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Abstract —

Introduction: With the development of new highly efficacious direct acting antiviral
treatments (DA As) for hepatitis C (HCV), the concept of treatment as prevention is gaining
credence. To date the majority of mathematical models assume perfect mixing with injectors
having equal contact with all other injectors. This paper explores how using a networks
based approach to treat people who inject drugs (PWID) with DAAs affects HCV prevalence.

Method: Using observational data we parameterized an Exponential Random Graph Model
containing 524 nodes. We simulated transmission of HCV through this network using a
discrete time, stochastic transmission model. The effect of five treatment strategies on the
prevalence of HCV was investigated; two of these strategies were 1) treat randomly selected
nodes and 2) “treat your friends” where an individual is chosen at random for treatment and
all their infected neighbours are treated.

Results: As treatment coverage increases, HCV prevalence at 10 years reduces for both the
high efficacy and low efficacy treatment. Within each set of parameters, the “treat your
friends” strategy performed better than the random strategy being most marked for higher
efficacy treatment. For example over 10 years of treating 25 per 1000 PWID, the prevalence
drops from 50% to 40% for the random strategy, and to 33% for the “treat your friends”
strategy (6.5% difference, 95% CI 5.1 - 8.1%)).

Discussion: “Treat your friends” is a feasible means of utilising network strategies to
improve treatment efficiency. In an era of highly efficacious and highly tolerable treatment
such an approach will benefit not just the individual but the community more broadly by
reducing the prevalence of HCV amongst PWID.
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Introduction

Hepatitis C (HCV) is a major global health problem affecting approximately 3% of the
world’s population. [1] Its transmission is mediated by interrelated behavioural and biological
factors as well as social and structural issues;[2] these include injecting behaviours such as
sharing needles and syringes,[3-6] the shared use of drug preparation equipment,[3, 4, 6-8]
and the duration and frequency of injecting.[8-11] Immunovirological factors include the
HCYV genotype and viral load[12, 13], and independent variables such as gender[14, 15] and
genetic polymorphisms.[16, 17] Whilst these risk factors are important in HCV transmission,
it is increasingly recognised that contact networks also affect the transmission dynamics of
HCV and other viruses.[18] While considerable research exists on the role of social networks
(primarily sexual contact networks) in HIV transmission,[19] few such studies have

addressed HCV.[20-23]

With the advent of new HCV treatments, the concept of treatment as prevention is gaining
credence.[24] Modelling based on the standard treatment of pegylated interferon and ribavirin
(Peg/Riba) predicted that treating 25 per 1000 PWID could reduce HCV prevalence by 50%
within 30 years.[25-27] With the introduction of new highly efficacious HCV therapies,[28]
HCV prevalence can be reduced by as much as 70% at 30 years if 25/1000 PWID are treated
annually.[25, 29]

Mathematical modelling enables projections of the HCV epidemic [29-31] and assessment of
the benefits of therapeutic and behavioural interventions.[26, 27, 29, 32, 33]. To date the vast
majority of mathematical models assume perfect mixing: injectors have equal contact with all
other injectors in the population.[7, 31, 33-36] These models are typically deterministic,
using differential equations to model quantities such as the total numbers of susceptible and
infected individuals in “compartments”.[33-35] Even those models that use stochastic
simulations [7, 30, 36] lack empirically-grounded, disease-relevant contact patterns
(networks), so fail to capture individual heterogeneity. An exception to this modelling is
work by Hutchinson et al, who used a basic non-mixing approach to randomly assign and
remove needle-sharing partners to create a simple random network which varies from year to
year.[30] In general, mathematical modelling of the HCV epidemic could be enhanced by

incorporating social network concepts.

In order to examine the role of social networks in HCV transmission, we recruited a cohort of

PWID (the Networks Cohort) in Melbourne, Australia between 2005 and 2007. We collected
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injecting risk behaviour information and blood samples for HCV testing, as well as detailed
information about the participants’ social networks.[37, 38] The Networks Cohort was
followed for five years, allowing us to estimate HCV incidence (both primary and
reinfection) and HCV clearance.[37] This paper briefly describes an individual-based
stochastic model of HCV transmission based on an empirical social network of PWID from
the Networks 2 Cohort.[39] The observed network has now been parameterised using an
exponential random graph model (ERGM), allowing the formulation of a more general set of
models.[40] Using this model we have recently demonstrated that the number of contacts and
the frequency of injecting impact on the time to primary infection. [41] As well, treating
PWIDs and all their contacts in the network was most effective in reducing the incidence
rates of re-infection and combined infection [41]. Building on that work, this paper explores
how treating increased numbers of PWID with new highly efficacious HCV treatment affects

HCYV prevalence and how that effect is modulated by the injecting network.
METHODS
Observed network

Between 2005 and 2007, PWID who injected at least once in the previous six months were
recruited from three major street drug markets located across metropolitan Melbourne using
modified snowball sampling; our field team asked participants to introduce up to five people
with whom they injected but not necessarily shared injecting equipment.[38, 42] Importantly,
although the data collection used network-based methods, the entire network was not
sampled. Rather, the network can be conceptualised as a snowball sample, consisting of seed

nodes (wave 0) and nodes in waves 1 and 2. This observed network included 258 people.
Simulated networks

After taking into consideration the snowball sampling method, the observed network —which
has 258 nodes is likely to represent a group of approximately 524 individuals.[40] We

previously developed an ERGM for the this network, which included network characteristics
and personal attributes.[40] Network parameters estimated include edges, singletons, and the
newer alternating k-star, alternating k-triangle and alternating k-2-path parameters of Snijders

etal.[43] that are often used to achieve parsimonious model specifications.

In ERGM networks the parameters represent the propensity of the corresponding

configuration to appear in the network. Negative numbers represent a propensity for the
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configuration to not appear in the network. For example, as the observed graph was stripped
of isolates (who are not of interest from the perspective of modelling transmission on a

network) the parameter for isolates is strongly negative.

Additional estimates from Rolls ef al.[40] used in the current study were the size of each drug
using network that this snowball sample represents (which was argued to be 524 individuals)
and the observed fraction of the population by location (three sites were used in the study),

age groups (below and above 25 years) and gender.

New networks with the same characteristics as the original network were simulated using
Pnet, which generates ERGM networks using a Metropolis-Hastings MCMC method.[44] A
fixed number of nodes (n=524) was used, and nodes were randomly assigned attributes
according to the probabilities given in Table 1. Networks were generated by accepting or

removing randomly proposed edges based on the ERGM specifications provided in Table 2.

The ERGM parameters are a valid representation of a group of PWID when simulated with
524 nodes at time but they cannot validly be used to simulate different sized groups at one
time. The number of PWID in Melbourne and other large Australian cities is much larger
than 524, estimated to be in the order of 10,000. We wished to examine stochastic effects and
impact of treatment on a population at this scale and estimate treatment effects including
stochastic variability on a scale comparable to the number of PWID in Melbourne. We
therefore evaluated networks comprised of 20 sub-networks, each of size 524, in order to
both maintain the validity of the ERGM parameters and to estimate the effects of our

intervention strategies on a city-wide scale,

We generated 100 sub-networks, each of size 524, using a fixed node number and Pnet’s
standard Metropolis-Hastings MCMC.[44] To do this, we discarded the first 60 million sub-
networks as burn-in, and for the next 100 million thinned by selecting one in every one
million sub-networks produced. Once these sub-networks were constructed, networks were
analysed based on results of a random selection of 20 such sub-networks, creating networks
of size 10,480. One hundred networks each of 20 sub-networks make up the final structure

for analysis.

Transmission model

Our disease transmission model, depicting various stages of hepatitis C infectiousness, is a

simplified two-compartment model adapted from those described previously.[25-27] People

Hepatology

Page 6 of 27



Page 7 of 27

Hepatology

are classified as susceptible or infectious. Susceptible people include those who have never
been infected, have cleared infection, or had successful treatment. The infectious
compartment includes the untreated infected people, those currently receiving treatment
(throughout the course, regardless of treatment type or duration) and those who have failed
treatment. In this study we assume no immunity is provided by prior infection and all those
treated or who clear infection are infected at the same rate as those who have never been
infected. Similarly we assume all those who fail treatment are as infectious as those who have
never received treatment. The numbers of people susceptible and infected at time ¢ are S(?)

and /(1), respectively.

A discrete time, stochastic, individual-based network model was used to simulate
transmission of hepatitis C across the network. Parameters governing the transitions between
susceptible and infectious compartments are given, with their meanings and values, in Table
3. Adeparture from previous work is that infection is assumed to arise from within the

network, without external importation.

For each simulation month, susceptible nodes were examined; if they were connected to
infected nodes, a hazard of transmission was calculated and a transmission event is

determined stochastically, using the following probability: For individual &
Pr(S,(t) = I, (t + At)] = (1 — m)e~BLMAL 4 o (At)

where /3 is the annual transmission rate for a connected discordant pair, Y/, is the total
number of infectious neighbours of &, m is the proportion of people who clear infection, and
o(At) represents small order probabilities, which we approximated as zero. As the time-step
of one month is the lower limit of the incubation period, it was assumed that those PWID

infected became infectious the following month.

The annual transmission rate for a connected discordant pair, §, was fitted to ensure that the
long term prevalence would be 50%, in keeping with previous observations. Using a series of
100 simulated networks over 20 years, the equilibrium value of 50% was achieved when f

took the value 0.20.

The probability of a particular infected node completing treatment in a given year was

dependent on the treatment coverage and the strategy used. Where O was the cure rate, L the

background death rate and O the duration of injecting, the probability of moving from
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Infected to Susceptible compartments given that treatment was completed in a particular time

interval, At, was given by:
Pr(I,(t) > Sp(t+AD)) = o+ (1 — ) * (0 + WAE.

For those not offered treatment that came to completion during the time interval, the

probability was given by:
Pr (I, (t)—> Sk (t + At)) = (0 + W)AtL.

The fraction who failed treatment (1 — a), did not die and did not move from the injecting

network were assumed to remain infectious and never get retreated.

Model simulations on parameterised networks: intervention strategies

The effect of five community treatment strategies on the prevalence of HCV was investigated
and two different treatment efficacies were used (60% and 80%) to reflect old and new
regimen success rates. Population coverage rates investigated were 5, 15 and 25 per 1000
PWIDs per year. For each treatment efficacy/coverage combination, 100 simulations were
performed, each with 20 randomly selected networks of size 524, producing 10,048 nodes.
The simulated 10,048-node network was seeded with an infected node randomly chosen from
each sub-network of size 524. A period of contiguous transmission was allowed to occur until
further transmission did not take place for a given time step at which point an additional node
was chosen at random until the starting prevalence of 50% was reached when new infection

balanced rates of cessation of injecting and death.

For each simulation, after the starting 50% prevalence was reached, the five different

treatment strategies and a “no treatment” control strategy were applied.
The five treatment strategies were as follows.

1. Treat the infected node with the highest degree first. This theoretical approach
assumes knowledge of the whole network and the most highly connected nodes are
treated by preference.

2. Treat the infected node with the greatest number of uninfected node-neighbours.
Similar to strategy 1, this assumes knowledge of the network.

3. ' Treat the infected node with the lowest number of infected node-neighbours. Again,

similar to strategy 1, this assumes knowledge of the network.

Hepatology
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4. Treat randomly selected nodes: selects a node at random at each treatment epoch from
the infected nodes that have never failed treatment.

5. “Treat your friends”: choose a node at random as in 4, treat this node (the primary
node) and treat all of its infected neighbours (secondary nodes). Continue choosing

random nodes until coverage is reached for that time period. (Figure 1)

Results of simulations on networks
Effect of coverage on transmission and prevalence

As treatment coverage increases, HCV prevalence at 10 years reduces for both the high
efficacy and low efficacy treatment (Figure 2). For a given efficacy and treatment strategy,
prevalence declines as coverage increases. The drop in prevalence with increasing coverage
1s most marked with higher efficacy moving from coverage of 5 to 15 PWID per 1000 per

year.
Effect of treatment efficacy on prevalence

As expected, treatment efficacy of 80% leads to lower prevalence than treatment efficacy of

60% (Figure 2). The difference becomes more marked as coverage increases.
Simulations on networks: effect of intervention strategies

Figure 2 shows the outcome of these five strategies expressed as prevalence per 1000 people
with different treatment coverage, with both high and low efficacy treatments and over ten
years. Within each set of parameters, all treatments perform better than no treatment, and all
other strategies perform at least as well as random selection (strategy 4). The benefit of the
“treat your friends” strategy (strategy 5) over the random strategy is most marked for higher
efficacy treatment. For example at 10 years, treating 25 per 1000 PWID, the prevalence drops
from 50 to 40% for the random strategy, and to 33% for the “treat your friends” strategy
(6.5% difference, 95% CI 5.1 to 8.1%). At lower coverage, the effect is less marked.

Figure 2 shows that the “highest degree first” strategy also performs poorly. Again, this
becomes more marked as coverage increases, and is more marked with more efficacious

treatment.

Discussion

Hepatology
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We developed several simulated networks with network characteristics informed by the
observed injecting partner network among PWID in Melbourne, Australia. We conducted
simulations of hepatitis C transmission across the simulated networks by seeding the
networks and following probabilistic rules about transmission through the network until the
baseline infection prevalence of 50% was reached. We then used these simulated networks
and further simulated transmission and interventions. Intervention effectiveness was
examined based on treatment coverage, treatment efficacy and treatment strategy. Our results
suggest that taking the injecting network into account when treating PWID significantly

impacts on HCV prevalence in the population over 5 and 10 years.

The majority of HCV models assume homogenous mixing of PWID, which is equivalent to
assuming that the injecting network is fully connected. In reality this is not the case — not
every PWID has an equal probability of injecting or sharing needles with some other PWID.
It makes sense to consider the effect of the PWID network on HCV transmission, particularly
if the average path length of the network is relatively long as is observed in our PWID
network. A member of the network can be “protected” from HCV through the number of
transmission required to reach that particular individual. It also follows that PWIDs whose
network members are HCV-infected are at increased risk of HCV infection and are likely to
acquire HCV faster than PWIDs in a network containing no or few infected network

members at a given time.

As with our previous work on HCV incidence [41], our simulations suggest that PWIDs’
social networks should be considered in treatment strategies. The current work differs from
previous work in that it uses a parsimonious model in which people are either susceptible or
infectious. Spontaneous clearance of virus occurs randomly across all infections in this
model, rather than being a characteristic of a particular individual (as in Rolls et al. [41]).
Additionally, unlike in Rolls ef al., the current study assumes the source of infection is from
within the network. While it is unrealistic to assume that we can observe all of a the network
of PWID, we suggest that hepatitis C infection is highly likely to arise from an injector’s
network, even if not from the observed network._Since in this study we explicitly simulate
inferred and unobserved nodes in the model, we think it reasonable to assume that hepatitis C

has arisen within the network.

Hence this study poses the question “even if we knew all network details, does a network-
based strategy perform better than a simpler strategy of treating an individual’s immediate

injecting partners?” We examine strategies that attempt to treat those with the lowest risk of

Hepatology 10
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reinfection, treating those with the fewest infected neighbours first and we examine network
strategies that attempt to treat those most likely to spread infection, treating the people with
the most susceptible neighbours first. The results of the simulations are that under all
coverage, duration and treatment efficacy scenarios that we examined, the full network-based
strategies did not out-perform the “treat your friends strategy”, and the “treat your friends”

strategy was superior to the random treatment strategy.

Despite differences in methodology, this study has findings in common with those of Rolls et
al. in that treating immediate injecting partners is a favourable strategy and treating those

with the largest number of injecting partners is a poor strategy.[41]

Under fully connected or homogenous mixing assumptions, random selection of nodes for
treatment would perform as well as any other strategy. In our empirically grounded simulated
networks this is not the case. Network structure modulates a treated individual’s risk of
reinfection by affecting the risk to the treated individual posed by infected neighbours. The
strategy of treating the highest-degree PWID first seems useful as it should lead to the
greatest reduction in outward risk (risk from the infected person to others); however, this is
only the case for high treatment coverage and efficacy, because PWID have a high risk of
HCV reinfection. Also, using strategies based on ranking within the network (strategies 1-3)
is not practical as they require full knowledge of the injecting network — highly unlikely in
the real world. However, treatment strategy 5 (treat your friends) only requires an individual
seeking treatment to be able to identify current network neighbours (people with whom they
inject drugs). Strategy 5 performs as well as the more complex strategies in the simulations of

this model, which covered realistic parameters for treatment coverage and efficacy.

Most:models assume random mixing of PWID, which is not realistic. In contrast, our model
assumes the network is reasonably stable over time or does not differ in such a way that any
observed network structure is lost over months or a few years. The median time for a
partnership of injecting drug use (an edge of the network) in our observed network was
approximately three years [45], making the static network assumptions used in the model
relevant at least out to this time. If network mixing is highly dynamic then our model is likely
to overestimate the benefit of a network strategy; on the other hand, random mixing models
may overestimate the efficacy of random treatment. The truth is likely to fall somewhere
between the two, and future research should take into consideration the dynamic nature of

injecting networks.

Hepatology 11
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Our findings are particularly pertinent as new direct-acting antiviral agents for HCV
treatment become available over the next five years. Treatment must remain the choice of the
individual PWID and their treating physician, but in the context of limited resources and the
likelihood of treatment costing at least $20,000 per course it makes sense that treatment
should be targeted whenever possible and appropriate. As our data show, targeting treatment
of current PWID using network structure accelerates reduction of the prevalence of HCV
over the long term [25, 26]. Targeting could include asking PWID undergoing treatment to
encourage their injecting network partners to seek treatment advice. The new therapies will
have fewer side effects than the Peg/Riba regime [28] thus simplifying treatment of partners
or people in the same social group around the same time. Also, the long path length of
PWIDs’ network structure (as observed in this study) allows interventions to disconnect

regions of low prevalence from regions of high prevalence.

This'study has limitations. Simulated networks based on a snowball sample were used, not a
full empirical contact network. The simulated networks are designed to have features in
common with the observed networks, but are potentially different if the un-sampled regions
of the network are quite different. Additionally, dynamic changes in the network structure
were not considered, nor were unobserved acquisitions of HCV outside the network. A
dynamic structure is more realistic and may lead to different estimates of network based
treatment effects. Both of these limitations could be addressed in future extensions of this
model. The model also assumes equal probability of HCV transmission between each
discordant pair of PWID who inject together, without stratifying risk based on duration of
injecting, reported needle-sharing behaviour, behavioural risk mitigation strategies and
frequency of use. These features could be added to the model in future work. Additionally,
the networks of size 524 include singletons and isolated pairs of PWID, although they were
not specifically modelled by the ERGM. The presence of large numbers of PWID in isolation

will impact any network-based strategy.

In summary, the structure of PWIDs’ injecting network influences HCV transmission and
impacts significantly on the effectiveness of treatment strategies. As well as benefiting
individual PWID by reducing their risk of HCV reinfection, taking PWIDs’ networks into
account will ensure that new HCV treatments produce maximum community benefit by

reducing the prevalence of HCV amongst PWID.

Hepatology 12



Page 13 of 27

Hepatology

Acknowledgments:

MH, RSD, and EMc are supported by the National Health and Medical Research Council.
RSD is supported by the NHMRC funded Centre for Research Excellence into Injecting Drug

Use (App — 1001144). PH is supported by a Curtin University Fellowship.

The authors acknowledge the contribution to this work of the NHMRC (App — 331312 and
App —1001144) , the ARC (App DP0987730) and the Victorian Operational Infrastructure

Support Program (Department of Health, Victoria, Australia) to the Burnet Institute.

Hepatology 13



Hepatology Page 14 of 27

REFERENCES

1. Shepard, C.W.,, L. Finelli, and M.J. Alter, Global epidemiology of hepatitis C virus infection.
The Lancet Infectious Diseases, 2005. 5(9): p. 558-567.

2. Rhodes, T., et al., The social structural production of HIV risk among injecting drug users.
Soc Sci Med, 2005. 61(5): p. 1026-44.

3. Denis, B., et al., High prevalence of hepatitis C virus infection in Belgian intravenous drug
users and potential role of the "cotton-filter" in transmission: the GEMT Study. Acta
Gastroenterol Belg, 2000. 63(2): p. 147-53.

4. Garfein, R.S., et al., Prevalence and incidence of hepatitis C virus infection among young
adult injection drug users. J Acquir Immune Defic Syndr Hum Retrovirol, 1998. 18 Suppl 1:
p. $11-9.

5. Hahn, J.A., et al., Hepatitis C virus seroconversion among young injection drug users:
relationships and risks. ) Infect Dis, 2002. 186(11): p. 1558-64.

6. Wood, E., et al., Prevalence and correlates of hepatitis C infection among users of North
America's first medically supervised safer injection facility. Public Health, 2005. 119(12): p.
1111-5.

7. Hahn, J.A., et al., Potential impact of vaccination on the hepatitis C virus epidemic in
injection drug users. Epidemics, 2009. 1(1): p. 47-57.

8. Mabher, L., et al., Incidence and risk factors for hepatitis C seroconversion in injecting drug
users in Australia. Addiction, 2006. 101(10): p. 1499-508.

9. Jittiwutikarn, J., et al., Hepatitis C infection among drug users in northern Thailand. Am J
Trop Med Hyg, 2006. 74(6): p. 1111-6.

10. Judd, A., et al., Prevalence of, and risk factors for, hepatitis C virus infection among recent
initiates to injecting in London and Glasgow: cross sectional analysis. ) Viral Hepat, 2005.
12(6): p. 655-62.

11. Maher, L., et al., Risk behaviors and antibody hepatitis B and C prevalence among injecting
drug users in south-western Sydney, Australia. J Gastroenterol Hepatol, 2004. 19(10): p.
1114-20.

12, Harris, H., et al., Does the clinical outcome of hepatitis C infection vary with the infecting
hepatitis C virus type? ) Viral Hepat, 2007. 14(3): p. 213-20.

13. Villano, S., et al., Persistence of viremia and the importance of long-term follow-up after
acute hepatitis C infection. Hepatology, 1999. 29(3): p. 908-14.

14. Page, K., et al., Acute hepatitis C virus infection in young adult injection drug users: a
prospective study of incident infection, resolution, and reinfection. J Infect Dis, 2009.
200(8): p. 1216-26.

15. Wang, C.C., et al., Acute hepatitis C in a contemporary US cohort: modes of acquisition and
factors influencing viral clearance. ) Infect Dis, 2007. 196(10): p. 1474-82.

16. Thomas, D., et al., Genetic variation in IL28B and spontaneous clearance of hepatitis C
virus. Nature, 2009. 461(7265): p. 798-801.

17. Rauch, A., et al., Genetic Variation in IL28B Is Associated With Chronic Hepatitis C and
Treatment Failure. Gastroenterology, 2010. 138(4): p. 1338-1345, 1345 e1331-1337.

18. Welch, D., S. Bansal, and D.R. Hunter, Statistical inference to advance network models in
epidemiology. Epidemics, 2011. 3(1): p. 38-45.

19. Morris, M., Network Epidemiology: A Handbook for Survey Design and Data Collection.
2004: Oxford University Press.

20. Aitken C, et al., Does information about IDUs’ injecting networks predict exposure to the
hepatitis C virus? Hepatitis Monthly, 2009. 9(1): p. 7-23.

21. Brewer, D.D., et al., Social structural and behavioral underpinnings of hyperendemic

hepatitis C virus transmission in drug injectors. J Infect Dis, 2006. 194(6): p. 764-72.

Hepatology 14



Page 15 of 27

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42,

43,

Hepatology

De, P., et al., Rethinking approaches to risk reduction for injection drug users: differences
in drug type dffect risk for HIV and hepatitis C virus infection through drug-injecting
networks. ) Acquir Immune Defic Syndr, 2007. 46(3): p. 355-61.

Wylie, J.L., L. Shah, and A.M. Jolly, Demographic, risk behaviour and personal network
variables associated with prevalent hepatitis C, hepatitis B, and HIV infection in injection
drug users in Winnipeg, Canada. BMC Public Health, 2006. 6: p. 229.

Hellard, M., et al., Eradication of hepatitis C infection: The importance of targeting people
who inject drugs. Hepatology, 2013. 59: p. 366-369.

Hellard, M.E., et al., Modelling antiviral treatment to prevent hepatitis C infection among
people who inject drugs in Victoria, Australia. Med J Aust, 2012. 196(10): p. 638-41.
Martin, N.K., et al., Can antiviral therapy for hepatitis C reduce the prevalence of HCV
among injecting drug user populations? A modeling analysis of its prevention utility. J
Hepatol, 2011. 54(6): p. 1137-44.

Martin, N.K., P. Vickerman, and M. Hickman, Mathematical modelling of hepatitis C
treatment for injecting drug users. ) Theor Biol, 2011. 274(1): p. 58-66.

Doyle JS, et al., Current and emerging antiviral treatments for hepatitis C infection. Br J
Clin Pharmacol, 2013. 75(4): p. 931-943.

Martin, N., et al., Hepatitis C virus treatment for prevention among people who inject
drugs: modeling treatment scale-up in the age of direct-acting antivirals. Hepatology,
2013. 58(5): p. 1598-1609.

Hutchinson S, et al., Modelling the spread of hepatitis c virus infection among injecting
drug users in Glasgow: implications for prevention. International Journal of Drug Policy
2006. 17(3): p. 211-221.

Razali, K., et al., Modelling the hepatitis C virus epidemic in Australia. Drug Alcohol
Depend, 2007. 91(2-3): p. 228-35.

National Centre in HIV Epidemiology and Clinical Research (NCHECR), Return on
investment 2: evaluating the cost-effectiveness of needle and syringe programs in
Australia, 2009, NCHECR, The University of New South Wales: Sydney, NSW.

Vickerman, P., M. Hickman, and A. Judd, Modelling the impact on Hepatitis C transmission
of reducing syringe sharing: London case study. Int ) Epidemiol, 2007. 36(2): p. 396-405.
Pollack, H.A., Cost-effectiveness of harm reduction in preventing hepatitis C among
injection drug users. Med Decis Making, 2001. 21(5): p. 357-67.

Esposito, N. and C. Rossi, A nested-epidemic model for the spread of hepatitis C among
injecting drug users. Math Biosci, 2004. 188: p. 29-45.

Mather, D. and N. Crofts, A computer model of the spread of hepatitis C virus among
injecting drug users. Eur ) Epidemiol, 1999. 15(1): p. 5-10.

Aitken, C.K., et al., High incidence of hepatitis C virus reinfection in a cohort of injecting
drug users. Hepatology, 2008. 48(6): p. 1746-52.

Miller, E.R., et al., Markers and risk factors for HCV, HBV and HIV in a network of injecting
drug users in Melbourne, Australia. ) Infect, 2009. 58(5): p. 375-82.

Rolls, D.A., et al., Modelling hepatitis C transmission over a social network of injecting
drug users. ) Theor Biol, 2012. 297: p. 73-87.

Rolls, D., et al., Modelling a disease-relevant contact network of people who inject drugs.
Social Networks, 2013. 35(4): p. 699-710.

Rolls, D., et al., Hepatitis C transmission and treatment in contact networks of people who
inject drugs. PLoS ONE, 2013. 8(11).

Aitken, C.K., et al., Consecutive infections and clearances of different hepatitis C virus
genotypes in an injecting drug user. ) Clin Virol, 2008. 41(4): p. 293-6.

Snijders, T.A., et al., New specifications for exponential random graph models. Sociological
Methodology, 2006. 36(1): p. 99.

Hepatology 15



44,

45.

46.

47.

48.

49.

50.

Hepatology Page 16 of 27

Wang P, R.G., Pattison P (2006) Pnet: A Program for the Simulation and Estimation of
Exponential Random Graph Models., 2006, University of Melbourne: Melbourne.
Sacks-Davis, R., et al., Hepatitis C Virus Phylogenetic Clustering is Associated with the
Social-injecting Network in a Cohort of People who Inject Drugs. PLoS ONE, 2012. 7(10): p.
e47335. doi:10.1371/journal.pone.0047335

NCHECR, Hepatitis C Virus Projections Working Group. Estimates and projections of the
hepatitis C virus epidemic in Australia 2006. . National Centre in HIV Epidemiology and
Clinical Research.Darlinghurst, NSW, 2006.

Ferenci, P. and K.R. Reddy, Impact of HCV protease-inhibitor-based triple therapy for
chronic HCV genotype 1 infection. Antivir Ther, 2011. 16(8): p. 1187.

Micallef, J.M., J.M. Kaldor, and G.J. Dore, Spontaneous viral clearance following acute
hepatitis C infection: a systematic review of longitudinal studies. ) Viral Hepat, 2006. 13(1):
p. 34-41.

Stoove, M.A,, et al., Mortality among injecting drug users in Melbourne: a 16-year follow-
up of the Victorian Injecting Cohort Study (VICS). Drug Alcohol Depend, 2008. 96(3): p. 281-
5.

Dore, G.J., et al., Effective treatment of injecting drug users with recently acquired
hepatitis C virus infection. Gastroenterology, 2010. 138(1): p. 123-35 el-2.

Hepatology 16



Page 17 of 27

Table 1. Proportion of the PWID population with each set of attributes (taken from Rolls et

Hepatology

al.[40])
Location  Gender Age Population estimate (%)
1 M > 25 21.9
1 F>25 11.8
2 M > 25 16.4
2 F>25 8.9
3 M > 25 9.5
3 F>25 5.1
1 M <25 7.3
1 F <25 3.9
2 M <25 6.4
2 F<25 3.4
3 M <25 3.5
3 F <25 1.9
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Table 2. Parameter estimates associated with individual attributes and subgraph structures,

derived by Rolls et al.[40]

Parameter Estimate Standard Error
Edge -8.384 1.006
Isolates -9.308 0.000
Alt. k-star 0.611 0.424
Alt. k-triangle 1.707 0.157
Alt. k-2-path -0.563 0.157
Same location 2.111 0.253
Same gender 0.28 0.174
Same age<25 0.787 0.174
Same user frequency (daily versus less frequent) 0.429 0.156

Hepatology 18



Page 19 of 27

Hepatology

Table 3. Parameters used in this model, their values and reason for choice of parameter.

Parameter Meaning

Value

Reference

o efficacy of treatment 0.6 representing 0.45 IFN-based therapies
SVR for genotype 1 and NCHECR (2006, pp. 29) [46]
0.8 SVR for genotype 2
or3 Ferenci et al. [47]
->(.8 PI based therapies
risk of transmission ~ 0.20 Fitted to model to achieve
o per discordant pair 50% prevalence
probability of 0.26 Micallef et al. [48]
) clearing infection NCHECR (2006,
p.27&74)[46]
0 death rate 0.01 Stoove et al. 2008 [49]
[0} number of people 152550 This parameter was varied to
treated per 1000 assess achievable coverage
PWID
p prevalence at 50% Aitken et al. 2008 [37]
baseline Miller et al. 2009 [38]
c 1/duration of 14 Dore et al. 2010 [50]
injecting
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Figure 1. Five treatment strategies using a network based approach

Figure 2 — Impact of hepatitis C treatment at 10 years with 60% and 80% treatment
efficacy.

2a. Low efficacy treatment (60%) with coverage of 5 per 1000 PWID per year

2b. Low efficacy treatment (60%) with coverage of 15 per 1000 PWID per year

2c. Low efficacy treatment (60%) with coverage of 25 per 1000 PWID per year

2d. High efficacy treatment (80%) with coverage of 5 per 1000 PWID per year

2e. High efficacy treatment (80%) with coverage of 15 per 1000 PWID per year

2f. High efficacy treatment (80%) with coverage of 25 per 1000 PWID per year
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