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ny. North Carolina State University Animal Science Seminar. Raleigh, NC,



November 25, 2019.

6.) The use of ‘Big Data’ in a modern swine breeding program now and in the
future. Beef Improvement Federation Annual Meeting. Brookings, SD, June
18-21, 2019.
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SOFTWARE Geno-Diver: A genetic simulation program that is able to simulate quantitative
and/or fitness characters.

Unfavorable Haplotype Finder: Software that identify haplotypes contained wit-
hin a run of homozygosity (ROH) that give rise to an unfavorable phenotype.

ROH Calculation: Software that calculates whether a SNP is in a run-of-homozygosity
of a specified length.

ROH Relationship Matrix: Software that calculates a run-of-homozygosity based

relationship matrix.
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