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Qualifications 
• Bachelor of Technology Management (Biotechnology) (First Class Honous) University of Western Sydney, Macarthur) 
• Doctorate of Philosophy (University of Sydney, Faculty of Veterinary Science) 
 
Current appointment: Professional Officer (Research), NSW DPI, 1996 -present. 
 
Relevant employment and academic history:  
1991-1993: Undergraduate degree, University of Western Sydney, Macarthur).  
1994-1995: Honours, University of Western Sydney, Macarthur) with research work undertaken at the Elizabeth 

Macarthur Agricultural Institute NSW Agriculture, Microbiology Laboratory Menangle. 
1995-1996: Technical Officer, NSW Agriculture, Microbiology Laboratory Menangle. 
1996-2001: Professional Officer (Research), NSW Agriculture/NSW DPI, Microbiology Laboratory Menangle. 
2001-2004:  PhD, University of Sydney, Faculty of Veterinary Science with research work 

undertaken at the Elizabeth Macarthur Agricultural Institute NSW Agriculture, Microbiology Laboratory 
Menangle. 

2004 - present:  Professional Officer (Research), NSW DPI,  
 
Research interests 

1. Molecular diagnosis of genetic disorders in production animals 
2. Molecular biology-based research of pathogens that affect terrestrial and aquatic species     
3. Development of diagnostic tests of pathogens that affect terrestrial and aquatic species 

 
Experience    Molecular microbiology (25 years) with particular emphasis on the development of microbiological 
techniques including: 
1. Polymerase chain reaction (PCR)-based research and diagnostics using: 

1.1. in silico (internet)-based molecular characterisation of relevant opportunities for PCR-based diagnostic test 
development  

1.2. Conventional PCR 
1.3. Real-Time or quantitative (qPCR)  
1.4. Efficiency corrected quantitative PCR  

2. Molecular strain typing 
2.1. PCR restriction endonuclease analysis (PCR-REA) 
2.2. Restriction fragment Length Polymorphism (RFLP) 
2.3. Microarray analysis 
2.4. Surface-enhanced laser desorption/ionization (SELDI) 
2.5. Proteomics 
2.6. Pulsed Field Gel Electrophoresis (PFGE) 
2.7. Sanger sequencing of PCR-based amplified product 
2.8. Next Generation sequencing (NGS) of PCR-based amplified product 

3. Optimization and validation of diagnostic techniques 
4. Expert technical support for the diagnostic techniques 
5. Deployable, Point of Care (POC) predictive and diagnostic molecular tests 
 
Project administration and co-ordination including Milestone and Final Reports for:  

1. Development of molecular-based microbiological diagnostic capability in the RVL, EMAI (NSW DPI funded 
project). 

2. Possibilities for improving the D-PCR test for M. a. paratuberculosis from faeces (MLA funded project). 
3. QX disease surveillance and window of infection experiment 2006 (NSW DPI funded survielllance).   
4. Genomic and proteomic comparative study of the sheep and cattle strains of Mycobacterium avium subsp. 

paratuberculosis (PhD Thesis) (MLA funded project). 
5. Bovine Johne’s Disease: basic and applied research for improved diagnosis and prevention (MLA funded project). 
6. Ovine Johne’s Disease: Applications of basic research on enhanced diagnosis and prevention (MLA funded 

project). 
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7. “What role does wildlife play in emergency disease? The role of the feral pig” – Genotyping salmonella from feral 
pigs to model exotic disease outbreak (ARC funded project) 

8.  
 
Dissertations 
 
Honours 
 
I. Marsh (1994). An immunomagnetic ELISA for the detection of EHNV from large water samples. University of Western 
Sydney, Faculty of Science. 
 
PhD 
 
I. Marsh (2006). Genomic and proteomic comparative study of the sheep and cattle strains of Mycobacterium avium subsp. 
paratuberculosis. University of Sydney, Faculty of Veterinary Science. 
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