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CONCLUSIONS & NEXT STEPS

e Characterized microbial species present within bovine LAs, adding to our growing knowledge of prevalent LA taxa

e Community composition differences between LA types are reflected in functional profiles: Fusobacterium-
dominated LAs had a distinct functional signature

e These results will guide the development of TE-based tools aimed at tracing LA-associated taxa to their potential
origin throughout the bovine gastrointestinal tract
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