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Abstract #70

Discussion & Conclusions

* Cows had higher microbial richness and greater
consistency than calves
e Cows' microbial composition was affected by

Introduction

'The rumen microbiome is established very early
in life, possibly even before birth (Skillman et

Analysis

* DNA extraction by RBB+C method and QIAmp mini
ﬂme_ Abundance 1 stool kit (Yu and Morrison, 2004)

— 1| *Sequencing by [llumina HiSeq 2500
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al., 2004; Alipour et al., 2018). The established
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population may affect performance, feed
efficiency and host health (Myer et al., 2015). In
humans, maternal factors such as gestational diet
and mode of delivery influence early colonization
of the gut microbiome (Rodriguez et al., 2015).
Little information on these effects in ruminants
is currently available.
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Figure 1. Computational methods flow diagram
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et al., 2015%)
e Abundance and diversity analyses by QuiME and
QIIME2 (Caporaso et al., 2010; Bolyen et al., 2018)
* Correlations by R software

Results

* Taxonomic assignment by Metaxa2 (Bengtsson-Palme

NR, but not their richness

* Calves' microbial richness and composition
were altered by both cs and Nr

*cs and NR were significantly different than
CON, but not different from each other

* Age had greater effect on species abundance
than treatment

* Delivery by caesarean-section decreased the
correlation between a dam's and her calf's
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