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Introduction

Animal feed costs are one of the largest expenses for domestic livestock operations!. Therefore, more efficient livestock; those that consume less feed than would be expected based on their size, positively contribute to the economics of these livestock
operations. For both beef cattle and sheep, feed efficiency is directly related to residual feed intake (RFI); the difference between how much food is actually consumed and how much was expected to be consumed based on the animal’s weight?. Several studies
have revealed differences in rumen-located microbes between greatly efficient and inefficient animals. Therein microbes are known to form fermentative by-products (1.e. short-chain fatty acids) that provide ~70 % of the animals daily energy requirements and
directly account for more than 50 % of the animals daily protein requirements’. However, how the microbiota vary in the hind gastrointestinal tract (GIT) has only been sparsely explored despite 10 — 13 % of total gut SCFAs being produced in the ruminants
distal gut*. Further, how microbiota vary in the small intestine remains to be determined despite the potential for microorganisms colonizing these locations to compete for nutrients passing through this absorptive region of the GIT. Furthermore, microorganisms
in all GIT locations may separately contribute to the health phenotype of the host animal . We therefore sampled the microbiota of the duodenum, jejunum, 1leum, colon, and colorectally-obtained feces, in addition to the rumen of twelve lambs that, 1n a residual
feed intake trial were found to be at either extreme of feed efficiency phenotypes to obtain a more complete picture of the gut microbiota’s role in feed efficiency.

Methods

Results & Conclusions
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