Excerpt on the calculation errors of the review by
Lamb 2008 including the two tables referred to.
One important point is that the litter size was analyzed using the breeding pair as the
denominator rather than the delivering breeding pair. The number of deliveries in the F3
(3rd generation) matings dropped off for both control and GM test groups and there was
no explanation for this decline (see second row of Table 36). This should have been
addressed. The decline in fertility resulted in an apparent decrease in litter size that is an
artifact of the denominator that they used (see fourth row Table 36). This might best be
illustrated by a fictitious example. If one cohabited 20 pairs and only one pair delivered a
litter of 10 animals, the mean litter size would be 10; not 0.5 as would have been
reported by the authors. If the proper denominator was used, the litter size did not
change for either group compared to the other generations. The authors did not report
the number of litters analyzed at weaning, so we cannot determine whether or not a
similar error was made in the number of weanings/pair. Without the individual animal
data, we cannot test the statistical findings either. In the end, the authors did not see a
treatment effect in this study, but the computational errors raise concern about other
examinations in such an important data set.
The authors also divided the MG study litters into less than 8 and greater than 8 pups
per litter. I have never seen this approach to litter analysis and wonder why and when
they chose to make this comparison. No rationale is provided for this approach. These
data are very difficult to interpret and have dubious scientific meaning. The various
charts lead to a good deal of discussion, but do not really aid in the data interpretation.
The RACB study has similar issues that do affect the authors’ interpretation of their
study. In Table 59 they report data similar to the MG study. Instead of multiple
generations, the table shows multiple litters across the study. One odd point is that they
had one pair that never delivered any litters. There is no explanation for this, and that is
inconsistent with the MG study. They probably should have analyzed the data with and
without this pair in the study because it is not likely related to the treatment. This
amplifies the error of using the wrong denominator because the litter size is understated
for the treated group throughout the study because they again divided by the pairs
cohabited without considering the actual litter size for those mated pairs that actually
delivered litters. They have made the same mistake on the number of pups at birth per
pair and on number of pups at weaning per pair.
The authors’ computational approach results in some key misstatements in Table 59. In
3rd litter for the GM group the mean number of pups per litter is incorrect and should be
9.41, not 9.06. For the 4th litter, the GM group should be 8.65 pups per litter, not 7.21.
Similar mistakes are presented for the pups weaned and the numbers for the GM are
consistently understated. For example, the 4th litter had an average of 9.11 weaned
pups per litter, not 7.21 and the 3rd litter had 12.18 weaned pups per litter not 9.06.
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