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UCD/UNL Biobank

2 Healthy Thoroughbred mares (4-5 yr)
Full clinical phenotyping

>80 tissues, 4 fluid types and 9
microbiome sites collected
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FAANG: Equine Studies

Whole-genome sequencing (20x): complete
8 prioritized tissues

RNA-seq (MRNA and small RNA): complete
ChIP-seq underway

. H3K4mel
. H3K4me3
. H3K27me3
. H3K27ac

RRBS (National Research Institute, Poland; Underway)

Adopt a Tissue Initiative: additional tissues
supported by other laboratories

RNA-seq (MRNA and small RNA) complete
Phase Il Underway
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MRNA Results — MDS Plot
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mRNA
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RefSeq Gene

CYP2EL

CYP2E1 highly expressed in liver



Extension of biobank
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Additional Equine FAANG Initiatives

UMN (McCue/Mickelson)

Tools to Link Phenotype to Genotype in the Horse
RNA-seq in Horse and Turkey Transcriptomics
Tools for Precision Medicine in the Horse

12 adult Quarter Horses or QH related breeds
MRNA, IncRNA and miRNA - 16 tissues

Cornell University (Antczak)
Expression Signatures of Equid Lymphocyte Subsets
Defined By Single Cell Sequencing
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