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In Table 2 of the article by Morgavi et al. (2010), presented in Animal, some errors were inadvertently given in the ‘Fibre
digestibility’ and ‘Acetate/propionate’ columns. The correct version of Table 2 is shown below. The authors apologise for any
confusion caused.
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Table 2 Effect of several additives on methane production, microbial populations, fibre digestibility and acetate/propionate ratio in rumen
incubations in vitroa

Additive CH4 Methanogens Rfl Ral Fsu Fungi Protozoa
Fibre

digestibility
Acetate/

propionate Reference

BCM 290%* 2100%* 248%* 168%* 130% No effect No effect Decreased (Goel et al., 2009)
BCM 2 290%* 2100%* 266%* 18% 162%* No effect No effect Decreased (Goel et al., 2009)
BES 286%** 290%** No effect 150%** 260%** Decreased (Guo et al., 2007)
Saponins 28%** No effect No effect 141%** 279%** 250%* Decreased (Guo et al., 2008)
Saponins 216%* 280% 290% No effect 270%* 250% 225%* Decreased (Wina et al., 2005)
Saponins 26% 278% 130% 140% 240% 239% No effect No effect (Goel et al., 2008)

Rfl 5 Ruminococcus flavefaciens; Ral 5 Ruminococcus albus; Fsu 5 Fibrobacter succinogenes; BCM 5 bromochloromethane; BES 5 bromoethanesulfonate.
aAll the additives were added to batch mixed cultures in vitro except BCM 2 that was added to continuous cultures.
Cellulolytic bacterial species, methanogens and fungi were estimated by quantification of their rrs gene by relative quantitative PCR, except in the work of Wina
et al. (2005) in which they were estimated by quantification of 16S RNA using dot blots, and in Guo et al. (2008), in which methanogens were estimated by
PCR quantification of the mcrA gene.
Protozoa were quantified by cell counting or by rrs gene PCR quantification (only in Guo et al., 2008).
*, ** Indicate significant differences (P , 0.05 and P , 0.01, respectively) as reported in the original reference.
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