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Curriculum Vitae 
David W. Weisrock 

 
Contact Information 
Department of Biology       
University of Kentucky       

      weisrocklab.com 

 
Positions
07/2021-Current Professor, Department of Biology, University of Kentucky 
07/2021-06/2025 Chair, Department of Biology, University of Kentucky 
07/2019-07/2021 Director of Graduate Studies, Department of Biology, University of Kentucky 
09/2017-07/2019 Associate Chair for Research, Department of Biology, University of Kentucky 
07/2014-07/2021 Associate Professor, Department of Biology, University of Kentucky 
08/2008-07/2014 Assistant Professor, Department of Biology, University of Kentucky 

 
Previous Positions 
2006-2008 Postdoctoral Research Associate 
   Department of Biology, Duke University 
   Supervisor: Dr. Anne D. Yoder 
2003-2006 Postdoctoral Research Associate 
   Department of Biology, University of Kentucky 
   Supervisor: Dr. S. Randal Voss 

 
Education 
1997-2003   Ph.D. Evolution, Ecology, and Population Biology 

    Division of Biology and Biomedical Sciences,  
  Washington University in St. Louis 
    Advisor: Dr. Allan Larson 

1995-1997   M.S. Ecology and Evolutionary Biology 
    Iowa State University 
    Advisor: Dr. Fredric J. Janzen 

1990-1995   B.S. Genetics 
    Iowa State University 

 
Grants and Awards (since 2008) 
Using a top-down genomic approach to develop a cost-effective molecular toolkit for the 

conservation of an endangered newt (Laotriton laoensis). Revive&Restore, Wild Genomes 
Program. $211,387, Awarded March 2023. PI with co-PIs CJ Pavón Vázquez and BL Stuart (NC 
Museum of Natural Sciences) 2023-2027 

The role of hybridization in generating biodiversity: insights from genomics of Madagascar’s true 
lemurs (Eulemur). National Science Foundation, Systematic and Biodiversity Sciences Program, 
DEB# 2207198. $724,782, Awarded May 2022. PI with co-PI KM Everson. 2022-2027 

104B Water Resources Research Institute Annual Base Program. US Geological Survey. 
Sponsored by US Geological Survey, Awarded September 2021. Co-I with multiple Co-Is and PI 
LE Ormsbee. 
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Population genomic data to inform reintroductions of a salamander of conservation concern. 
Revive&Restore, Wild Genomes Program. $75,500, Awarded August 2020. Co-PI with PI Dr. 
Julie Lee-Yaw (Univ. of Ottawa). 

Dispersal congruency and population structure within imperiled host-parasite systems. Kentucky 
Science and Engineering Foundation. $30,000, Awarded. Co-PI with Dr. Steven Price (UK 
Forestry). 

Assessing gene- and site-specific support for deep amphibian relationships across nuclear loci that 
interact with mitochondria and ribosomes. $18,967, Awarded. National Science Foundation, 
DDIG. PI with co-PI PM Hime (PhD candidate). 2016-2018. 

Estimating the genetic and demographic response of an amphibian metapopulation to global 
climate change. $18,946, Awarded. National Science Foundation, DDIG. PI with co-PI SO 
Nunziata (PhD candidate). 2016-2018. 

Phylogeographic analysis of introgressive gene flow among nuclear loci functionally linked to the 
mitochondrion. $19,485, Awarded. National Science Foundation, DDIG. PI with co-PI JD 
Kratovil (PhD candidate). 2014-2016. 

Species tree reconstruction using neutral and non-neutral phylogenomic data. $987,750, Awarded. 
National Science Foundation, Systematic Biology Program. PI with co-PI with AD Yoder (Duke 
Biology). 2014-2020  

Leveraging novel genetic and genomic technologies to understand and conserve a Kentucky state 
endangered giant salamander. $30,000, Awarded. Kentucky Science and Engineering 
Foundation. PI with Dr. Steven Price (UK Forestry). 

Working Group: Biological, computational, and mathematical problems in gene tree-based species 
delimitation. Awarded, National Institute for Mathematical and Biological Synthesis, Shared PI 
status with R Yoshida (UK Statistics). 2010-2012. 

Kentucky EPSCoR RII Track 1 program: Transforming Kentucky’s New Economy. National 
Science Foundation.  Co-PI, Ecological Genomics Section. 

Genome-level resolution of species boundaries and phylogeny of the North American tiger 
salamander radiation. $450,000, Awarded, National Science Foundation, Systematic Biology 
Program. Lead PI with Co-PIs EM O’Neill (UK Biology) and R Yoshida (UK Statistics). 2010-
2013. 

 
Teaching Positions and Courses Taught 
Teaching Assistant, Iowa State University, 1995-1997. 
Teaching Assistant, Washington University, Spring, 1999. 
Teaching Assistant, Washington University, Fall, 2001. 
BIO607, Phylogenetics in Comparative Evolutionary Biology, Fall 2008, Fall 2013, Spring 2016. 
BIO770, Graduate Seminar: Topics in Speciation, Spring 2009. 
A&S100/BIO148/BIO155, Introductory Biology for Majors (newly developed course with lab), 

Fall 2009, 2010, 2011, Spring 2013. 
BIO425, Undergraduate Seminar: Spring 2010, Spring 2019, Spring 2020. 
BIO770, Graduate Seminar: Genomics in Evolutionary Biology, Spring 2010. 
BIO198, Honors Introduction to Biological Research, Fall 2012-2020. 
Member of the Lewis Honors College, 2018-2020. 

 
Professional and Scientific Services 
Program Director and Executive Council member, Society of Systematic Biologists. 2017-2020. 
Associate Editor for the journal Evolution, 2018-2020 
Peer reviewer for numerous journals, including Evolution, Molecular Ecology, Molecular 

Phylogenetics and Evolution, Nature Ecology and Evolution, Proceedings of the National 
Academy of Sciences, Proceedings of the Royal Society of London B, and Systematic Biology. 
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Co-organizer for the 2004 South-East Ecology, Population Genetics, and Evolution Meeting 
(SEEPAGE). 

NSF, ad hoc reviewer for Evolutionary Processes cluster, Systematics and Biodiversity Sciences 
cluster, and Dimensions of Biodiversity program. 

NSF, full proposal panel reviewer for Biological Research Collections program, Systematics and 
Biodiversity Sciences cluster, and SBS Doctoral Dissertation Improvement program. 

 
Professional Affiliations 
Society for the Study of Amphibians and Reptiles, Society for the Study of Systematic Biology  
 

Publications  
(*denotes equal contribution by the first and second authors) 
(#denotes graduate student authorship) 
(✫denotes undergraduate student authorship) 
 
Manuscripts in preparation 
#Donohue M, Black AN, #Weisenbeck DR, Everson, KM, Weisrock DW. Genomic tests of a 

putative hybrid primate species. 
#Foley ME, Law A, Hawk G, Drayer AN, #Weisenbeck DR, Moe LA, Price SJ, Haag WR, 

Weisrock DW. Location plays a larger role than evolutionary history in mussel gut microbiome 
composition. 

#Hime PM, Price SJ, #Foley ME, Unger SD, Briggler JT, Williams L, Drayer AN, Freake MJ, 
McMillan AM, McGinnity D, Irwin KJ, Groves J, Weisrock DW. Cryptic species diversity in 
the North American hellbender salamander 

 
#Hotaling S, Tronstad LM, Giersch JJ, Finn DS, Weisrock DW. Population genomics confirms 

mountain-range specific lineages of a threatened high-elevation stonefly. 
 
✫Stephens JM, Weisrock DW, Donohue MD. Seasonal shifts in the diet and gut microbiome of 

Eulemur rufifrons in southeastern Madagascar 
 
On Bioarxiv or in review 
Pavón-Vázquez CJ, Wu Y, Che J, Yuan Z, Papenfuss TJ, Stuart BL, Yoder AD Lemmon AR, 

Moriarty Lemmon EC, Weisrock DW. Land bridges and ancient climate change enabled 
dispersal and parallel radiation in a Holarctic amphibian family (Caudata: Salamandridae). 

 
2025 
Everson KM, Black AN, Donohue M, Weisrock DW. An annotated chromosome-level reference 

genome for the red-fronted brown lemur (Eulemur rufifrons) sheds light on brown lemur 
evolution. G3 Genes|Genomes|Genetics, 2025:jkaf213. doi.org/10.1093/g3journal/jkaf213 

Everson KM, Pozzi L, Barrett MA, Blair ME, #Donohue ME, Kappeler PM, Kitchener AC, 
Lemmon AR, Lemmon EM, Pavón-Vázquez CJ, Radespiel U, Randrianambinina B, 
Rasoloarison RM, Rasoloharijaona S, Roos C, Salmona J, Yoder AD, Zenil-Ferguson R, Zinner 
D, Weisrock DW. Multiple bursts of speciation in Madagascar’s endangered lemurs. Nature 
Communications, 16:7070. doi.org/10.1038/s41467-025-62310-y  
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#Percino-Daniel R, #Jones K, #Maigret T, Weisrock DW, Piñero D. Isolation by environment is 
more important than isolation by distance along a tropical gradient in direct developing frogs. In 
Press, Evolutionary Journal of the Linnean Society, 4:kzaf003 
doi.org/10.1093/evolinnean/kzaf003 
 

2024 
✫Jones AG, Obrycki JJ, Sethuraman A, Weisrock DW. Shared patterns of population genomic 

variation and phenotypic response across rapid range expansions in two invasive lady beetle 
species. Biological Control, 193:105519. doi.org/10.1016/j.biocontrol.2024.105519 

Herrig DK, #Vertacnik KL, #Ridenbaugh R, Everson KM, Sim S, Geib S, Weisrock DW, Linnen 
CR. Whole genomes reveal evolutionary relationships and mechanisms underlying gene-tree 
discordance in Neodiprion sawflies. Systematic Biology, 73:839-860. 
https://doi.org/10.1093/sysbio/syae036 

*Sethuraman A, *#Nunziata SO, ✫Jones A, Obrycki J, Weisrock DW. Go west: Population 
genomics reveals unexpected population fluctuations and little gene flow in Western hemisphere 
populations of the predatory lady beetle, Hippodamia convergens. Evolutionary Applications, 
17:e13631. https://doi.org/10.1101/2023.05.11.540381 

 
2023 
Nuñez LP#, Gray LN, Weisrock DW, Burbrink FT. The phylogenomic and biogeographic history 

of the gartersnakes, watersnakes, and allies (Natricidae: Thamnophiini). Molecular 
Phylogenetics and Evolution, 186:107844. https://doi.org/10.1016/j.ympev.2023.107844. 

Everson, KM, Donohue MD#, Weisrock DW. A pervasive history of gene flow in Madagascar’s 
true lemurs (genus Eulemur). Genes, 14:1130. https://doi.org/10.3390/genes14061130 

*#Donohue ME, *✫Hert ZL, *✫Karrick CE, Rowe AK, Wright PC, Randriamanandaza LJ, 
Zakamanana F, Nomenjanahary S, Everson KM, Weisrock DW. Lemur gut microeukaryotic 
community variation is not associated with host phylogeny, diet, or habitat. Microbial Ecology, 
86:2149-2160. https://doi.org/10.1007/s00248-023-02233-7 
 

2022 
#Donohue ME, Rowe AK, Kowalewski E, ✫Hert ZL, ✫Karrick CE, Randriamanandaza LJ, 

Zakamanana F, Nomenjanahary S, Andriamalala RY, Everson KM, Law AD, Moe L, Wright 
PC, Weisrock DW. Significant effects of host dietary guild and phylogeny in wild lemur gut 
microbiomes. ISME Communications, 2:1-10. https://doi.org/10.1038/s43705-022-00115-6 

 
2021 
*Everson KM, *Gray LN, ✫Jones AG, ✫Lawrence NM, Foley ME, ✫Sovacool KL, #Kratovil JD, 

#Hotaling S, #Hime PM, Storfer A, Parra-Olea G, Percino-Daniel R, Aguilar-Miguel X, O’Neill 
EM, Zambrano L, Shaffer HB, Weisrock DW. Geography is more important than life history in 
the recent diversification of the tiger salamander complex. Proceedings of the National Academy 
of Sciences, 118: e2014719118. https://doi.org/10.1073/pnas.2014719118 

Rancilhac L, Irisarri I, Angelini C, Arntzen JW, Babik W, Bossuyt F, Künzel S, Lüddecke T, 
Pasmans F, Sanchez E, Weisrock DW, Veith M, Wielstra B, Steinfartz S, Hofreiter M, Philippe 
H, Vences M. 2021. Phylotranscriptomic evidence for pervasive ancient hybridization among 
Old World salamanders. Molecular Phylogenetics and Evolution 155:1061967 
https://doi.org/10.1016/j.ympev.2020.106967 
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Schüßler D, Salmona J, Blanco MB, Poelstra J, Tiley GP, Andriambeloson JB, Bouchez O, 
Campbell CR, Etter PD, Iribar A, Hohenlohe PA, Hunnicutt KE, Johnson EA, Larsen PA, 
Mantilla-Contreras J, Manzi S, Miller A, Randrianambinina B, Rasolofoson DW, Stahlke AR, 
Weisrock DW, Williams RC, Chikhi L, Louis EE, Yoder AD, Radespiel U. Cryptic patterns of 
speciation in cryptic primates: microendemic mouse lemurs and the multispecies coalescent. 
Systematic Biology, 70:203-218. https://doi.org/10.1093/sysbio/syaa053 

#Hime PM, Lemmon AR, Lemmon EM, Scott-Prendini E, Brown JM, Thomson RS, Noonan BP, 
Pyron AR, Peloso PLV, Kortyna M, #Kratovil JD, Keogh JS, Donnellan SC, Mueller RL, 
Raxworthy CJ, Kunte K, Ron S, Das S, Gaitonde N, Green DM, Labisko J, Che J, Weisrock 
DW. 2020. Phylogenomics reveals ancient gene tree discordance in the Amphibian Tree of Life. 
Systematic Biology. s70:49-61. https://doi.org/10.1093/sysbio/syaa034 

 
2020 
Sethuraman A, Janzen FJ, Weisrock DW, Obrycki JJ. 2020. Insights from population genomics to 

enhance and sustain biological control of insect pests. Insects 11:462. 
#Maigret TA, Cox JJ, Weisrock DW. 2020. A spatial genomic approach identifies time lags and 

historic barriers to gene flow in a rapidly fragmenting Appalachian landscape. Molecular 
Ecology, 29:673-685. 

Hunnicutt KE, Tiley GP, Williams RC, Larsen PA, Blanco MB, Rasoloarison RM, Campbell CR, 
Zhu K, Weisrock DW, Matsunami H, Yoder AD. 2020. Comparative genomic analysis of the 
pheromone receptor Class 1 family (V1R) reveals extreme complexity in mouse lemurs (genus, 
Microcebus) and a chromosomal hotspot across mammals. Genome Biology and Evolution, 
12:3562-3579. 

 
2019 

#Hime PM, Briggler JT, Reece JS, Weisrock DW. 2019. Genomic data reveal conserved female 
heterogamety in giant salamanders with gigantic nuclear genomes. G3: Genes | Genomes | 
Genetics, 9:3467-3476 

#Donohue M, Asangba A, Ralainirina J, Weisrock DW, Stumpf R, Wright PC. 2019. Habitat 
disturbance and food species diversity drive extensive variability in the microbiome of a highly 
specialized and critically endangered lemur species. American Journal of Primatology, 
81:e23046. 

#Hotaling S, Kelley JL, Weisrock DW. 2019. Nuclear and mitochondrial genomic resources for 
the meltwater stonefly (Plecoptera: Nemouridae), Lednia tumana (Ricker, 1952). Aquatic 
Insects, 40:362-399. 

#Hotaling S, Foley ME, Zeglin L, Finn DS, Tronstad LM, Giersch JJ, Muhlfeld CC, Weisrock 
DW. 2019. Microbial assemblages reflect environmental heterogeneity in alpine streams. Global 
Change Biology, 25:2576-2590. 

#Hotaling S, Shain DH, Lang SA, #Bagley RK, Tronstad LM, Weisrock DW, Kelley JL. 2019. 
Long-distance dispersal, ice sheet dynamics, and mountaintop isolation underlie the genetic 
structure of glacier ice worms. Proceedings of the Royal Society B, 286:20190983. 

Murphy SM, Hast JT, Augustine BC, Weisrock DW, Clark JD, Kocka DM, Ryan CW, Sajecki JL, 
Cox JJ. 2019. Early genetic outcomes of American black bear reintroductions in the Central 
Appalachians, USA. Ursus, 29:119-133. 
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Plouviez S, LaBella AL, Weisrock DW, von Meijenfeldt FAB, Ball B, Neigel JE, Van Dover CL. 
2019. Amplicon sequencing of 42 nuclear loci supports directional gene flow between South 
Pacific populations of a hydrothermal vent limpet. Ecology and Evolution, 9:6568-6580. 

 
2018 
Yuan Z, Zhang B, Raxworthy CJ, Weisrock DW, Hime PM, Jin J, Lemmon AR, Lemmon EM, 

Holland SD, Kortyna M, Zhou W, Peng M, Che J, Prendini E. 2018. Natatanuran frogs used the 
Indian Plate to step-stone disperse and radiate across the Indian Ocean. National Science Review, 
6:10-14. 

#Hotaling S, Giersch JJ, Finn DS, Tronstad LM, Jordan SP, Serpa LE, Call RG, Muhlfeld CC, 
Weisrock DW. 2018. Congruent population genetic patterns but differing depths of divergence 
for three alpine stoneflies with similar ecology, geographic distributions, and climate change 
threats. Freshwater Biology, 64:335-347. 

#Jones K, Weisrock DW. 2018. Genomic data reject the hypothesis of sympatric ecological 
speciation in a clade of Desmognathus salamanders. Evolution, 72:2378-2393. 

Weisrock DW, #Hime PM, #Nunziata SO, #Jones K, #Murphy MO, #Hotaling S, #Kratovil JD. 
2018. Surmounting the large-genome "problem" for genomic data generation in salamanders. In: 
Population Genomics: Wildlife. Editors Hohenlohe P, Rajora O. Springer, New York. 

 DOI: https://doi.org/10.1007/13836_2018_36 
#Murphy MO, #Jones K, Price SJ, Weisrock DW. 2018. A genomic assessment of population 

structure in an aquatic salamander identifies the roles of spatial scale, barriers, and river 
architecture. Freshwater Biology, 63:407-419. 

#Nunziata SO, Weisrock DW. 2018. Estimation of contemporary effective population size and 
population declines using RAD sequence data. Heredity, 120:196-207. 

#Hotaling S, Muhlfeld CC, Giersch JJ, Ali OA, Jordan S, Miller MR, Luikart G, Weisrock DW. 
2018. Demographic model testing reveals a history of divergence and gene flow for a glacially-
tied stonefly in a changing post-Pleistocene landscape. Journal of Biogeography, 45:304-317. 

#Hotaling S, #Slabach BL, Weisrock DW. 2018. Next-generation teaching: a template for bringing 
genomic and bioinformatic tools into the classroom. Journal of Biological Education, 52:301-
313. 

 
2017 

#Nunziata SO, Lance S, Scott D, Lemon, E, Weisrock DW. 2017. Genomic data detect 
corresponding signatures of very recent population expansion in two species of salamanders 
affected by recent climate change. Molecular Ecology, 26:1060-1074. 

#Hotaling S, Finn DS, Giersch JJ, Weisrock DW, Jacobsen D. 2017. Climate change and alpine 
stream biology: progress, challenges, and opportunities for the future. Biological Reviews, 
92:2024-2045. 

 
2016 
Nunziata SO, Wallenhorst P, Barrett MA, Junge RE, Yoder AD, Weisrock DW. 2016. Population 

and conservation genetics in an endangered lemur, Indri indri, across three forest reserves in 
Madagascar. International Journal of Primatology, 37:688-702. 
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Hime PM, Hotaling SR, Grewelle RE, O'Neill EM, Shaffer HB, Voss SR, Weisrock DW. 2016. 
The influence of locus number and information content on species delimitation: an empirical test 
case in an endangered Mexican salamander. Molecular Ecology, 25:5959-5974. 

Murphy MO, Price SJ, Hime PH, Drayer AN, Weisrock DW. 2016. A review and comparison of 
common mudpuppy (Necturus maculosus) capture methods and the description of a new trap 
design. Herpetological Review, 47:575-578. 

Yoder AD, Campbell CR, Blanco M, Ganzhorn JU, Goodman SM, Hunnicutt KE, Larsen PA, 
Kappeler PM, Rasoloarison RM, Ralison JM, Swofford D, Weisrock DW. 2016. Geogenetic 
patterns in mouse lemurs (genus Microcebus) reveal the ghosts of Madagascar's forests past. 
Proceedings of the National Academy of Sciences, 113:8049-8056. 

Hotaling S, Foley M, Lawrence NM, Bocanegra J, Blanco MB, Kappeler PM, Yoder AD, 
Weisrock DW. 2016. Species discovery and validation in a cryptic radiation of endangered 
primates: coalescent-based species delimitation in Madagascar's mouse lemurs. Molecular 
Ecology, 25:2029-2045. 

Yoder AD, Weisrock DW, Rasoloarison R, Kappeler PM. 2016. Cheirogaleid diversity and 
evolution: big questions about small primates. In Evolutionary Biology and Ecology of the 
Cheirogaleidae. SL Lehman, L Radespiel, and E Zimmermann (eds). Cambridge, Cambridge 
University Press. 

 
2013 
Williams JS, Niedzwiecki JH, Weisrock DW. 2013 Species tree reconstruction of a poorly 

resolved clade of salamanders (Ambystomatidae) using multiple nuclear loci. Molecular 
Phylogenetics and Evolution, 68:671-682. 

Rasoloarison RM, Weisrock DW, Yoder AD, Kappeler PM. 2013. Two new species of mouse 
lemur (Cheirogaleidae: Microcebus) from eastern Madagascar. American Journal of 
Primatology, 34:455-469.  

Weisrock, DW, Macey JR, Matsui M, Mulcahy DG, Papenfuss TJ. 2013. Molecular phylogenetic 
reconstruction of the endemic Asian salamander family Hynobiidae (Amphibia, Caudata). 
Zootaxa, 3626:77-93. 

O’Neill EM, Schwartz R, Bullock CT, Williams JS, Shaffer HB, Parra-Olea G, Aguilar-Miguel X, 
Weisrock DW. 2013. Parallel tagged amplicon sequencing reveals major lineages and 
phylogenetic structure in the North American tiger salamander (Ambystoma) species complex. 
Molecular Ecology, 22:111-129. 

 
2012 
Kajita Y, O’Neill EM, Zheng Y, Obrycki, Weisrock DW. 2012. A population genetic signature of 

human introduction efforts in an invasive lady beetle. Molecular Ecology, 21:5473-5483. 
Weisrock DW. 2012. Concordance analysis in mitogenomic phylogenetics. Molecular 

Phylogenetics and Evolution, 65:194-202. 
Haws D, Huggins P, O’Neill EM, Yoshida R, Weisrock DW. 2012. A support vector machine 

based test for incongruence between sets of trees. BMC Bioinformatics, 13:210. 
Weisrock DW, Smith SD, Chan LM, Biebouw K, Kappeler PM, Yoder AD. 2012. Concatenation 

and concordance in the reconstruction of mouse lemur phylogeny: an empirical demonstration of 
the effect of allele sampling in phylogenetics. Molecular Biology and Evolution, 29:1615-1630. 
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2011 
Chan L, Goodman SM, Nowak M, Weisrock DW, Yoder AD. 2011. Increased population 

sampling confirms low genetic divergence among Pteropus (Chiroptera: Pteropodidae) fruit bats 
of Madagascar and other western Indian Ocean islands. PLoS Currents: Tree of Life, 
3:RRN1226. 

 
2010 
Weisrock DW, Rasoloarison RM, Fiorentino I, Ralison JM, Goodman SM, Kappeler PM, Yoder 

AD. 2010. Delimiting species without nuclear monophyly in Madagascar's mouse lemurs. PLoS 
One, 5:e9883. 

 
1998-2009 
Groeneveld LF, Weisrock DW, Rasoloarison RM, Yoder AD, Kappeler PM. 2009. Species 

delimitation in lemurs: multiple genetic loci reveal low levels of species diversity in the genus 
Cheirogaleus. BMC Evolutionary Biology, 9:30. 

Christensen AB, Christensen EF, Weisrock DW. 2008. Population genetic structure of North 
American Ophiactis spp. brittlestars possessing hemoglobin. Marine Biology, 154:755-763. 

Horvath JE, Weisrock DW, Embry SL, Fiorentino I, Balhoff JP, Kappeler P, Wray  GA, Willard 
HF, Yoder AD. 2008. Development and application of a phylogenomic toolkit: resolving the 
evolutionary history of Madagascar’s lemurs. Genome Research, 18:489-499. 

Weisrock DW, Shaffer HB, Storz BL, Storz SR, Voss SR. 2006. Multiple nuclear gene sequences 
identify phylogenetic species boundaries in the rapidly radiating clade of Mexican ambystomatid 
salamanders. Molecular Ecology 15:2489-2503. 

Weisrock DW, Papenfuss TJ, Macey JR, Litvinchuk SN, Polymeni R, Ugurtas IH, Zhao E, Larson 
A. 2006. A molecular assessment of phylogenetic relationships and lineage accumulation rates 
within the family Salamandridae (Amphibia, Caudata). Molecular Phylogenetics and Evolution, 
41:368-383. 

Weisrock DW, Larson A. 2006. Phylogeographic tests of speciation in the Plethodon jordani 
species complex with allozyme and mtDNA sequence data. Biological Journal of the Linnean 
Society, 89:25-51. 

Smith JJ, Putta S, Walker JA, Kump DK, Samuels AK, Monaghan JR, Weisrock DW, Staben C, 
Voss SR. 2006. Sal-Site: Integrating new and existing ambystomatid salamander research 
resources. BMC Genomics, 6:181. 

*Kozak KH, Weisrock DW, Larson A. 2006. Rapid lineage splitting in a non-adaptive radiation: 
phylogenetic analysis of diversification rates in eastern North American woodland salamanders 
(genus Plethodon). Proceedings of the Royal Society B, 273:539-546. 

Jones MT, Voss SR, Ptacek MB, Weisrock DW, Tonkyn DW. 2006. River drainages and 
phylogeography: an evolutionary significant lineage of shovel-nosed salamander (Desmognathus 
marmoratus) in the southern Appalachians. Molecular Phylogenetics and Evolution, 38:280-187. 

Weisrock DW, Harmon LH, Larson A. 2005. Resolving Deep Phylogenetic Relationships among 
salamander families: analyses of mitochondrial and nuclear genomic data. Systematic Biology, 
54:758-777. 
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*Samuels AK, Weisrock DW, Smith JJ, France KJ, Walker LA, Putta S, Voss SR. 2005. 
Transcriptional and phylogenetic analysis of five complete ambystomatid salamander 
mitochondrial genomes. Gene, 349:43-53. 

Weisrock DW, Kozak KH, Larson A. 2005. Phylogeographic analysis of mitochondrial gene flow 
and introgression in the salamander, Plethodon shermani. Molecular Ecology, 14:1457-1472. 

Putta S, Smith JJ, Walker J, Rondet M, Weisrock DW, Monaghan J, Kump K, Yan X, Stromberg 
A, King DC, Maness NJ, Habermann B, Tanaka E, Bryant SV, Gardiner DM, Parichy DM, Voss 
SR. 2004. From biomedicine to natural history research: expressed sequence tag resources for 
ambystomatid salamanders. BMC Genomics, 5:54. 

Larson A, Weisrock DW, Kozak KH. 2003. Phylogenetic systematics of salamanders (Amphibia: 
Caudata), a review. In D. M. Sever (ed.) Reproductive Biology and Phylogeny of Urodela. 
Science Publishers, Inc. Enfield, New Hampshire. URL: https://goo.gl/KMbu44 

Weisrock DW, Macey JR, Ugurtas IH, Larson A, Papenfuss TJ. 2001. Molecular phylogenetics 
and historical biogeography among salamandrids of the “true” salamander clade: rapid branching 
of numerous highly divergent lineages in Mertensiella luschani associated with the rise of 
Anatolia. Molecular Phylogenetics and Evolution, 18:434-448. 

Weisrock DW, Janzen FJ. 2000. Comparative molecular phylogeography of North American 
softshell turtles (Apalone): implications for regional and wide-scale historical evolutionary 
forces. Molecular Phylogenetics and Evolution, 14:152-164. 

Weisrock DW, Janzen FJ. 1999. Thermal and fitness related consequences of nest location in 
painted turtles (Chrysemys picta). Functional Ecology, 13:94-101. 

Weisrock DW, Haselkorn TS, Janzen FJ. 1998. Lack of genetic variation in Cytochrome b in a 
population of smooth softshell turtles. Journal of the Iowa Academy of Sciences, 105:158-160. 
 

Invited Presentations 
2025: Murray State University Darwin Day speaker (seminar 1) and Department of Biology 

speaker (seminar 2) 
2020: Canceled. Invited speaker at the University of Mississippi, Department of Biology 
2020: Canceled. Invited speaker at the University of Kansas, Department of Biology 
July 2018: Declined. Invited speaker in the Species Tree Estimation Workshop at the Society of 

Systematic Biologists annual stand-alone meeting. 
November 2017: Invited plenary speaker at the Ohio University/James Carrol University 

Herpetology Symposium, Athens, OH. 
July 2017: Invited Lecturer for the Workshop on Molecular Evolution at the Woods Hole 

Biological Laboratory. 
September 2016: Invited speaker at the Duke Lemur Center 50th Anniversary Scientific 

Symposium. 
December 2015: Invited speaker at University of Connecticut, Department of Biology. 
October 2015: Invited speaker at the workshop "The Mouse Lemur: A new model organism for 

physiology, behavior and conservation biology" held at the Paris Natural History Museum. 
July 2014: Course organizer and instructor for a NESCent workshop on next-generation 

sequencing for phylogenetics and phylogeography. 
October 2013: Invited speaker at University of Maryland, Baltimore County, Department of 

Biology. 
October 2013: Invited speaker at Iowa State University, Department of Ecology, Organismal, and 

Evolutionary Biology. 
June 2013: Course instructor at NESCent workshop on next-generation sequencing for 
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phylogenetics and phylogeography. 
April 2012: Invited departmental seminar at Western Kentucky University, Department of 

Biology. 
March 2012: Graduate-student invited speaker at Florida State University, Department of Biology. 
January 2012: Invited presenter at the “Estimating Species Trees” workshop at The Ohio State 

University. 
2011: Overcoming obstacles in population genomics and phylogenomics of non-model organisms. 

Invited seminar, Biology Department, Duke University 
2010: New perspectives on species delimitation.” Invited seminar, Biology Department, University 

of Louisville. 
2009: Population genetic and phylogenetic perspectives on species delimitation.” Invited seminar, 

Biology Department, University of Cincinnati. 
2009: “A species tree for the mouse lemurs?” Primate Hybridization Symposium, Gottingen, 

Germany. Invited speaker, funded through the VolkswagenStiftung. 
2008: “Zillions of mouse lemur species: biological fact or conservation fiction?” Duke University 

Lemur Center, Durham, NC 
2007: “What’s in a plethodontid species? A phylogeographic evaluation of allozymic species with 

mtDNA sequence data.” Invited speaker in a symposium honoring the career of Dr. David B. 
Wake, 5th Conference on the Biology of Plethodontid Salamanders, Chiapas, Mexico. 

2007: “The evolutionary dynamics of speciation among model organisms and their natural 
relatives: the Axolotl and North American tiger salamanders.” University of Kentucky 

2006: “The evolutionary dynamics of speciation among model organisms and their natural 
relatives: the Axolotl and North American tiger salamanders.” University of Minnesota 

2006: “Speciation and Diversification in North American Salamanders.” Illinois State Museum, 
Springfield, IL 

2006: “Speciation and Diversification in North American Salamanders.” Department of Biology, 
Macalester College. 

2005: “Phylogeographic studies in salamanders: unraveling evolutionary history with DNA 
sequence data.” Department of Biology, Mississippi State University. 

2004: “Phylogeographic and population genetic studies in salamanders: unraveling population 
history with DNA sequence data.” Department of Biology, University of Central Florida. 

2004: “Phylogeographic and population genetic studies in salamanders: unraveling population 
history with DNA sequence data.” Department of Biology, Clemson University. 

2004: “Isolating natural products from ambystomatid salamanders.” Natural Products Research 
Symposium, University of Kentucky. 

2004: “Phylogenetic exploration of extinction in the salamander genera Ambystoma and 
Plethodon.” Poster presentation, The Okazaki Biology Conference on the Biology of 
Extinction. Okazaki, Japan. 

2003: “Phylogenetic analysis of salamander families: homoplastic evolution of internal 
fertilization?” Department of Biology, University of Kentucky. 

2002: “Phylogeography of salamanders of the Plethodon jordani species complex in the southern 
Appalachian Mountains.” Washington University Herpetology Group, St. Louis, MO 

 
Workshop Experience 
2017: I served as an instructor at the Workshop on Molecular Evolution at the Woods Hole Marine 

Biology Laboratory. 
2013, 2014: I taught modules on parallel tagged amplicon sequencing and on species delimitation 

at a NESCent Academy workshop on “Next-generation sequencing for phylogenetics and 
phylogeography” organized by myself, Alan Lemmon and Emily Lemmon (Florida State 
University). 

2010-2012: I co-organized and participated in a NIMBioS working group aimed at dealing with 
challenges facing the field of species delimitation, particularly those arising from the 
integration of genomic data sets. 
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2012: I taught a section (Bayesian Concordance Analysis) at the Estimating Species Trees 
Workshop at The Ohio State University organized by Laura Kubatko and Lacey Knowles. 

 
Graduate and Postdoctoral Advising 
MS thesis advisor for Josh Williams, Fall 2009-2012 (graduated). 
MS thesis advisor for Mason Murphy, Fall 2013-Spring 2016 (graduated; Co-advised with Dr. 

Steven Price, UK Forestry). 
PhD thesis advisor for Justin Kratovil, Fall 2009-Summer 2017 (graduated). 
PhD thesis advisor for Paul Hime (PhD candidate, NSF predoctoral fellow, Blue Waters graduate 

fellow), Fall 2011-Summer 2017(graduated). 
PhD thesis advisor for Scott Hotaling, Fall 2011-Summer 2017 (graduated). 
PhD thesis advisor for Schyler Nunziata, Fall 2012-Summer 2017 (graduated). 
PhD thesis advisor for Tom Maigret, 2017-Summer 2020 (graduated; co-advised with Dr. John 

Cox, UK Forestry) 
PhD thesis advisor for Kara Jones, Fall 2015-Summer 2020 (switched labs) 
PhD thesis advisor for Derek Filipek, 2017-2019 (left program) 
PhD thesis advisor for Mariah Donohue, 2017-2024 (graduated) 
PhD thesis advisor for Mary Foley, 2018-2024 (graduated; co-advised with Dr. Luke Moe, UK 

Plant and Soil Sciences) 
PhD thesis advisor for David Weisenbeck, 2021-current 
Postdoctoral advisor for Dr. Eric O’Neill Fall 2008-Summer 2013. (PhD, Utah State Univ., 2008),  
Postdoctoral advisor for Dr. Megan Seifert, Fall 2013-Summer 2016 (PhD, Univ. of Florida, 

2013),  
Postdoctoral advisor for Dr. Katie Everson, 2018-2023 (PhD, Univ. of Alaska, Fairbanks, 2018),  
Postdoctoral advisor for Dr. Levi Gray, 2018-2021 (PhD, Univ. of New Mexico, 2018),  
Postdoctoral advisor for Dr. Carlos Pavón Vázquez, 2022-2024 (PhD, Australian National Univ. 

2022) 
Postdoctoral advisor for Dr. Jeff Frederick, 2024-current (PhD, Univ. of California, Berkeley, 

2022) Fall 2018 – 2021 
  
 

 




