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Table S1.  Lifespan analysis of the effect of drr-2 over-expression on DR.  Adult mean 

lifespan, in days, observed in lifespan analysis.  Lifespan experiments were carried out at 

20°C, unless noted otherwise.  100 µg/ml of FUDR was added to each plate to stop the 

progeny production, if indicated.  ‘75%’ is the mean lifespan of the 75th percentile (the 
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age at which the fraction of animals alive reaches 0.25).  ‘n’ shows number of observed 

deaths relative to total number of animals started. The difference between these numbers 

represents the number of animals censored during the experiment, and includes animals 

that exploded, bagged (i.e. exhibited internal progeny hatching), or crawled off the plates.  

‘% change’ is the percentage of lifespan extension of either mutants compared to the N2 

control or the ad libitum (1 x 1011) control.  P values were calculated by pair-wise 

comparisons to the N2 control, each consisting of control and experimental animals 

examined at the same time.  P values in parentheses indicate comparisons between EQ49, 

EQ191, EQ192 and eat-2(ad1116).  EQ191 and EQ192 were generated by crossing the 

pAH11(drr-2p::drr-2::gfp) extrachromosomal array into the eat-2(ad1116) mutant 

background, while EQ49 was generated by injecting 30ng/µl pAH11(drr-2p::drr-2::gfp) 

plasmid into eat-2(ad1116) mutants.  We used Statview 5.01 (SAS) software for 

statistical analysis and to determine means and percentiles.  The logrank (Mantel-Cox) 

test was used to test the hypothesis that the survival functions among groups were equal.  

Repetitions of the same experiments are listed in order.  ‘*’ indicates the sets of 

experiments plotted and shown in Figures.   
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Table S2.  Lifespan analysis of drr-2 over-expressing animals grown on various 

RNAi bacteria.   Adult mean lifespan, in days, observed in lifespan analysis.  Lifespan 

experiments were carried out at 25°C for TOR/let-363 RNAi experiments and at 20°C for 

all other experiments.  RNAi treatments were initiated from hatching, except for TOR/let-

363 RNAi experiments, which was initiated at Day 1 of adulthood.  ‘75%’ is the mean 

lifespan of the 75th percentile (the age at which the fraction of animals alive reaches 

0.25).  ‘n’ shows number of observed deaths relative to total number of animals started. 

The difference between these numbers represents the number of animals censored during 

the experiment, and includes animals that exploded, bagged (i.e. exhibited internal 

progeny hatching), or crawled off the plates.  ‘% change’ is the percentage of lifespan 

extension compared to the empty vector (L4440) control.  P values were calculated by 

pair-wise comparisons to the vector control, each consisting of control and experimental 

animals examined at the same time.  We used Statview 5.01 (SAS) software for statistical 

analysis and to determine means and percentiles.  The logrank (Mantel-Cox) test was 

used to test the hypothesis that the survival functions among groups were equal.  

Repetitions of the same experiments are listed in order.  ‘*’ indicates the sets of 

experiments plotted and shown in Figures.   



 6 

 

Table S3.  Lifespan analysis of various mutants grown on drr-2 RNAi bacteria.  

Adult mean lifespan, in days, observed in lifespan analysis.  Lifespan experiments were 

carried out at 20°C, unless noted otherwise.  ‘75%’ is the mean lifespan of the 75th 

percentile (the age at which the fraction of animals alive reaches 0.25).  ‘n’ shows 
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number of observed deaths relative to total number of animals started. The difference 

between these numbers represents the number of animals censored during the experiment, 

and includes animals that exploded, bagged (i.e. exhibited internal progeny hatching), or 

crawled off the plates.  ‘% change’ is the percentage of lifespan extension compared to 

the empty vector (L4440) control.  P values were calculated by pair-wise comparisons to 

the vector control, each consisting of control and experimental animals examined at the 

same time.  We used Statview 5.01 (SAS) software for statistical analysis and to 

determine means and percentiles.  The logrank (Mantel-Cox) test was used to test the 

hypothesis that the survival functions among groups were equal.  Repetitions of the same 

experiments are listed in order.  ‘*’ indicates the sets of experiments plotted and shown in 

Figures.   

 

 


