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Figure S1. Comparison of the length of crt-1 mutants and wild-type worms at 0, 24, 29, 48, 53, 72, and 77 h of growth at 20 °C. In all 
cases, the mean (0, 24, 29, and 53 h) or the median (48, 72, and 77 h) of the lengths obtained for 50 worms per strain is represented 
along with their standard deviation or interquartile range, respectively. The choice between representing a statistic or another varied 
depending on the normality of the residuals and consequently, on the statistical test used (parametric or non-parametric) for data 
analysis. Differences were considered significant (*) when p < 0.05, very significant (**) when p < 0.01, and highly significant (***) 
when p < 0.001. 
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Figure S2. Comparison of the length of crt-1 mutants and wild-type worms at 0, 24, 29, 48, 53, 72, and 77 h of growth at 25 °C. The 
mean (0, 5, and 53 h) or the median (24, 29, 48, 72, and 77 h) of the lengths obtained for 50 worms per strain is represented along with 
their standard deviation or interquartile range, respectively. The choice between representing one statistic or the other varied 
depending on the normality of the residuals and consequently, on the statistical test used (parametric or non-parametric) for data 
analysis. Differences were considered significant (*) when p < 0.05, very significant (**) when p < 0.01, and highly significant (***) 
when p < 0.001. 
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Figure S3. Comparison of larval stages in which crt-1 mutants and wild-type worms are at 0, 24, 29, 48, 53, 72, and 77 h of growth at 
20 °C. The percentage of worms in each larval stage (L1, L2, L3, early L4, late L4, young adult, or adult) is represented out of a total 
of 50 worms analyzed per strain at each time point evaluated. Differences were considered significant (*) when p < 0.05, very 
significant (**) when p < 0.01, and highly significant (***) when p < 0.001. 
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Figure S4. Comparison of larval stages in which crt-1 mutants and wild-type worms are at 0, 24, 29, 48, 53, 72, and 77 h of growth at 
25 °C. The percentage of worms in each larval stage (L1, L2, L3, early L4, late L4, young adult, or adult) is represented out of a total 
of 50 worms analyzed per strain at each time point evaluated. Differences were considered significant (*) when p < 0.05, very 
significant (**) when p < 0.01, and highly significant (***) when p < 0.001. 
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Figure S5. Comparison of the length of crt-1 mutants and wild-type worms at 0, 24, 29, 48, 53, 72, and 77 h of growth at 25 °C in the 
presence of 2 μg/μL of tunicamycin. The mean (0, 5, 24, and 72 h) or the median (29, 48, 53, and 77 h) of the lengths obtained for 50 
worms per strain is represented along with their standard deviation or interquartile range, respectively. The choice between 
representing one statistic or the other varied depending on the normality of the residuals and consequently, on the statistical test 
used (parametric or non-parametric) for data analysis. Differences were considered significant (*) when p < 0.05, very significant (**) 
when p < 0.01, and highly significant (***) when p < 0.001. 
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Figure S6. Comparison of larval stages in which crt-1 mutants and wild-type worms are at 0, 24, 29, 48, 53, 72, and 77 h of growth at 
25 °C in the presence of 2 μg/μL of tunicamycin. The percentage of worms in each larval stage (L1, L2, L3, early L4, late L4, young 
adult, or adult) is represented out of a total of 50 worms analyzed per strain at each time point evaluated. Differences were considered 
significant (*) when p < 0.05, very significant (**) when p < 0.01, and highly significant (***) when p < 0.001. 

 


