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Hypothesis

Single nucleotide polymorphisms (SNPs) in genes involved in or directly 20 unrelated Texel ewes
related to 1C metabolism lead to inter-individual and inter-breed l
variability in metabolic responses to micronutrient deficiencies in sheep. Sequenced to depth of 30X
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Results
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Summary

Inter-individual and inter-breed variation in 1C metabolism and related pathways results from SNPs in 1C regulatory genes. They therefore
support and promote the importance of early identification of susceptible animals to enable effective management of B12 deficiency through
targeted supplementation and selection of genetic tolerance in breeding programmes.


http://www.bbsrc.ac.uk/

