

 

Table S2 Significant parameters from ANOVA for sex as explanatory variable 



measnum: MPD ID of measurement; projsym: project in MPD; varname: parameter name; descrip: 

Description of parameter; units: measured units of parameter; aspect: explanatory variable; mean_sq: 

mean of squares; sum_sq: sum of squares; precise_pvalue_prf: p-value not corrected for multiple testing; 

adj.p.value.BH: p-value adjusted for multiple testing using BH correction. 

 

Table S3 Significant parameters from ANOVA for strain and sex interaction 

measnum: MPD ID of measurement; projsym: project in MPD; varname: parameter name; descrip: 

Description of parameter; units: measured units of parameter; aspect: explanatory variable; mean_sq: 

mean of squares; sum_sq: sum of squares; precise_pvalue_prf: p-value not corrected for multiple testing; 

adj.p.value.BH: p-value adjusted for multiple testing using BH correction. 

 

Table S4 Correlations between parameters 

The table shows the results from the correlation analysis of all parameters used to generate the 

correlation heat map. 

 

Table S5: ANOVA of comparisons between wild-derived, laboratory and diseases model strains 

Results from ANOVA with parameter measurements as response variable and strain groups (wild-

derived, laboratory and diseases model strains) as explanatory variables. 

 

Table S6 Analysis of batch effects 

Results from an ANOVA for all measured parameters as response variable and batch (shipment date) as 

explanatory variable (model: parameter ~ batch). p-values were not corrected for multiple testing. 

 

Table S7 Examples of power calculations from selected trait data 

Three significant traits from the pair-wise comparisons were selected from projects GMC1 and GMC16 

and the group sizes were calculated with the R function power.t.test using the following settings: 

power=0.8, significance level (sig.level)=0.05, standard deviation (sd) as the mean of all sd values for 

the selected parameter over all strains, delta=difference in means between strain 129S1/SvlmJ and any 

other strain. For example for the comparison of center_distance_total between strain 129S1/SvlmJ and 

C57BL/6J, a group size of n=3 would have been enough to detect the observed difference between the 

two strains. For the comparison of center_distance_total between strain 129S1/SvlmJ and NZO/HlLtJ, 

a group size of n=20 would have been necessary to obtain the observed difference between the two 

strains. For the comparison of iron at day 21 between strain 129S1/SvlmJ and A/J, a group size of n=28 

would have been necessary to obtain the observed difference between the two strains. For the 

comparison of iron at day 21 between strain 129S1/SvlmJ and NOD/ShiLtJ, the theoretical group size 

is n=2282. Thus, this difference is too small and not be significant between the two strains. 

 



Table S8 Significance of explanatory variables from analysis of project GMC21 heart weight 

The table shows the results from the statistical analysis obtained from the final linear model: 

lm(log(heart_wt) ~ strain + sex + bw). All three explanatory variables, strain, sex and body weight (bw), 

are significant. 

 


