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• Vetseq 
• http://www.liv.ac.uk/vetseq/ 
• Sep 2008 - Sep2011 
• To boost the next generation sequencing 

revolution in veterinary science 
 

http://www.liv.ac.uk/vetseq/


Gone from 1000 bases per night to 100 million bases per night! 

50 genomes for 50 years  
of the RCVS Trust 



The process of genome selection 

• Genomes invited by public call 
– 2008 (Vet Rec. 2008 Aug 

16;163(7):225-6). 
– 2009 (email) 

• Genomes selected based on  
– Academic validity 
– Veterinary significance 
– Likelihood of delivery 
– Publication strategy 

• Independent review 
– Vetseq plus.......  

Prof Duncan Maskell,  
Head Vet Med, Cambridge 

Prof Andy Tait 
Vet Parasitology 
University of Glasgow 

Prof Tom Humphreys 
University of Bristol 



The final list adds up to more than 50! 

Numbers still subject to final modification  





1 1958 Squirrel pox  cotton 
2 1959 Bartonella genomes  paper 
3 1960 Bartonella genomes  leather 
4 1961 Bartonella genomes  fruit / flowers 
5 1962 Bartonella genomes  wooden 
6 1963 Bartonella genomes  sugar 
7 1964 Wolbachia pipientis  wooled 
8 1965 African Swine fever  salt 
9 1966 African Swine fever  copper 

10 1967 African Swine fever  tin 
11 1968 Streptococcus equi  

12 1969 Streptococcus equi  Silk /fine linen 
13 1970 Treponema spp.  
14 1971 Treponema spp.  
15 1972 Treponema spp.  crystal 
16 1973 Treponema spp.  
17 1974 Treponema spp.  
18 1975 Mycoplasma tully 

19 1976 Salmonella enterica DT40  
20 1977 Salmonella enterica DT56.  china 
21 1978 Escherichia coli serotype 056.  
22 1979 Escherichia coli serotype 086.  
23 1980 Arcanobacterium pyogenes   
24 1981 Campylobacter  
25 1982 Campylobacter  silver 
26 1983 Campylobacter  
27 1984 Campylobacter  
28 1985 Campylobacter  
29 1986 Campylobacter  
30 1987 Campylobacter  pearl 

31 1988 Campylobacter  
32 1989 Babesia divergens  
33 1990 Theileria lestoquardi   
34 1991 MRSA.  
35 1992 Feline herpesvirus-1 coral 
36 1993 Capripoxviruses  

37 1994 Capripoxviruses  

38 1995 Capripoxviruses   
39 1996 Pseudomonas aeruginosa   
40 1997 Pseudomonas aeruginosa   ruby 
41 1998 Pseudomonas aeruginosa   
42 1999 badger Salmonella  
43 2000 Mycobacterium microtii.  
44 2001 Actinobacillus porcitonsillarum  
45 2002 Leptospira interrogans  
46 2003 Corynebacterium ulcerans  
47 2004 Corynebacterium ulcerans  
48 2005 Corynebacterium ulcerans  
49 2006 Corynebacterium ulcerans  
50 2007 Brachyspira pilosicoli  gold 
51 2008 Mycoplasma haemominutum  
52 2009 Enterococcus faecium   
53 2010 Enterococcus faecium   
54 2011 Enterococcus faecium   
55 2012 Bartonella transcriptome  
56 2013 Bartonella transcriptome  
57 2014 Fish rna viruses  
58 2015 Fish rna viruses  
59 2016 Fish rna viruses  

50 genomes for 50 years  
of the RCVS Trust 





RCVS Trust workshop on 
bioinformatics 
27th – 28th October 2009 

• Delegates from VLA, Pirbright,  Manchester University, University of Liverpool, AHT, NCZR 
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