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* The most significant KEGG Pathways
. were  neurodegeneration, neuroactive ligand-receptor
Interaction, and amyotrophic lateral sclerosis.
; * The most significant biological Pathways were positive
* The quality control for genotypes and subsequent analyses are _ o _ _ . . . . L.
- . Figure 2 . The most significant chromosomes associated with mastitis regulation of metabolic process, regulation of signaling,
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produced from Genome-Wide Association Analyses are presented on the and positive regulation of cellular metabolic process.
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2,124 Cattles 94,396 Genetic Variants  With these significant genes Inputted Into DAVID Enrichment
’ analyses Identify the most significant KEGG Pathway and biological » The study identified candidate genes that is associated with
_ _ _ Pathway. heifers being born with mastitis disease. These genes are
Quality Control using pLink involved in potential pathways including metabolic pathway.
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. Figure 3. The most significant KEGG Pathway resulted from enrichment. Diversity & Inclusion  csrsm
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