63

papers

64

all docs

249298

3,509 26
citations h-index
64 64
docs citations times ranked

162838
57

g-index

4023

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

The Agricultural Genome to Phenome Initiative (AG2PI): creating a shared vision across crop and
livestock research communities. Genome Biology, 2022, 23, 3.

An improved ovine reference genome assembly to facilitate in-depth functional annotation of the

sheep genome. GigaScience, 2022, 11, . 33 24

Variants Within Genes EDIL3 and ADGRB3 are Associated With Divergent Fecal Egg Counts in Katahdin
Sheep at Weaning. Frontiers in Genetics, 2022, 13, 817319.

Ten simple rules to ruin a collaborative environment. PLoS Computational Biology, 2022, 18, e1009957. 1.5 1

A high-density genome-wide association with absolute blood monocyte count in domestic sheep
identifies novel loci. PLoS ONE, 2022, 17, e0266748.

Response of Rambouillet Lambs to an Artificial Gastrointestinal Nematode Infection. Animals, 2022, 12, 10 4
1199. .

Single Nucleotide Polymorphism Effects on Lamb Fecal Egg Count Estimated Breeding Values in
Progeny-Tested Katahdin Sires. Frontiers in Genetics, 2022, 13, 866176.

Genome-Wide Association Analyses of Fertility Traits in Beef Heifers. Genes, 2021, 12, 217. 1.0 10

Characterizing Genetic Regulatory Elements in Ovine Tissues. Frontiers in Genetics, 2021, 12, 628849.

Evolution of the sheep industry and genetic research in the United States: opportunities for

convergence in the twentya€first century. Animal Genetics, 2021, 52, 395-408. 0-6 24

Key genetic variants associated with variation of milk oligosaccharides from diverse human
populations. Genomics, 2021, 113, 1867-1875.

Variation in type two taste receptor genes is associated with bitter tasting phenylthiocarbamide

consumption in mature Targhee and Rambouillet rams. Translational Animaﬁ)Science, 2021, 5, txab142. 04 1

Genes involved in immune, gene translation and chromatin organization pathways associated with
Mycoplasma ovipneumoniae presence in nasal secretions of domestic sheep. PLoS ONE, 2021, 16,
€0247209.

Identifying genetic variants affecting cattle grazing behavior experiencing mild heat load.
Translational Animal Science, 2021, 5, S61-S66.

Examining the extent of environmental contributions toward DNA methylation and phenotypic
variation. Animal Frontiers, 2021, 11, 83-89.

A novel understanding of global DNA methylation in bobcat (<i>Lynx rufus</i>). Genome, 2020, 63, 0.9 4
125-130. :

Genomed€wide association study to identify genetic loci associated with gastrointestinal nematode

resistance in Katahdin sheep. Animal Genetics, 2020, 51, 330-335.

Global Analysis of Transcription Start Sites in the New Ovine Reference Genome (Oar rambouillet) Tj ETQQ0 0 0 rgBT [Overlogk 10 Tf 50



20

22

24

26

28

30

32

34

36

BRENDA M MURDOCH

ARTICLE IF CITATIONS

Genetic structure and admixture in sheep from terminal breeds in the United States. Animal Genetics,

2020, 51, 284-291.

De novo assembly of the cattle reference genome with single-molecule sequencing. GigaScience, 2020,

9,. 3.3 380

28 The functional annotation of the sheep genome project. Journal of Animal Science, 2019, 97, 16-16.

Global DNA Methylation in the Limbic System of Cattle. Epigenomes, 2019, 3, 8. 0.8 8

A Vision for Development and Utilization of High-Throughput Phenotyping and Big Data Analytics in
Livestock. Frontiers in Genetics, 2019, 10, 1197.

Genomic testing of female Holsteins: a resource for selection and improvementl. Translational Animal

Science, 2018, 2, $149-5154. 04 2

Meiotic Recombination Differences in Rams from Three Breeds of Sheep in the US. Cytogenetic and
Genome Research, 2018, 156, 106-116.

Germ Cell&€“Specific Retinoic Acid Receptor I+ Functions in Germ Cell Organization, Meiotic Integrity, and

Spermatogonia. Endocrinology, 2018, 159, 3403-3420. 14 18

Complete Mitochondrial Genome Sequence of Bighorn Sheep. Genome Announcements, 2018, 6, .

A SNP resource for studying North American moose. F1000Research, 2018, 7, 40. 0.8 7

Nutritional Influence on Epigenetic Marks and Effect on Livestock Production. Frontiers in Genetics,
2016, 7, 182.

Genetics of Prion Disease in Cattle. Bioinformatics and Biology Insights, 2015, 954, BBI.S29678. 1.0 12

Oncorhynchus myRiss pax7 sequence variations with comparative analyses against other teleost
species. SpringerPlus, 2015, 4, 263.

Germline mosaicism does not explain the maternal age effect on trisomy. American Journal of Medical

Genetics, Part A, 2013, 161, 2495-2503. 0.7 13

Altered Cohesin Gene Dosage Affects Mammalian Meiotic Chromosome Structure and Behavior. PLoS
Genetics, 2013, 9, e1003241.

Bisphenol A alters early oogenesis and follicle formation in the fetal ovary of the rhesus monkey.

Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, 17525-17530. 33 186

Gene Expression in the Fetal Mouse Ovary Is Altered by Exposure to Low Doses of Bisphenol Al. Biology

of Reproduction, 2011, 84, 79-86.

Genome-Wide Scan Identifies Loci Associated with Classical BSE Occurrence. PLoS ONE, 2011, 6, e26819. 11 9



38

40

42

44

46

48

50

52

54

BRENDA M MURDOCH

ARTICLE IF CITATIONS
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