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 HCV infects nearly 3% of the world’s 
population.

 In the U.S. HCV is the most common chronic 
blood-borne infection and the leading 
cause of liver transplants.

 Since 2007 in U.S., HCV caused greater 
annual deaths than HIV infection.



 Estimated 3.9 Million Live with a Past 
or Current HCV Infection

 Estimated 101,200 People in Michigan 
Live with a Past or Current HCV 
Infection



 15-25 will clear the virus from their bodies
 75–85 will go on to develop chronic infection
 60–70 will go on to develop chronic liver 

disease
 5–20 will go on to develop cirrhosis over a 

period of 20–30 years
 1–5 will die from the consequences of chronic 

infection (liver cancer or cirrhosis)



 Unsafe Injection Practices

 Drug Diversion

 Exposure to Blood and Blood Products

 MSM



 Sanger Sequencing of Each Infected Case to 
Yield a Consensus Sequence

 Consensus Sequences are not Satisfactory for 
accurate ID of viral strains-Quasispecies  

 End-Point Limiting Dilution Technique
 Next Generation Sequencing
 Create a Phylogenetic Tree of Cases 





 Global Health Outbreak and Surveillance 
Technology (GHOST) is a new web-based system 
that harnesses the power of novel bioinformatics 
technology and automatically performs a 
comprehensive analysis at the click of a button. 
Once a user inputs an HCV sample’s unique 
fingerprint, GHOST does a quality control check, 
identifies transmission links between other virus 
samples, and automatically creates a simple graph 
that shows plainly which cases are linked by 
transmission.
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