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HONOURS
Fellow of the Royal Society of Edinburgh (2014)

UNIVERSITY EDUCATION AND DEGREES AWARDED:
B.Sc. (Honours) Zoology, First Class. University of Edinburgh, 1981
Ph.D. University of London (London School of Hygiene and Tropical Medicine), 1987

CAREER SINCE GRADUATION:
1987-1990	MRC-funded Postdoctoral researcher, Imperial College, London.
1990-1993	Wellcome Trust Postdoctoral Fellowship, Imperial College, London.
1993-1996	Wellcome Trust Advanced Postdoctoral Fellowship,
	Imperial College (to 1995) and University of Edinburgh (1995-1996)
1996-2001 	Lecturer, ICAPB, University of Edinburgh
2001-2004 	Reader, ICAPB, University of Edinburgh
2004-present 	Personal Chair in Evolutionary Genomics, IEB, University of Edinburgh.

PUBLICATIONS
ISI Web of Knowledge h-index = 62 (13615 citations on 210 publications) [May 2018]

2018 publications

1.	Hearn, J., et al., Daphnia magna microRNAs respond to nutritional stress and ageing but are not transgenerational. Mol Ecol, 2018. 27(6): p. 1402-1412.
2.	McLean, F., et al., Improving the annotation of the Heterorhabditis bacteriophora genome. Gigascience, 2018. 7(4).
[bookmark: _GoBack]3.	McMullan, M., et al., The ash dieback invasion of Europe was founded by two genetically divergent individuals. Nat Ecol Evol, 2018. in press
4.	Tandonnet, S., et al., Sex- and Gamete-Specific Patterns of X Chromosome Segregation in a Trioecious Nematode. Curr Biol, 2018. 28(1): p. 93-99 e3.
5.	Sjokvist E. et al., Dissection of Ramularia leaf spot disease by integrated analysis of barley and Ramularia collo-cygni transcriptome responses Molecular Plant-Microbe Interactions 2018 in press

2017 publications (selected)
1.	Besnard, F., et al., Towards Universal Forward Genetics: Using a Draft Genome Sequence of the Nematode Oscheius tipulae To Identify Mutations Affecting Vulva Development. Genetics, 2017.
2.	Chandler, J., et al., Annotated mitochondrial genome with Nanopore R9 signal for Nippostrongylus brasiliensis. F1000Res, 2017. 6: p. 56.
3.	Laetsch, D.R. and M.L. Blaxter, KinFin: Software for Taxon-Aware Analysis of Clustered Protein Sequences. G3 (Bethesda), 2017.
4.	Slos, D., et al., Caenorhabditis monodelphis sp. n.: defining the stem morphology and genomics of the genus Caenorhabditis. BMC Zoology, 2017. 2(1): p. 4.
5.	Szitenberg, A., et al., Comparative Genomics of Apomictic Root-Knot Nematodes: Hybridization, Ploidy, and Dynamic Genome Change. Genome Biol Evol, 2017. 9(10): p. 2844-2861.
6.	Yoshida, Y., et al., Comparative genomics of the tardigrades Hypsibius dujardini and Ramazzottius varieornatus. PLoS Biol, 2017. 15(7): p. e2002266.

Key previous publications [in order of times cited via GoogleScholar Jul 2017]
Blaxter, M.L., De Ley, P., Garey, J.R., Liu, L.X., Scheldeman, P., Vierstraete, A., Vanfleteren, J.R., Mackey, L.Y., Dorris, M., Frisse, L.M., et al. (1998). A molecular evolutionary framework for the phylum Nematoda. Nature 392, 71-75. [1442]
Davey JW, Hohenlohe PA, Etter PD, Boone JQ, Catchen JM, Blaxter ML. Genome-wide genetic marker discovery and genotyping using next-generation sequencing. Nat Rev Genet. 2011;12(7):499-510. Epub 2011/06/18. doi: 10.1038/nrg3012. [1184]
Abad, P., Gouzy, J., Aury, J.M., Castagnone-Sereno, P., Danchin, E.G., Deleury, E., Perfus-Barbeoch, L., Anthouard, V., Artiguenave, F., Blok, V.C., et al. (2008). Genome sequence of the metazoan plant-parasitic nematode Meloidogyne incognita. Nat Biotechnol 26, 882-884. [637]
Floyd R, Abebe E, Papert A, Blaxter M. Molecular barcodes for soil nematode identification. Mol Ecol. 2002;11(4):839-50. [595]
Ghedin, E., Wang, S., Spiro, D., Caler, E., Zhao, Q., Crabtree, J., Allen, J.E., Delcher, A.L., Guiliano, D.B., Miranda-Saavedra, D., et al. (2007). Draft genome of the filarial nematode parasite Brugia malayi. Science 317, 1756-1760. [539]

CURRENT RESEARCH GRANT FUNDING
	source
	Reference
	title
	£ amount
	start
	end

	BBSRC BBR
	BB/P024238/1
	BlobToolKit: Identification and analysis of non-target data in all Eukaryotic genome projects
	435,565
	Jul-17
	Jun-20

	BBSRC BBR
	BB/R015074/1
	BBR GenomeHubs - agile genome databasing for neglected organisms of agricultural, development and biodiversity importance
	445,887
	Sep-18
	Aug-21

	Royal Society International Exchanges 2017
	IEC\R2\170202
	The genome of the kidney worm Dioctophyme renale. Developing genomics tools for surveillance and control of a neglected parasite
	11460
	Dec-17
	Nov-19



EDINBURGH GENOMICS
I am Director of the Genome Science division of Edinburgh Genomics, the University of Edinburgh’s genomics facility (http://genomics.ed.ac.uk). We have secured funding from a number of organisations (totalling over £15 million). Edinburgh Genomics currently has 37 staff and an annual turnover of over £4 M. Edinburgh Genomics includes the NERC NBAF-E facility node.
Membership of Learned Societies:
I am a Fellow of the Royal Society of Edinburgh, Fellow of the Institute of Biology, a Fellow of the Linnean Society of London, and a Fellow of the Helminthological Society of Washington.
Membership of external committees
I am a European delegate to the International Nucleotide Sequence Database Consortium steering group, Scientific Advisory Board member of the European Nucleotide Archive and Scientific Advisory Board member of the Metagenomics Portal Project of EMBL-EBI.


