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Figure 110. Heatmap of p-values for mom-2(RNAi) (left) and skn-1(RNAi) (right) as calculated in the EMMA 

analyses. Strength of association between genotype and endoderm formation phenotypes is represented as 
–log10(p-value), here depicted as a heatmap (lighter colours – weaker association, darker colors – stronger 

association). An overlap is found in a small region of Ch IV, but no further correlations are observed. 

A mixed-model approach was also tested (EMMA, as previously described in Chapter 2), however 

no significant results were found as the genome-wide permutation-based FDRs were at a much 

higher threshold than the real values (from 10,000 permutations, Manhattan plot for which is 

shown in Appendix V Figure 172). Hence, the probability of having false-positives was extremely 

high, and thus no genetic candidates were identified from this analysis. Similarly to the GWAS 

analysis, when comparing the p-values side by side for the SKN-1 and MOM-2 datasets, it can be 

seen that they both include the same region of chromosome IV (Figure 110).  


