Temporal establishment of the colon microbiota in Angus calves from birth to post-

weaning
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Introduction

* The hindgut microbiome remains largely unexplored in ruminants and plays a key role in health and productivity.

* A range of commensal microbes within the gastrointestinal tract (GIT) function in processes including immune development,
nutrient supply, prevention of pathogenic diseases and overall health (Myer et al., 2015, Arshad et al., 2021, Xu et al., 2021,
Zhang et al., 2021).

 Diarrhoea in neonatal calves has a severe economic impact on the beef and dairy industries. Veterinary interventions
together with calf morbidity, mortality and latent effects on health and performance are notable costs (Carter et al., 2021).

* Initial post-natal host-microbe interactions are fundamental to the programming and development of the adaptive immune
system (Malmuthuge et al., 2015, Lyons et al., 2020,).

Objective
The aim of this research was to characterise the ontogeny of microbial establishment within the colon digesta from birth until
the early post-weaning period.
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Conclusion
Stabilisation of the colon microbial composition occurred from D14 to D21 (D14 vs D21; P=0.22) with weaning also affecting the

microbial composition (D28 vs D96; P<0.05).
The findings from this study are amongst the first to describe the ontogeny of colonisation of the colon microbiota, from birth
until weaning in beef calves, and provides fundamental information on the potential to promote the establishment of beneficial

microbes in the lower GIT of ruminants.
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