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Comprehensive transcriptional profiling of the gastrointestinal tract of ruminants from birth to
4 adulthood reveals strong developmental stage specific gene expression

Elimination of reference mapping bias reveals robust immune related allele-specific expression in
crossbred sheep

2 Global analysis of transcription start sites in the new ovine reference genome (Oar rambouillet v1.0)

N

A mini-atlas of gene expression for the domestic goat (Capra hircus) reveals transcriptional

differences in immune signatures between sheep and goats




