
BTP PUBLICATIONS 2024 
§ Arakaki Y., Fujiwara T., Kawai-Toyooka H. Kawafune K., Featherston J., Durand P.M.,

Miyagishirima S. Nozaki H. 2017. Evolution of cytokinesis-related protein localization
during the emergence of multicellularity in volvocine green algae. BMC Evolutionary
Biology 17:243. Doi 10.1186/s12862-0171091-z.

§ Ashkania, J., Rees, D.J.G. 2017. Selecting an appropriate method for expressing S
locus Fbox-S2 recombinant protein. Elsevier,
http://dx.doi.org/10.1016/j.btre.2017.06.005: pp 41- 47

§ Avontuur, J.R., Palmer, M., Beukes, C.W., Chan, W.Y., Coetzee, M.P.A, Blom, J.,
St˛epkowski, T., Kyrpides, N.C., Woyke, T., Shapiro, N., Whitman, W. B., Venter, S.N.,
Steenkamp, E.T. 2019 Genome-informed Bradyrhizobium taxonomy: where to from
here?. Systematic and Applied Microbiology.
https://doi.org/10.1016/j.syapm.2019.03.006

§ Azeez, O.I., Myburgh, J.G., Bosman, A.M., Featherston, J.,Sibeko-Matjilla, K.P.,
Oosthuizen,M.C., Chamunorwa,J.P., 2019. Next generation sequencing and RNA-seq
characterization of adipose tissue in the Nile crocodile (Crocodylus niloticus) in South
Africa: Possible mechanism(s) of pathogenesis and pathophysiology of pansteatitis.
PLOS ONE.https://doi.org/10.1371/journal.pone.0225073

§ Bezuidt, O.K., Lebre, P.H., Pierneef, R., León-Sobrino, C., Adriaenssens, E.M.,
Cowan, D.A., Van de Peer, Y. and Makhalanyane, T.P., 2020. Phages Actively
Challenge Niche Communities in Antarctic
Soils. mSystems, doi: 10.1128/mSystems.00234-20

§ Beukes, C. W. Steenkamp, E.T. van Zyl, E, Avontuur, J. Chan, W.Y., Hassen, A. I.,
Palmer,M.,. Mthombeni, L. S. Phalane, F. L Sereme, T. K., . Venter. S. N 2019.
Paraburkholderia strydomiana sp. nov. and Paraburkholderia steynii sp. nov.: rhizobial
symbionts of the fynbos legume Hypocalyptus sophoroides. Springer Nature.
https://doi.org/10.1007/s10482-019-01269-5

§ Bopape F.L., Hassen A.I., Swanevelder Z.H.& Gwata E.T. (2020). Draft Genome
Sequence of Rhizobium tropici SARCC-755, a Free-living rhizobium that nodulated
and promoted growth in pigeonpea [Cajanus cajan (L.) Millsp.]. Microbiology Resource
Announcements 9(2): e01122-19. DOI: 10.1128/MRA.01122-19

§ Chaora, N.S., Khanyile, K.S., Magwedere, K., Pierneef, R., Tabit, F.T., Muchadeyi,
F.C. 2022. A 16S Next Generation Sequencing Based Molecular and Bioinformatics
Pipeline to Identify Processed Meat Products Contamination and Mislabelling.
Animals. https://doi.org/10.3390/ ani12040416 (Impact factor= 2.752)

§ Chebii, V.J., Mpolya, E.A., Muchadeyi, F.C., Domelevo Entfellner, J.B. 2021.
Genomics of Adaptations in Ungulates. Animals, https://doi.org/ 10.3390/ani11061617
(Impact factor: 2.7)

§ Chokoe, T.S., Mdladla-Hadebe, K., Muchadeyi, F., Dzomba, E., Matelele, T.,
Mphahlele, T., Mpofu, T.J., Nephawe, K., & Mtileni, B. 2020. Genetic Diversity of South



African Indigenous Goat Population from Four Provinces Using Genome-Wide SNP 
Data. MDPI. doi:10.3390/su122410361 (Impact factor - 2.576) 

§ Chokoe, T.C., Hadebe, K., Muchadeyi, F.C., Nephawe, K.A., Dzomba, E.F., 
Mphahlele, T.D., Matelele, T.C. & Mtileni, B.J. 2022. Conservation status and historical 
relatedness of South African communal indigenous goat populations using a genome-
wide single-nucleotide polymorphism marker. Front. Genet. doi: 
10.3389/fgene.2022.909472. (Impact factor: 4.274)  

§ Cornelissen, S., Hefer, C.A., Rees,.D.J.G, Burger, J.T. 2020. Defining the QTL 
associated with chill requirement during endodormancy in Malus 3 domestica Borkh.  
Euphytica, https://doi.org/10.1007/s10681-020-02645-3 (Impact factor 1.620) 

§ Daccord, N., Celton, J.M., Linsmith, G., Becker, C., Choisne,N., Schijlen, E., van de 
Geest, H., Bianco, L., Micheletti, D., Velasco, R., Di Pierro, E.A., Gouzy, J., Rees, 
D.J.G., Guérif, P., Muranty, H., Durel, C.E., Laurens, F., Lespinasse, Y., Gaillard, 
S.,Aubourg, S., Quesneville, H., Weigel, D., van de Weg, E., Troggio, M. & Bucher, E. 
2017. High-quality de novo assembly of the apple genome and methylome dynamics 
of early fruit development. Nature Genetic, doi:10.1038/ng.3886,: pp01-10  

§ Davin, N., Edger, P.P., Hefer, C.A., Mizrachi, E., Schuetz, M., Smets, E., Myburg, A.A., 
Douglas, C.J., Schranz, M.E., Lens, F., 2016. Functional network analysis of genes 
differentially expressed during xylogenesis in soc1ful woody Arabidopsis plants. The 
Plant Journal 86, 376–390.  

§ Dewing, C., Van der Nest, M.A., Santana, Q.C., Proctor, R.H., Wingfield, B.D., 
Steenkamp, E.T., De Vos, L. 2022. Characterization of Host-Specific Genes from Pine- 
and Grass-Associated Species of the Fusarium fujikuroi Species Complex. Pathogens 
2022. https:// doi.org/10.3390/pathogens11080858. (Impact factor: 3.406). 

§ Dlamini, N.M., Visser, C., Soma, P., Muchadeyi, F.C. & Snyman, M.A. 2018. Genetic 
diversity and flock clustering of a South African Dohne Merino flock selected for 
resistance to Haemonchus contortu. Proceedings of the World Congress on Genetics 
Applied to Livestock Production. Paper 11.230  

§ Dlamini N.M., Visser C., Snyman M.A., Soma P. & Muchadeyi, F.C. 2019. Genomic 
evaluation of resistance to Haemonchus contortus in a South African Dohne Merino 
flock. Small Ruminant Research, https://doi.org/10.1016/j.smallrumres.2019.04.020. 

§ Dlamini, N.M., Dzomba, E.F., Magawana, M., Ngcamu, S., Muchadeyi, F.C. 2022. 
Linkage Disequilibrium, Haplotype Block Structures, Effective Population Size and 
Genome-Wide Signatures of Selection of Two Conservation Herds of the South African 
Nguni Cattle. Animals https://doi: 10.3390/ani12162133.  (Impact factor: 2.752) 

§ Dodd, A., Swanevelder D., Zhou N, Brady D, Hallsworth JE & Rumbold K. (2018). 
Streptomyces albulus yields ε-Poly-L-Lysine and other products from salt- 
contaminated glycerol waste. Journal of Industrial Microbiology & Biotechnology: 
45(12): 1083-1090. (doi: 10.1007/s10295-018-2082-9). 

§ Dodd, A., Swanevelder D., Zhou N, Brady D, Hallsworth JE & Rumbold K. (2018). 
Streptomyces albulus yields ε-Poly-L-Lysine and other products from salt-



contaminated glycerol waste. Journal of Industrial Microbiology & Biotechnology: 
45(12): 1083-1090. (doi: 10.1007/s10295-018-2082-9). 

§ Dzomba, E. F., Chimonyo, M, Snyman, M. A., Muchadeyi, F.C., 2020. The genomic 
architecture of South African mutton, pelt, dual-purpose and nondescript sheep breeds 
relative to global sheep populations. Animal Genetics, doi: 10.1111/age.12991 (Impact 
factor 2.120). 

§ Dzomba, E.F., Chimonyo, M., Pierneef, R. & Muchadeyi, F. C. 2021. Runs of 
homozygosity analysis of SouthAfrican sheep breeds from various production systems 
investigated using OvineSNP50k data. BMC Genomics, 
https://doi.org/10.1186/s12864-020-07314-2.  

§ Dzomba E.F., Mdladla K., Ncube K.T., Muchadeyi F.C. 2017. Genomics for the 
Improvement of Productivity and Robustness of South African Goat Breeds. Volume I. 
Springer, Cham: https://doi.org/10.1007/978-3-319-71855-2_27. 

§ Dzomba, E., Snyman, M., Chimonyo, M., Muchadeyi, F., 2016. P4055 Assessing the 
genomic status of South African mutton, pelt and dual purpose sheep breeds using 
genome-wide single nucleotide genotypes. Journal of Animal Science 94, 106–106.  

§ Dzomba, E.F. & Muchadeyi, F.C. 2019. Medium density beadchip genotype data 
reveals genomic structure of South African merino-based breeds. Proceedings of the 
23rd AAABG Conference 2019. University of New England, Armidale, New South 
Wales, 27th October to 1st November 2019 pp 452-455. 

§ Dzomba, E.F., Snyman, M., Chimonyo, M. & Muchadeyi F.C. 2018. Population genetic 
structure and selection footprints in sheep breeds from divergent production systems 
of South Africa. Proceedings of the World Congress on Genetics Applied to Livestock 
Production. Paper 11. 

§ Dzomba, E.F., Van Der Nest, M.A., Mthembu, J.T., Soma, P., Snyman, M.A., 
Chimonyo, M., & Muchadeyi, F.C. 2023. Selection signature analysis and genome-
wide divergence of South African Merino breeds from their founders. Front. Genetics. 
doi:10.3389/fgene.2022.932272.  

 
§ Featherston,J., Arakaki,Y., Hanschen,E.R., Ferris, P.J., Michod, R.E., Olson, B.J.S.C., 

Nozaki, H., Durand, P.M. 2017. The 4-celled Tetrabaena socialis nuclear genome 
reveals the essential components for genetic control of cell number at the origin of 
multicellularity in the volvocines lineage. Molecular Biology and Evolution. Advanced 
Access. https://do.org/10.1093/molbev/msx332. 

§ Fourie A, de Jonge R, van der Nest MA, Duong TA, Wingfield MJ, Wingfield BD, 
Barnes I. 2020. Genome comparisons suggest an association between Ceratocystis 
host adaptations and effector clusters in unique transposable element families. Fungal 
Genetics and Biology. 143:103433. 10.1016/j.fgb.2020.103433 (Impact factor 3.262). 

§ Fourie, A., van der Nest, M.A., de Vos, L., Wingfield, M.J., Wingfield, B.D., Barnes, I. 
2019. QTL mapping of mycelial growth and aggressiveness to distinct hosts in 



Ceratocystis pathogens, Fungal Genetics and Biology, doi: 
https://doi.org/10.1016/j.fgb.2019.103242  

§ Gonzales-Vigil, E., Hefer, C.A., von Loessl, M.E., La Mantia, J., Mansfield, S.D. 2017. 
Exploiting Natural Variation to Uncover an Alkene Biosynthetic Enzyme in Poplar. 
American Society of Plant Biologists, doi:10.1105/tpc.17.00338  

§ Gous, A., Swanevelder, D.Z.H., Eardley, C.D.& Willows-Munro, S. 2018. Plant-
pollinator interactions over time: Pollen metabarcoding from bees in a historic 
collection. Evolutionary Applications. https://doi.org/10.1111/eva.12707. 

§ Gous A., Eardley C.D., Johnson S.D., Swanevelder Z.H. & Willows-Munro, S. 2021 
Floral hosts of leaf-cutter bees (Megachilidae) in a biodiversity hotspot revealed by 
pollen DNA metabarcoding of historic specimens. PLoS ONE, 
https://doi.org/10.1371/journal.pone.0244973. 

§ Gous, A., Willows-Munro, S., Eardley C, Swanevelder, Z.H. 2017. Pollination: Impact, 
roleplayers, interactions and study – A South African perspective. South African 
Journal of Science,http://dx.doi.org/10.17159/sajs.2017/20160303, 1-8pp. 

§ Hadebe, K., Dzomba, E.F. & Muchadeyi, F.C. 2019. The population Genomic signature 
of environmental selection in chickens from Malawi, South Africa and Zimbabwe. 
Proceedings of the 23rd AAABG Conference 2019. University of New England, 
Armidale, New South Wales, 27th October to 1st November 2019 pp 274-277. 

§ Hadebe, M., Stegmann,P., Pierneef, R., Subramani, P., & Pillay, M. 2020. Genetic 
diversity of Seriphium plumosum - a grassland encroacher plant in South Africa. 
Journal of Crop Improvement, https://doi.org/10.1080/15427528.2020.1828213 
(IMPACT FACTOR - 0.870) 

§ Hassen A., Khambani L. & Swanevelder Z.H. (2018). The draft genome of Burkholderia 
sp. strain Nafp2/4.1b confirms the ability to produce the pyoverdines siderophores, 1- 
aminocyclopropane-1-carboxylate (ACC) deaminase and the phytohormone auxin 
involved in plant growth promotion. Microbiology Resource Announcements. 
Microbiology Resource Announcements 7(23): e01383-18. 

§ Hegyi, Á.I., Otto, M., Geml, J., Hegyi-Kaló, J., Kun, J., Gyenesei, A., Pierneef, R., 
Váczy, K.Z. 2022. Metatranscriptomic Analyses Reveal the Functional Role of Botrytis 
cinerea in Biochemical and Textural Changes during Noble Rot of Grapevines. Journal 
of Fungi, https://doi.org/ 10.3390/jof8040378 (Impact factor: 5.816) 

§ Hlongwane, N.L., Hadebe, K., Soma, P., Dzomba, E.F., & Muchadeyi, F.C., 2020. 
Genome Wide Assessment of Genetic Variation and Population Distinctiveness of the 
Pig Family in South Africa. Frontier Genetics,. doi: 10.3389/fgene.2020.00344,11:344.  

§ Hove, P., Khumalo, Z. T. H., Chaisi, M. E., Oosthuizen, M. C., Brayton. K .A., Collins, 
N. E.,2018 Detection and Characterisation of Anaplasma marginale and A. centrale in 
South Africa. Veterinary Sciences. doi:10.3390/vetsci5010026  

§ Hübner S., Bercovich N., Todesco M., Mandel J., Odenheimer J., Ziegler E., Seon Lee 
J., Baute G., Owens G., Grassa C., Ebert D., Ostevik K., Moyers B., Yakimowski S., 



Masalia R., Gao L., Calic I., Bowers J., Kane N., Swanevelder D., Kubach T., Muños 
S., Langlade N., Burke J. & Rieseberg L. (2019). Sunflower pan-genome analysis 
shows that hybridization altered gene content and disease resistance. Nature Plants 
5:54-62. 

§ Hubner, S., E. Zigler, J.R. Mandel, D. Swanevelder, P. Vincourt, N. Langlade, J. M. 
Burke & L. H. Rieseberg (2016). The cultivated sunflower pan genome provides 
insights on the wild sources of introgressions and their role in breeding. Proceeding of 
the 19th International sunflower conference (2016). Edirne, Turkey. 

§ Kabwe, M.H., Govender, N., Vikram, S., Bezuidt, O.M., Makhalanyane, T.P. 2017. The 
draft genome sequence of Hymenobacter sp. CRA2 isolated from Nama Karoo shrub 
land soils from South Africa. Elsevier. http://dx.doi.org/10.1016/j.gdata.2017.06.001: 
pp21-23 

§ Kanzi, A.M., Trollip, C., Wingfield, M.J., Barnes, I., van der Nest, M.A., Wingfield, B.D., 
2020. Phylogenomic incongruence in (Ceratocystis): a clue to speciation? BMC 
Genomics, 10.1186/s12864-020-6772-0. 

§ Khan, A.S.; Pierneef, R.E.; Gonzalez-Escalona, N.; Maguire, M.; Li, C.; Tyson, G.H.; 
Ayers, S.; Georges, K.; Abebe, W.; Adesiyun, A.A. 2022. Molecular Characterization 
of Salmonella Detected along the Broiler Production Chain in Trinidad and Tobago. 
Microorganisms. https://doi.org/10.3390/ microorganisms10030570 (Impact factor 
4.167). 

§ Khan, A.S., Pierneef, R.E., Gonzalez-Escalona, N., Maguire, M., Georges, K., Abebe, 
W., Adesiyun,A.A. 2023. Phylogenetic analyses of Salmonella detected along the 
broiler production chain in Trinidad and Tobago. Poultry Science. 
https://doi.org/10.1016/j.psj.2022.102322 

§ Kunene, L.M., Muchadeyi, F.C., Hadebe, K., Mészáros, G., Sölkner, J., Dugmore, T. 
& Dzomba, E.F. 2022. Genetics of Base Coat Colour Variations and Coat Colour-
Patterns of the South African Nguni Cattle Investigated Using High-Density SNP 
Genotypes. Frontiers in Genetics,  doi: 10.3389/fgene.2022.832702 (Impact factor: 
4.772) 

§ Lashmar, S.F. Muchadeyi, F.C, Visser C. 2019. Genotype imputation as a cost-saving 
genomic strategy for South African Sanga cattle: A review. South African Journal of 
Animal Science .49 No.2, http://dx.doi.org/10.4314/sajas.v49i2.7. 

§ Lashmar, S.F., Visser, C. & Muchadeyi, F.C. 2018. Factors influencing imputation 
accuracy for the South African Drakensberger beef cattle breed. Proceedings of the 
World Congress on Genetics Applied to Livestock Production. Paper 11.472  

§ Lashmar, S.F., Visser, C., van Marle-Köster, E., Muchadeyi, F.C. 2018. Genomic 
diversity and autozygosity within the SA Drakensberger beef cattle breed. Livestock 
Science, https://doi.org/10.1016/j.livsci.2018.04.006, pp 111-119. 

§ Lashmar, S. F., Berry, D. P., Pierneef,R., Muchadeyi, F.C., Visser, C. 2021. Assessing 
single-nucleotide polymorphism selection methods for the development of a low-



density panel optimized for imputation in South African Drakensberger beef cattle. 
Journal of Animal Science, https://doi.org/10.1093/jas/skab118 (Impact factor: 4.076) 

§ Lashmar, S.F., Visser, C., Okpeku, M., Muchadeyi,F.C., Mapholi, N.O., van Marle-
Köster, E. 2022.  A within- and across-country assessment of the genomic diversity 
and autozygosity of South African and eSwatini Nguni cattle. Tropical Animal Health 
and Production, doi: 10.1007/s11250-022-03373-7. PMID: 36316504. (Impact factor 
1.930) 

§ Lekota, K.E., Hassim, A., Mafofo, J., Rees, J., Muchadeyi, F.C., van Heerden, H., 
Madoroba, E., 2016. Polyphasic characterization of Bacillus species from anthrax 
outbreaks in animals from South Africa and Lesotho. The Journal of Infection in 
Developing Countries 10, 814– 823. 

§ Mabuza, L.M., Mchunu, N.P., Crampton, B.G., Swanevelder, D.Z.H. 2023. Accelerated 
Breeding for Helianthus annuus (Sunflower) through Doubled Haploidy: An Insight on 
Past and Future Prospects in the Era of Genome Editing. Plants. 
https://doi.org/10.3390/plants12030485. 

§ Machete, J. B., Kgwatalala, P.M., Nsoso, S. J., Hlongwane, N.L., & Moreki, J.C. 2021 
Genetic Diversity and Population Structure of Three Strains of Indigenous Tswana 
Chickens and Commercial Broiler Using Single Nucleotide Polymormophic (SNP) 
Markers. Open Journal of Animal Sciences, doi: 10.4236/ojas.2021.114035 (impact 
factor 1.74). 

§ Mafuna, T., Soma, P., Tsotetsi-Khambule, A.M., Hefer, C.A., Muchadeyi, F.C., 
Thekisoe, O.M.M., Pierneef, R.E. 2021. Bacterial profiling of Haemonchus 
contortus gut microbiome infecting Dohne Merino sheep in South Africa. Scientific 
Reports, https://doi.org/10.1038/s41598-021-85282-7 (Impact factor: 3.998) 

§ Mafuna, T., Matle, I., Magwedere, K., Pierneef, R.E. & Reva, O.N. 2021. Whole 
Genome-Based Characterization of Listeria monocytogenes Isolates Recovered From 
the Food Chain in South Africa. Front. Microbiol. doi: 10.3389/fmicb.2021.669287 
(Impact factor: 4.076). 

§ Magoro, A.M., Mtileni, B., Hadebe, K and Zwane, A. 2022. Assessment of Genetic 
Diversity and Conservation in South African Indigenous Goat Ecotypes: A Review. 
Animals. 12, 3353. https://doi.org/10.3390/ ani12233353. (Impact Factor 3.231). 

§ Makina, S.O., Whitacre, L.K., Decker, J.E., Taylor, J.F., MacNeil, M.D., Scholtz, M.M., 
MarleKöster, E., Muchadeyi, F.C., Makgahlela, M.L., Maiwashe, A., 2016. Insight into 
the genetic composition of South African Sanga cattle using SNP data from cattle 
breeds worldwide. Genetics Selection Evolution 48, 88. 

§ Malatji, D., Tsotetsi, A., van Marle-Koster, E., Muchadeyi, F., 2016. Population genetic 
structure of Ascaridia galli of extensively raised chickens of South Africa. Veterinary 
parasitology 216, 89–92. 

§ Malatji, D., van Marle-Köster, E., Muchadeyi, F., 2017. Transcriptome analysis of the 
small intestine of village chickens from Ascaridia galli infected environment. 
Supervisory committee.  



§ Malatji, D.P., Tsotetsi, A.M., van Marle-Köster, E., Muchadeyi, F.C., 2016. A 
description of village chicken production systems and prevalence of gastrointestinal 
parasites: Case studies in Limpopo and KwaZulu-Natal provinces of South Africa. 
Onderstepoort Journal of Veterinary Research 83, 1–8. 

§ Malatji, D.P., van Marle Koster, E. and Muchadeyi F.C. 2019. Gene expression profiles 
of the small intestine of village chickens from an Ascaridia galli infested environment. 
Veterinary Parasitology, https://doi.org/10.1016/j.vpoa.2019.100012. 

§ Mann, B.C., Bezuidenhout, J.J., Swanevelder, Z.H., Grobler,A.F. 2021. MinION 16S 
datasets of a commercially available microbial community enables the evaluation of 
DNA extractions and data analyses. Data in Brief, 
https://doi.org/10.1016/j.dib.2021.107036 (Impact factor: 1.13) 

§ Masenya, K., Thompson, G.D., Tekere, M., Makhalanyane,T.P., Pierneef, R.E. & 
Rees, DJ.G. 2021. Pathogen infection influences a distinct microbial community 
composition in sorghum RILs. Plant Soil 463: 555–572. (Impact factor: 3.299)  

§ Mathole, M., Muchadeyi, F., Mdladla, K., Malatji, D., Dzomba, E., Madoroba, E., 2017. 
Presence, distribution, serotypes and antimicrobial resistance profiles of Salmonella 
among pigs, chickens and goats in South Africa. Food Control 72, 219–224. 

§ Matle, I. Mafuna, T. Madoroba, E. , Mbatha, K.R.,Magwedere, K.,& Pierneef, R. 2020. 
Population Structure of Non-ST6 Listeria monocytogenes Isolated in the Red Meat and 
Poultry Value Chain in South Africa. Microorganisms, 
doi:10.3390/microorganisms8081152 (Impact factor 4.167) 

§ Mdladla, K., Dzomba, E. F., Muchadeyi, F. C. 2018. Landscape genomics and pathway 
analysis to understand genetic adaptation of South African indigenous goat 
populations. The Genetics Society, Heredity volume 120, pages369–378 
doi:10.1038/s41437-017-0044-z 

§ Mdladla, K., Dzomba, E., Huson, H., Muchadeyi, F., 2016a. Population genomic 
structure and linkage disequilibrium analysis of South African goat breeds using 
genome-wide SNP data. Animal genetics 47, 471–482. 

§ Mdladla, K., Dzomba, E., Muchadeyi, F., 2016b. P5039 A landscape genomic 
approach to unravel the genomic mechanism of adaptation in indigenous goats of 
South Africa. Journal of Animal Science 94, 134–135.  

§ Mdladla, K., Dzomba, E.F., Muchadeyi, F.C., 2016. Seroprevalence of Ehrlichia 
ruminantium antibodies and its associated risk factors in indigenous goats of South 
Africa. Preventive veterinary medicine 125, 99–105. 

§ Mdladla, K., Dzomba, E.F., Muchadeyi, F.C., 2017a. Characterization of the village 
goat production systems in the rural communities of the Eastern Cape, KwaZulu-Natal, 
Limpopo and North West Provinces of South Africa. Tropical animal health and 
production 49, 515– 527. 

§ Mdladla, K., Dzomba, E.F., Muchadeyi, F.C., 2017b. The potential of landscape 
genomics approach in the characterization of adaptive genetic diversity in indigenous 



goat genetic resources: A South African perspective. Small Ruminant Research 150, 
87–92.  

§ Mgwatyu, Y., Cornelissen, S., van Heusden, P., Stander, A., Ranketse, M., Hesse, U. 
2022. Establishing MinION Sequencing and Genome Assembly Procedures for the 
Analysis of the Rooibos (Aspalathus linearis) Genome. Plants 2022.  https://doi.org/ 
10.3390/plants11162156. (Impact factor: 3.899) 

§ Modiba, M.C., Nephawe, K.A., Mdladla, K.H., Lu, W., Mtileni, B. 2022. Candidate 
Genes in Bull Semen Production Traits: An Information Approach Review. Veterinary 
Science, https://doi.org/10.3390/ vetsci9040155 (Impact Factor 2.44). 

§ Moloto, O.T., Pietersen, G., Swanevelder, D.Z.H, Thompson, G.D, & Read, D.A. 2022.  
First report of grapevine polerovirus 1 in South Africa. Australasian Plant Dis. 
https://doi.org/10.1007/s13314-022-00459-x (Impact factor:1.599). 

§ Molotsi, A., Taylor, J., Cloete, S., Muchadeyi, F., Decker, J., Sandenbergh, L., Dzama, 
K., 2017. Preliminary genome-wide association study for wet-dry phenotype in 
smallholder ovine populations in South Africa. South African Journal of Animal Science 
47, 327–331.  

§ Molotsi, A.H., Taylor, J.F., Cloete, S.W.P., Muchadeyi, F., Decke, J.E., Sandenbergh, 
L. & Dzama, K. 2017. Preliminary genome-wide association study for wet-dry 
phenotype in smallholder ovine populations in South Africa. South African Journal of 
Animal Science, http://dx.doi.org/10.4314/sajas.v47i3.9: pp 327-331.  

§ Molotsi, A.H., Taylor, J.F., Cloete, S.W.P., Muchadeyi, F., Decker, J.E., Whitacre, L.K., 
Sandenbergh, L., Dzama, K. 2017. Genetic diversity and population structure of South 
African smallholder farmer sheep breeds determined using the OvineSNP50 beadchip. 
Springer Science, DOI 10.1007/s11250-017-1392-7  

§ Mtshali, T. F., Mapholi, O. N., Ncube, K. T., Dzomba, E. F., Matelele, T. C., Chokoe, 
T. C., Mphahlele, T. D., Muchadeyi, F. C., & Hadebe, K. 2021. Goat farmers’ production 
objectives and trait preferences in the North West province of South Africa: An 
approach to identify selection criteria for community-based breeding program. 
International Journal of Livestock Production 12(2): 64-75. (Impact factor: 0) 

§ Muchadeyi, F.C., Dzomba, E.F., 2017. Genomics Tools for the Characterization of 
Genetic Adaptation of Low Input Extensively Raised Chickens, in: Poultry Science. 
InTech.  

§ Muchadeyi, F. C., Ibeagha-Awemu, E. M.,   Javaremi, A.N., Gutierrez Reynoso,G. A., 
Mwacharo, J.M.,  Rothschild, M. F.& Sölkner,J. 2020. Editorial: Why Livestock 
Genomics for Developing Countries Offers Opportunities for Success. Frontiers in 
Genetics , https://doi.org/10.3389/fgene.2020.00626 (Impact factor 3.360) 

§ Muchadeyi, F. C., Ibeagha-Awemu, E. M., Sölkner, J., Javaremi, A. N., Reynoso, G. 
A. G., Mwacharo, J. M., Rothschild, M. F., 2020. Why Livestock Genomics for 
Developing Countries offers Opportunities for Success. Frontiers in Genetics Media 
SA. doi: 10.3389/978-2-88963-944-1.  



§ Muzondiwa, D., Mutshembele, A., Pierneef, R.E., Reva, O.N. 2020.Resistance Sniffer: 
An online tool for prediction of drug resistance patterns of (Mycobacterium 
tuberculosis) isolates using next generation sequencing data. International Journal of 
Medical Microbiology, https://doi.org 10.1016/j.ijmm.2020.151399  

§ Naidoo, Y., Valverde, A., Cason, E.D., Pierneef, R.E., Cowan, D.A. 2020. A clinically 
important, plasmid-borne antibiotic resistance gene (β-lactamase TEM-116) present in 
desert soils.Science of the Total Environment 
,https://doi.org/10.1016/j.scitotenv.2020.137497. 

§ Naidoo, Y., Valverde, A., Pierneef, R.E. & Cowan, D.A., 2021. Differences in 
Precipitation Regime Shape Microbial Community Composition and Functional 
Potential in Namib Desert Soils. Microbial Ecology, pp.1-13. (Impact factor: 4.04) 

§ Ncube, K., Mdladla, K., Dzomba, E., Muchadeyi, F., 2016. Targeted high-throughput 
growth hormone 1 gene sequencing reveals high within-breed genetic diversity in 
South African goats. Animal genetics 47, 382–385.  

§ Ncube, K.T., Hadebe, K., Dzomba, E.F., Soma, P., Frylinck, L., Muchadeyi, F.C., 2019. 
Relationship between population genomic structure and growth profiles of South 
African goats under different production systems. Tropical Animal Health Production, 
https://doi.org/10.1007/s11250-019-02128-1. 

§ Ncube, K.T., Dzomba, E.F., Hadebe, K., Soma, P., Frylinck, L., Muchadeyi, F.C. 2022. 
Carcass Quality Profiles and Associated Genomic Regions of South African Goat 
Populations Investigated Using Goat SNP50K Genotypes. Animals. 
https://doi.org/10.3390/ ani12030364 (Impact factor= 2.752) 

§ Ncube, K.T., Dzomba, E.F., Rosen, B.D., Schroeder, S.G., Van Tassell, C.P. & 
Muchadeyi, F.C. 2022. Differential gene expression and identification of growth-related 
genes in the pituitary gland of South African goats. Front. Genet. doi:  
10.3389/fgene.2022.811193. (Impact factor: 4.274)  

§ Neu E, Featherston J, Rees J, Debener T. (2017). A draft genome sequence of the 
rose black spot fungus Diplocarpon rosae reveals a high degree of genome duplication. 
PLoS ONE, doi.org/10.1371/journal.pone.0185310  

§ Ngara, R.; Goche, T.; Swanevelder, D.Z.H.; Chivasa, S. Sorghum’s Whole-Plant 
Transcriptome and Proteome Responses to Drought Stress: A Review. Life 2021, 
https://doi.org/10.3390/life11070704 (Impact factor: 2.991).  

§ Nhlapo, T.F., Mulabisana, J.M., Odeny, D.A., Rey, M.E.C., Rees, D.J.G., 2018. First 
Report of sweet potato badnavirus A and Sweet potato badnavirus B in South African. 
APS Journals, https://doi.org/10.1094/PDIS-08-17-1235-PDN, 1865 pp  

§ Nhlapo, T.F., Rees, D.J.G., Odeny, D.A., Mulabisana, J.M., Rey, M.E.C. 2018. Viral 
metagenomics reveals sweet potato virus diversity in the Eastern and Western Cape 
provinces of South Africa. South African Journal of Botany, 
https://doi.org/10.1016/j.sajb.2018.05.024, pp 256–267  



§ Niu, D., Li, C., Wang, P., Huang, L., Mchunu, N.P., Singh, S., Prior, B.A., Ye, X,.2019. 
Twinarginine signal peptide of Bacillus licheniformis GlmU efficiently mediated 
secretory expression of protein glutaminase. Electronic Journal of Biotechnology. 
https://doi.org/10.1016/j.ejbt.2019.10.006. 

§ Otto, M., Geml, J., Hegyi, A.I., Hegyi-Kaló,J.,  Pierneef, R., Pogány, M., Kun, J., 
Gyenesei, A., Váczy, K.Z. 2022. Botrytis cinerea expression profile and metabolism 
differs between noble and grey rot of grapes. Food Microbiology, 
https://doi.org/10.1016/j.fm.2022.104037 (Impact factor: 3.451) 

§ Palmer M, Venter SN, McTaggart AR, Coetzee MPA, Van Wyk S, Avontuur JR, Beukes 
CW, Fourie G, Santana QC, Van der Nest MA, Blom J, Steenkamp ET. (2019) The 
synergistic effect of concatenation in phylogenomics: the case in Pantoea. PeerJ 
10.7717/peerj.6698  

§ Palmer, M., Steenkamp, E.T., Coetzee, M.P., Avontuur, J.R., Chan,W.-Y., Van Zyl,E., 
Blom,J. Venter,S.N. 2018. Mixta gen. nov. - A new genus in the Erwiniaceae. 
International Journal of Systematic and Evolutionary Microbiology. 
doi10.1099/ijsem.0.002540  

§ Ranketse, M., Hefer, C.A., Pierneef, R., Fourie, G., Myburg, A.A. 2022. Genetic 
diversity and population structure analysis reveals the unique genetic composition of 
South African selected macadamia accessions. Tree Genetics and Genomes, 
http://doi.org/ 10.1007/s11295-022-01543-0 (Impact Factor: 2.297) 

 
§ Rauwane, M.E., Odeny, D.D., Millar, I., Rey, C., Rees, J,.2018. The early transcriptome 

response of cassava (Manihot esculenta Crantz) to mealybug (Phenacoccus manihoti) 
feeding. PLOS ONE, https://doi.org/10.1371/journal.pone.0202541, 1-26 pp  

§ Read, D.A., Featherston, J., Rees, D.J.G., Thompson, G.D., Roberts, R., Flett, B.C., 
Mashingaidze, K., Pietersen,G., Kiula,B., Kullaya, A., Mbega, E. 2019. 
Characterization and detection of maize-associated pteridovirus (MaPV), infecting 
maize Zea mays in the Arusha region of Tanzania. European Journal of Plant 
Pathology. https//doi.org/10.1007/s10658- 019-01703-4. 

§ Read, D.A., Featherston, J., Rees, D.J.G., Thompson, G.D., Roberts, R., Flett, B.C., 
Mashingaidze, K., Pietersen,G., Kiula,B., Kullaya, A., Mbega, E. 2019. Molecular 
characterization of Morogoro maize-associated virus, a nucleorhabdovirus detected in 
maize Zea mays in Tanzania. Archives of Virology. https//doi.org/10.1007/s00705-019- 
04212-1  

§ Read, D.A., Featherston, J., Rees, D.J.G., Thompson, G.D., Roberts, R., Flett, B.C., 
Mashingaidze, K., Pietersen,G., Kiula,B., Kullaya, A., Mbega, E.R. 2019. Diversity and 
distribution of Maize-associated totivirus strains from Tanzania. Virus Genes. 
https//doi.org/10.1007/s11262-019-01650-6  

§ Read, D.A., Featherstone, J., Rees, D.J.G.,Thompson, G.D., Roberts, R., Flett, 
B.C.,Mashingaidze, K., Berger, D.K., Welgemoed, T., Pietersen,G., Schulze, S.E., 
Kiula, B.,Kullaya, A., Mbega, E. 2018. First report of maize yellow mosaic virus 



(MaYMV) on maize (Zea mays) in Tanzania. Journal of Plant Pathology, 
https://doi.org/10.1007/s42161-018- 0152-5  

§ Read, D.A., Muoma, J., Thompson, G.D. 2020. Metaviromic analysis reveals 
coinfection of papaya in western Kenya with a unique strain of Moroccan watermelon 
mosaic virus and a novel member of the family Alphaflexiviridae. Archives of Virology, 
https:// doi.org 10.1007/s00705-020-04582-x.  

§ Read, D.A. & Pietersen.G (2019) Analysis of Genotype Composition of Citrus tristeza 
virus Populations Using Illumina Miseq Technology in Catara AF et al. (eds.) Citrus 
Tristeza Virus: Methods and Protocols, Methods in Molecular Biology, vol. 2015, 
doi:10.1007/978-1-4939- 9558-5_13.  

§ Read, D.A., Roberts, R. & Thompson, G.D. 2020. First report of alstroemeria mosaic 
virus in South Africa. Australasian Plant Disease Notes, 
https://doi.org/10.1007/s13314-020-00409-5 (IMPACT FACTOR - 0.450). 

§ Read, D.A., Roberts, R., Thompson, G.D. 2021. First report of Catharanthus mosaic 
virus infecting Gomphocarpus physocarpus in South Africa. Journal of Plant Pathology, 
https://doi.org/10.1007/s42161-021-00746-z. 

§ Read, D.A., Roberts, R., Thompson,G.D. 2021. Orchid fleck virus and a novel strain of 
sweet potato chlorotic stunt virus associated with an ornamental cultivar of Alcea rosea 
L. in South Africa. Eur J Plant Pathol,  https://doi.org/10.1007/s10658-021-02224-9. 

§ Read, D.A., Roberts, R., Swanevelder, D. Pietersen, G., Thompson, G. D. 2021. Novel 
viruses associated with plants of the family Amaryllidaceae in South Africa. Archives 
of Virology. https://doi.org/10.1007/s00705-021-05170-3 (Impact factor: 2.23) 

§ Read, D.A., Roberts, R. & Thompson, G. 2021. Genomic characterization of two novel 
viruses infecting Barleria cristata L. from the genera Orthotospovirus and Polerovirus. 
Archives Virology. https://doi.org/10.1007/s00705-021-05150-7 (Impact factor: 2.23). 

§ Reva, O.N., Swanevelder, D.Z.H., Mwita, L.A., Mwakililii, A.D., Muzondiwa, D., 
Joubert, M., Chan, W.Y., Lutz, S., Ahrens,C.H., Avdeeva, L.V., Kharkhota,M.A., 
Tibuhwa,D., Lyantagaye,S., Vater,J., Borriss, R.,& Meijer,J.,2019. Genetic, Epigenetic 
and Phenotypic Diversity of Four Bacillus velezensis Strains Used for Plant Protection 
or as Probiotics. Frontiers in Microbiology. https://doi.org/10.3389/fmicb.2019.02610 

§ Read, D.A., Thompson, G.D., Swanevelder, D. & Pietersen, G. 2021. Detection and 
diversity of grapevine virus L from a Vitis cultivar collection in Stellenbosch, South 
Africa. Eur J Plant Pathol . https://doi.org/10.1007/s10658-021-02380-y (Impact factor: 
1.582). 

§ Read, D.A., Thompson,G.D.,  Le Cordeur, N., Swanevelder, D., Pietersen, G. 2022. 
Genomic characterization of grapevine viruses N and O: novel vitiviruses from South 
Africa. Archives of Virology. https://doi.org/10.1007/s00705-021-05333-2 (Impact 
factor=2.574) 

§ Reva, O.N., Larisa, S.A., Mwakilili, A.D., Tibuhwa,D., Lyantagaye, S., Chan, W.Y., 
Lutz, S.,   Ahrens, C.H.,  Vater, J.,  Borriss, R. 2020. Complete genome sequence and 



epigenetic profile of Bacillus velezensis UCMB5140 used for plant and crop protection 
in comparison with other plant-associated Bacillus strains. Applied Microbiology and 
Biotechnology, https://doi.org/10.1007/s00253-020-10767-w( Impact factor 3.820) 

§ Rotimi, A.M., Pierneef, R. & Reva, O.N., 2018. Selection of marker genes for genetic 
barcoding of microorganisms and binning of metagenomic reads by Barcoder software 
tools. BMC bioinformatics,https://doi.org/10.1186/s12859-018-2320-1 19(1), p.309.  

§ Sahu, S.K., Liu, M., Yssel, A., Kariba, R., Muthemba, S., Jiang, S. , Song, B., Hendre, 
P.S., Muchugi, A.,  Jamnadass, R., Kao, S.M., Featherston, J., Nyree, J. C., Zerega, 
N.J.C.,  Xu, X., Yang, H., Van Deynze, A., Van de Peer, Y.,  Liu, X., Liu,H.. 2020. Draft 
Genomes of Two (Artocarpus) Plants, Jackfruit (A.heterophyllus) and Breadfruit 
(A.altilis). Genes,  https://doi.org/10.3390/genes11010027 

§ Sayari, M., van der Nest, M.A., Steenkamp, E.T., Adegeye, O.O., Marincowitz, S., 
Wingfield, B.D. 2019. Agrobacterium-mediated transformation of Ceratocystis 
albifundus. Microbiological Research, https://doi.org/10.1016/j.micres.2019.05.004  

§ Shen, P., Niu, D., Liu, X., Tian, K., Permaul, K., Singh, S., Mchunu, N.P., Wang, Z. 
2022. High-efficiency chromosomal integrative amplification strategy for 
overexpressing α-amylase in Bacillus licheniformis. Journal of Industrial Microbiology 
Biotechnology,  doi: 10.1093/jimb/kuac009. PMID: 35325171(Impact Factor: 2.824) 

§ Soal, N.C., Coetzee, M.P.A., Van der Nest, M.A., Hammerbacher, A., Wingfield, B.D. 
2022. Phenolic degradation by catechol dioxygenases is associated with pathogenic 
fungi with a necrotrophic lifestyle in the Ceratocystidaceae. G3. 12:jkac008. 
10.1093/g3journal/jkac008 (Impact factor=2.781)  

§ Song, P., Cheng, L.,· Tian, K., Zhang, M., Mchunu, N.P., Niu, D.,   Singh, S., Prior, 
B.,   Wang, Z.X. 2020. Biochemical characterization of two new (Aspergillus) 
niger aspartic proteases. 3 Biotech,. https://doi.org/10.1007/s13205-020-02292-4. 

§ Song, P., Cheng, L., Tian, K., Zhang, M., Singh, S., Niu, D., Prior, B., Mchunu, N.P. 
and Wang, Z.X., 2020. A novel aminopeptidase with potential debittering properties in 
casein and soybean protein hydrolysates. Food Science and Biotechnology 
https://doi.org/10.1007/s10068-020-00813-8 (IMPACT FACTOR-1.513).  

§ Suarez Gonzalez, A., Hefer, C. A., Lexer, C., Cronk, Q. C. B., & Douglas, C. J. 2018. 
Scale and direction of adaptive introgression between black cottonwood (Populus 
trichocarpa) and balsam poplar (P. balsamifera). Molecular Ecology, 
http://doi.org/10.1111/mec.14561, pp 1667–1680  

§ Suarez-Gonzalez, A., Hefer, C. A., Lexer, C., Douglas, C. J. and Cronk, Q. C. B. 
(2017), Introgression from Populus balsamifera underlies adaptively significant 
variation and range boundaries in P. trichocarpa. New Phytol, 217: 416–427. 
doi:10.1111/nph.14779 

§ Suarez-Gonzalez, A., Hefer, C.A., Christe, C., Corea, O., Lexer, C., Cronk, Q.C., 
Douglas, C.J., 2016. Genomic and functional approaches reveal a case of adaptive 
introgression from Populus balsamifera (balsam poplar) in P. trichocarpa (black 
cottonwood). Molecular ecology 25, 2427–2442.  



§ Swalarsk-Parry, B.S., Steenkamp, E.T., van Wyk, S., Santana, Q.C., van der Nest, 
M.A., Hammerbacher, A., Wingfield, B.D., De Vos, L. 2022. Identification and 
Characterization of a QTL for Growth of Fusarium circinatum on Pine-Based Medium. 
Journal of Fungi, https://doi.org/10.3390/ jof8111214. (Impact factor 5.266) 

§ Thompson, G., Richardson, D., Wilson, J., Bellstedt, D., Le Roux, J., 2016. Genetic 
diversity and structure of the globally invasive tree, Paraserianthes lophantha 
subspecies lophantha, suggest an introduction history characterised by varying 
propagule pressure. Tree genetics & genomes 12, 27.  

§ Thompson, G.D., Bellstedt, D.U., Richardson, D.M., Wilson, J.R., Le Roux, J.J., 2015. 
A tree well travelled: global genetic structure of the invasive tree Acacia saligna. 
Journal of Biogeography 42, 305–314.  

§ Tomescu M-S, Sooklal S. A., Ntsowe T, Naicker P, Darnhofer B, Archer R, 
Stoychev,S., Swanevelder, D., Birner-Gru¨ nberger, R. , Rumbold, K. 2021. 
Transcriptome and proteome of the corm, leaf and flower of Hypoxis hemerocallidea 
(African potato). PLoS ONE. https://doi.org/10.1371/journal.pone.0253741 (Impact 
factor: 3.240)  

§ Unda, F., Kim, H., Hefer, C., Ralph, J., Mansfield, S.D., 2017. Altering carbon allocation 
in hybrid poplar (Populus alba$\times$ grandidentata) impacts cell wall growth and 
development. Plant biotechnology journal.  

§ Van der Nest, M.A., Chávez, R., De Vos, L., Duong, T.A., Gil-Durán, C., Ferreira, M.A., 
Lane, F.A., Levicán, G., Santana, Q.C., Steenkamp, E.T., Suzuki, H., Tello, M., 
Rakoma, J.R., Vaca, I., Valdés, N., Wilken, P.M., Wingfield, M.J., Wingfield, B.D. 2021. 
Draft genome sequences of Penicillium roqueforti, Fusarium sororula, Chrysoporthe 
puriensis, and Chalaropsis populi. IMA Fungus 12:5. 

§ Van der Nest, M., Hlongwane, N., Hadebe, K., Chan, W., Van der Merwe, N., De Vos, 
L., Greyling, B., Kooverjee, B., Soma, P., Dzomba, E., Bradfield, M., & Muchadeyi, F. 
2021 Breed ancestry, divergence, admixture, and selection patterns of the Simbra 
crossbreed. Frontiers in Genetics 11:1796. 

§ Vikrama, S., Govendera, N., Kabwe, M.H., Bezuidt, O., Makhalanyane,T.P. 2017. Draft 
genome sequence of Massilia sp. KIM isolated from South African grassland biome 
soils. Elsevier. http://doi.org/10.1016/j.gdata.2017.06.002: pp24-26. 

§  Viljoen,E., Odeny, D.A., Coetzee, M.P.A., Berger,D.V., Rees, D.G.J. 2018. Application 
of chloroplast phylogenomics to resolve species relationship within the plant genus. 
Journal of Molecular Evolution. https//doi.org/10.1007/s00239-018-9837-9  

§ Wang, M., Dzama, K., Rees, D., Muchadeyi, F., 2016a. Tropically adapted cattle of 
Africa: perspectives on potential role of copy number variations. Animal genetics 47, 
154–164. • Wang, M., Dzama, K., Rees, J., Hefer, C., Muchadeyi, F., 2016b. P3019 
Screening and characterization of copy number cariation in South African nguni cattle 
using nextgeneration sequencing data. Journal of Animal Science 94, 61–61.  

§ Wang, M.D., Dzama, K., Hefer, C.A., Muchadeyi, F.C., 2016. Whole Genome 
Sequencing Of South African Nguni Cattle: Copy Number Variation Prevalence And 



Genetic Diversity. Copy Number Variations In South African Nguni Cattle: Prevalence, 
Characterization And Genetic Diversity 87.  

§ Wang, M.D., Dzama, K., Muchadeyi, F.C., 2016. Genetic Diversity Of South African 
Cattle Inferred Using Copy Number Variations. Copy Number Variations In South 
African Nguni Cattle: Prevalence, Characterization And Genetic Diversity 56. 

§ Welgemoed, T., Pierneef, R., Read, D.A., Schulze, S.E., Pietersen, G., Berger, D.K. 
2020. Next generation sequencing reveals past and current widespread occurrence of 
maize yellow mosaic virus in South Africa. European Journal of Plant Pathology, 
https://doi.org /10.1007/s10658-020-02070-1 (Impact factor 2.550) 

§ Wilson, A.M., Gabriel, R., Singer, S.W., Schuerg, T., Wilken, P.M., van der Nest, M.A., 
Wingfield, M.J., Wingfield, B.D. 2021. Doing it alone: Unisexual reproduction in 
filamentous ascomycete fungi. Fungal Biology Reviews 35:1-13. 

§ Wilson AM, van der Nest MA, Wilken PM, Wingfield MJ, Wingfield BD. (2019) It’s All 
in the Genes: The regulatory pathways of sexual reproduction in filamentous 
ascomycetes. Genes 10:330. 10.3390/genes10050330  

§ Wilson, A.M., Wilken, P.M., van der Nest, M.A., Wingfield, M.J., Wingfield, B.D. 2020. 
The novel Huntiella omanensis mating gene, MAT1-2-7, is essential for ascomatal 
maturation. Fungal Genetics and Biology, https://doi.org/10.1016/j.fgb.2020.103335.  

§ Wingfield, B.D, De Vos, L., Wilson, A.M., Duong, A.T., Vaghefi, N., Botes, A., Kharwar, 
R.N., Chand, R., Poudel, B., Aliyu, H., Barbetti, M.J., Chen, S., de Maayer, P., Liu, F., 
Navathe ,S., Sinha, S., Steenkamp, E.T., Suzuki, H., Tshisekedi, K.A., van der Nest, 
M.A., Wingfield, M.J.. 2022. Draft genome assemblies of Fusarium marasasianum, 
Huntiella abstrusa, two Immersiporthe knoxdaviesiana isolates, Macrophomina 
pseudophaseolina, Macrophomina phaseolina, Naganishia randhawae, and 
Pseudocercospora cruenta. IMA Fungus 13(1):3. 10.1186/s43008-022-00089-z 
(Impact factor=4.377) 

§ Yadav, D., Ranjan, B., Mchunu, N., Le Roes-Hill, M.& Kudanga, T. 2021. Enzymatic 
treatment of phenolic pollutants by a small laccase immobilized on APTES-
functionalised magnetic nanoparticles. 3 Biotech, https://doi.org/10.1007/s13205-021-
02854-0 (Impact factor: 2.45) 

§ Yadav, D., Ranjan, B., Mchunu, N., Roes-Hill, M.L. & Kudanga, T. 2021. Enhancing 
the expression of recombinant small laccase in Pichia pastoris by a double promoter 
system and application in antibiotics degradation. Folia 
Microbiologica,  https://doi.org/10.1007/s12223-021-00894-w  (Impact Factor :2.099). 

§ Zvinorova, P., Halimani, T., Muchadeyi, F., Katsande, S., Gusha, J., Dzama, K., 2017. 
Management and control of gastrointestinal nematodes in communal goat farms in 
Zimbabwe. Tropical animal health and production 49, 361–367.  

§ Zvinorova, P., Halimani, T., Muchadeyi, F., Matika, O., Riggio, V., Dzama, K., 2016a. 
Breeding for resistance to gastrointestinal nematodes–the potential in low-input/output 
small ruminant production systems. Veterinary parasitology 225, 19–28.  



§ Zvinorova, P., Halimani, T., Muchadeyi, F., Matika, O., Riggio, V., Dzama, K., 2016b. 
Prevalence and risk factors of gastrointestinal parasitic infections in goats in low-input 
low-output farming systems in Zimbabwe. Small Ruminant Research 143, 75–83.


