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Abstract

A challenge in virology is quantifying relative virulence (V
R
) between two (or more) viruses that exhibit different replication 

dynamics in a given susceptible host. Host growth curve analysis is often used to mathematically characterize virus–host inter-
actions and to quantify the magnitude of detriment to host due to viral infection. Quantifying V

R
 using canonical parameters, 

like maximum specific growth rate (μ
max

), can fail to provide reliable information regarding virulence. Although area- under- the- 
curve (AUC) calculations are more robust, they are sensitive to limit selection. Using empirical data from Sulfolobus Spindle- 
shaped Virus (SSV) infections, we introduce a novel, simple metric that has proven to be more robust than existing methods for 
assessing V

R
. This metric (I

SC
) accurately aligns biological phenomena with quantified metrics to determine V

R
. It also addresses 

a gap in virology by permitting comparisons between different non- lytic virus infections or non- lytic versus lytic virus infections 
on a given host in single- virus/single- host infections.

Two of the more difficult aspects of quantitative virology are 
accurate determination of virus titre, and comparing relative 
virulence between two (or more) viruses on a given host when 
virus–host infection dynamics are distinct for each virus. For 
the former, the community has settled on several methods 
for quantifying virus ‘titre’ (an essential for calculating 
multiplicity of infection; MOI). These include serial dilution 
plate- based plaque assays, qPCR- based titres, TEM- based 
virometry, ESI/MS, and, more recently, flow virometry. Each 
method has noted shortcomings. Some methods overestimate 
(e.g. qPCR, ESI/MS) while others underestimate (e.g. plaque 
assays) the actual number of infectious virions per unit vol-
ume [1–4]. Several of these same methods are used to address 
the latter question of relative virulence (VR) between two (or 
more) strains of virus separately infecting the same host (or 
the same host species). In reality, most of these metrics simply 
provide a measure of virus production rate or virus count, 
which is then correlated to transmission rate. However, trans-
mission rate does not always provide accurate information 
about relative virulence. Even low- virulence persistent viral 
infections can be highly productive in terms of virion yield or 
have high transmission rates (e.g. herpesviruses). Two other 
metrics – namely, ID50 and LD50 – have utility for quantifying 
highly pathogenic and virulent infections (e.g. ebolaviruses). 
ID50 is the infectious dose required to cause infection in 50 % 

of the affected host population. In tissue culture (i.e., in vitro), 
this is referred to as TCID50. LD50 is the lethal dose at which 
50 % of the affected host population perishes due to the infec-
tion. Although ID50 and LD50 are useful for some in vivo and 
in vitro models (and in epidemiology), these and the other 
aforementioned metrics have limitations when attempting 
to determine VR. Determining VR is particularly challenging 
when two (or more) viruses under study exhibit different 
replication dynamics on a given host. Therefore, host growth 
curve analysis is commonly used to elucidate details of virus–
host dynamics and determine relative virulence.

Although host growth curve analysis is standard practice in 
experimental infections to characterize virus–host interac-
tions and to mathematically calculate the detriment a virus 
levies on host growth, assessing VR using canonical measures 
of fitness, such as maximum specific growth rate (µmax) [5], 
can fail to accurately describe experimental infection data [6], 
especially for non- lytic viruses. In non- lytic virus systems, 
progeny virions are released via budding rather than gross 
cell lysis and growth curves for hosts infected with non- 
lytic viruses can exhibit non- canonical growth profiles. For 
example, since the experimental infection is typically initi-
ated once a cell culture is viable (i.e. at a defined cell density 
and typically in early- or mid- exponential phase growth), 
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the resulting host growth curve during infection will lack 
a lag phase and may feature brief exponential growth and a 
prolonged period of non- exponential (but positive) growth 
prior to reaching stationary phase.

Using empirical data from SSSV infections, we introduce 
a novel, yet simple metric that overcomes limitations of 
traditional growth curve analysis when quantifying rela-
tive virulence between two viruses independently infecting 
a common host at a constant starting MOI. This approach 
(viz: Stacy–Ceballos equations; see equations 4, 5 and 6) 
more accurately aligns biological phenomena with quantified 
metrics for VR and addresses a gap in virology by allowing 
comparisons between non- lytic (or non- lytic versus lytic) 
infections. In this study, we demonstrate that the relative 
decrease in maximum specific growth rate (µmax) and percent 
inhibition based on area- under- the- curve (i.e. PIAUC) between 
uninfected and infected liquid cultures of susceptible host 
are inadequate for reliably determining VR between different 
strains of SSV in single- virus/single- host (SVSH) infections.

SSVs are non- lytic double- stranded DNA viruses that infect 
species of the family Sulfolobaceae – a group of hyperther-
mophilic archaea. VR across three SSVs was assessed by 
comparing parameters between growth curves from host 
cultures, each of which was infected with one of three viruses: 
SSV1 [7], SSV2 [8] or SSV8 [9] – in SVSH infections on the 
host, Sulfolobus strain Gθ [7, 10]. Absorbance data (a proxy 
for cell density) were fit with modified Logistic and Gompertz 
models. Both model types exhibit similar goodness of fit 
(Fig. 1a, b); however, Gompertz models [8] are preferred for 
analysing diseased cells [9, 11].

Since, SSVs do not form true plaques on host lawns but rather 
diffuse turbid halos [7, 11, 12], MOI was determined using 
‘halo assays’. These halo assays are serial dilution plaque- like 
plate assays with units of halo- forming units per millilitre 
(hfu ml−1) [11], similar to the plaque- forming units per 
millilitre (pfu ml−1) or infectious units per millilitre (ifu ml−1) 
commonly used to define titre in bacteriophage and other 
virus systems amenable to growing homogenous host lawns 
on plates.

In comparing host growth using maximum growth rate (µmax) 
as a metric for relative virulence, two different intervals were 
considered. First, an interval from 0 to 36 hours post- infection 
(hpi), which best represents the archetypal ‘exponential 
growth phase’ [13] was considered (Fig. 1c). Using µmax from 
the Gompertz, SSV2 and SSV8 show similar high maximum 
specific growth rates indicating low virulence while SSV1 
appears to be the most virulent (Fig. 1c). Given that host 
growth subject to non- lytic viral infection does not always 
exhibit a classical Monodian profile, an outer bound at 66 hpi 
was used to capture more of the growth curve (Fig. 1d). Calcu-
lating µmax from the Gompertz for this larger portion of the 
data changes the results. Specifically, SSV8 appears to be the 
least virulent, while SSV1 and SSV2 exhibit an approximately 
equal virulence according to µmax estimates (Fig. 1d). Thus, for 
non- lytic infections, a significant change in µmax, which drives 
interpretation of results, can emerge depending on how much 

of the curve is considered. Depending on culture size and 
specific virus–host pairing, the truly exponential growth phase 
may be brief with the majority of positive growth comprising 
the classically described deceleration, before stationary phase.

A widely used and agreed upon alternative is to calculate 
µmax from a log- transformed dataset [14]. Calculating µmax 
from log- transformed data (i.e. ln OD/OD0) using narrow 
(0–36 hpi) and expanded (0–66 hpi) intervals yields another 
outcome. Comparing early growth, SSV2 appears to be least 
virulent followed by SSV8 while SSV1 has the lowest µmax 
(Fig. 1e). The expanded interval of the log- transformed data 
suggests SSV8 is the least virulent followed closely by SSV2 
while SSV1 emerges as the most virulent (Fig. 1f). Adding 
an additional normalization step to compensate for different 
host cell density measurements at time of viral inoculation 
(t0), yields slightly different estimations, but with the same 
trends as log- transformed data (Fig. 1g, h). Remarkably, none 
of these analytical adjustments for µmax, the principal param-
eter for relative virulence, captures the known relationship 
of SSV1, SSV2, and SSV8 virulence on Sulfolobus strain Gθ 
[7, 11]. Thus, methods for determining VR, using µmax as a key 
parameter, are inadequate.

In comparing host growth using AUC as a metric for relative 
virulence, two sets of limits were also used. Given the demon-
strated inadequacy of µmax in determining VR in non- lytic viral 
infections, an alternative approach is to calculate a percent 
inhibition (PIAUC) of host growth [15–18] based on AUC for 
infected (AUCinfected) and uninfected controls (AUCCTL).

 
AUC =

n−1∑
i=0

1
2 (ODi + ODi+1) · (ti + ti+1)

  (1)

yields PIAUC on non- log- transformed cell density data, given 
by

 PIAUC =
(
AUCCTL−AUCinfected

)
AUCCTL

· 100.  (2)

This may be alternatively written as:

 PIAUC = (1− AUCinfected
AUCCTL

) · 100.  (3)

When examining VR based on PIAUC, selection of upper and 
lower bounds of integration are critical [19]. Yet, approaches 
for choosing these bounds vary between studies and are often 
arbitrary [16, 17]. For comparing the phenotypic effects of 
viral infection, the time of inoculation (t0) is a reasonable 
lower bound so that early changes in host growth may be 
captured. In many reports, the time point corresponding 
to the upper bound of integration is selected absent of any 
noted mathematical or biological explanation. Historically, 
the selection of bounds has been subjective. Prior work (e.g. 
in cancer biology) has relied on predefined end- points after 
culture initiation [20, 21]. It is generally agreed that a reason-
able upper bound is the beginning of stationary phase or peak 
growth (i.e. Nasymptote). However, non- canonical host growth 
during infection may render this value difficult to determine.

Using extremes for the outer limit at 36 hpi and 66 hpi for the 
Sulfolobus strain Gθ-SSV dataset (Fig. 2), AUC is calculated. 
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Fig. 1. Growth curve analysis for SSV data using maximum specific growth rate (μ
max

). Growth curves were generated using host 
Sulfolobus strain Gθ [7, 10] infected with SSV1 [26], SSV2 [12] and SSV8 [27], in single- host/single- virus trials at a MOI=0.1 at 78 °C and 
pH 3.2. Growth curves are shown for uninfected host control (black), SSV1- infected strain Gθ (blue), SSV2- infected strain Gθ (red) and 
SSV8- infected strain Gθ (orange). (a) Logistic growth model fit to the raw host growth curve data with sd values. (b) Gompertz model fit 
to the raw host strain Gθ growth data with sd values. (c) Maximum specific growth rate (μ

max
) of the Gompertz model fit over a narrower 

range of 0–36 hpi representing classical log phase. (d) Expanded growth interval to stationary phase (0–66 hpi) with μ
max

 values for 
the Gompertz fit. (e) Gompertz of log- transformed data [14] with μ

max
 values for the truncated dataset (0–36 hpi). (f) Gompertz of log- 

transformed and normalized data with μ
max

 values for the expanded host growth curve data (0–66 hpi). (g) Gompertz of log- transformed 
data with normalization for start point cell density (0–36 hpi). (h) Gompertz of log- transformed data with normalization for start point 
cell density (0–66 hpi). Based on μ

max
 values for the Gompertz non- log- transformed and log- transformed model fits, the order of relative 

virulence for the viruses (SSV1, SSV2, SSV8) under comparison is provided with least virulent to the left and most virulent to the right. 
There is no agreement between the analytical treatments even when data are truncated or expanded.
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Given that truly ‘exponential’ growth can be brief for non- 
lytic infections (and even for uninfected controls) followed 
by a long non- exponential growth phase, 36 hpi represents a 
conservative upper bound. Alternatively, the upper bound at 
66 hpi incorporates more of the data, extending deeply into 
the positive non- exponential growth phase and capturing the 
growth peak of the uninfected control curve (Fig. 2). Bound 
at 36 hpi, some AUC calculations indicate that SSV8 ≲ SSV1 

≲ SSV2, which is not the correct relative virulence between 
these viruses. Comparing the AUC of the first 36 h of growth 
does not accurately represent relative virulence across all 
virus–host comparisons. For example, in Sulfolobus sp. Strain 
S444 (Fig. 3c), SSV8 is known to be more virulent than SSV1, 
despite similar AUC values at 36 hpi. Moreover, less than half 
of the dataset is represented, rendering results unconvincing.

Fig. 2. Growth curve analysis of SSV data: AUC. Growth curves for archaeal host Sulfolobus strain Gθ [7, 10] infected with SSV1 [26], 
SSV2 [12] and SSV8 [27], in single- host/single- virus trials at MOI=0.1 (78 °C, pH 3.2). AUC for: (a) uninfected control (black); (b) SSV1- 
infected host Sulfolobus strain Gθ (blue); (c) SSV2- infected Sulfolobus strain Gθ (maroon); and (d) SSV8- infected host Sulfolobus strain 
Gθ (gold). AUC, PI

AUC
, and I

SC
 were calculated for each SSV- infected host growth curve (and uninfected control) using two different sets of 

integration bounds: 0-36 hpi and 0-66 hpi. Peak growth (i.e. carrying capacity) is denoted by N
asymptote

 for the uninfected control and each 
of the infected host cultures. Error bars represent the sd from the average of three independent measurements.
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To capture a larger component of the virus–host interaction 
through the peak growth (Nasymptote) of the uninfected control 
data, the bound was moved to 66 hpi, yielding: SSV1 <<SSV8 
 ≲  SSV2. This is inaccurate and demonstrates that assessing 
virulence using PIAUC is unreliable and sensitive to limit selec-
tion. What is needed is a reliable metric that captures a signifi-
cant component of the virus–host interaction (i.e. to peak 
growth) while also yielding the correct VR between viruses.

In comparing host growth using the Stacy–Ceballos index, a novel 
measure for relative virulence is derived. Although µmax and AUC 
are useful parameters for characterizing drug interactions [22] 

or attenuated/enhanced growth in mutant versus wild- type cell 
growth [16, 23, 24], when comparing virulence between non- 
lytic viruses on a host, values for these parameters will depend 
on integral limit selection. A key component of virus–host 
interactions is Nasymptote (i.e. peak host growth), which is a critical 
but often ignored parameter in growth curve analysis [19]. By 
considering both percent inhibition of the growth phase as well 
as the percent inhibition in Nasymptote, a more robust representa-
tion of VR can be determined. Notably, the square root of the 
product of PIAUC and PImax, introduced here as Stacy–Ceballos 
inhibition (ISC), provides a robust index of VR, where

Fig. 3. Changes in PI
AUC

 and I
SC

 values based on chosen domain of integration. Each point represents the calculated PI
AUC

 for the growth 
curve from t

0
 to each measured time point. (a) PI

AUC
 as a function of the selected upper bound of integration based on Sulfolobus strain 

Gθ host growth curves (shown in Fig. 2); (b) Stacy–Ceballos Inhibition (I
SC

) as a function of the selected upper bound of integration for 
the Gθ dataset; (c) PI

AUC
 as a function of the selected upper bound of integration for Sulfolobus sp. strain S444 [7] infected with non- lytic 

SSV1 (blue) [3], SSV8 (gold) [27] and lytic- type strain SSV9 (red) [7, 10, 27] in single- host/single- virus trials at MOI=0.1 (78 °C, pH 3.2); (d) 
The calculated inhibition of growth (I

SC
) as a function of the selected upper bound of integration for the Sulfolobus sp. strain S444 dataset. 

Error bars represent the sd from the average of three independent measurements.
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 PImax = (1− Nasymptote(infected)
Nasymptote(control)

) · 100.  (4)

Such that

 ISC = [PIAUC · PImax]1/2.  (5)

Using ISC, the correct order of increasing virulence emerges 
(i.e. SSV1 <SSV2<SSV8) for both 36 hpi and 66 hpi limits 
(Fig. 3b) with the latter representing a broad range across the 
virus–host dynamic (Fig. 2a–d). Thus, ISC is a robust index 
that is resilient to differences in limit selection.

Cautions against combining parameters into a single metric 
are acknowledged [25]; however, ISC allows inclusion of 
relevant differences in growth kinetics of infected hosts at 
time points after the control group has reached stationary 
phase. (Note the growth of SSV2- infected host strain Gθ in 
Fig. 2). Current approaches for calculating AUC would not 
account for this continued growth.

Using percentage measures permits meaningful comparisons 
across virus–host systems and different MOI values. Growth 
curves with similar growth patterns will typically result in 
an ISC similar to PIAUC. However, ISC provides a more reliable 
quantification of differences between growth curves that 
exhibit distinct growth patterns.

A measure of relative virulence (VR) calculated by taking the 
mean of the integrand of ISC values (as described below in 
equation 6) results in a simple yet informative value that is 
not arbitrarily defined by the researcher and ensures early 
effects on growth are incorporated into a quantified VR [19]. 
Specifically,

 
VR =

n−1∑
i=1

(ISci+ISCi+1)·(ti−ti+1)
2(tn−t1)   (6)

such that n is the number of observations from time of infec-
tion to the time at which the control growth curve reaches 
Nasymptote or peak density if Nasymptote cannot be determined. 
(These numbers are represented as dotted lines on Fig. 3b, 
d). The cessation of integration at time tn avoids repeated 
measures on the same value of the control growth curve. For 
the Sulfolobus strain Gθ dataset, the VR values calculated via 
this approach are provided at the bottom of each panel of 
Fig. 2 and are represented as horizontal dashed lines in the 
right column of Fig. 3. For Sulfolobus sp. strain S444, VR with 
95 % confidence margins are shown for: SSV1=11.59 (±2.11); 
SSV8=23.60 (±0.97) and SSV9=60.75 (±7.38) – and match 
expected patterns.

Stacy–Ceballos Inhibition (ISC) as metric for relative virulence is 
generalizable to other systems including comparisons between 
non- lytic and lytic virus infections on the same susceptible 
host. The non- lytic SSV system, provides one example of how 
traditional parameters for assessing relative virulence (i.e. µmax 
and AUC) between two (or more) viruses on a given host may 
yield unreliable results and incorrect interpretations of infec-
tion data. Using Stacy–Ceballos inhibition (ISC) as a metric 
for calculating relative virulence overcomes the sensitivity 
of these parameters providing a more robust and reliable 
approach for determining VR.

This approach is not constrained to non- lytic viruses. It is also 
useful when comparing non- lytic versus lytic infections. In 
this case, PImax for the lytic system would be the maximum 
cell density achieved prior to lysis. The ability to accurately 
assess differences in virulence between lytic viruses and 
non- lytic viruses or changes in virulence as a virus switches 
between non- lytic (but productive) and lytic phases offers 
new opportunities in characterizing single- virus/single- host 
interactions. In a separate report, reliability and robustness 
of this approach is demonstrated for other applications in 
microbiology [19]. We are also assessing the applicability of 
ISC in polymicrobial infections, including multi- virus/single- 
host (MVSH) infections.

Funding information
This project was supported by both a U.S. National Science Founda-
tion MCB grant (award no. 1818346; PI- Ceballos) and a University of 
Arkansas Distinguished Doctoral Fellowship (DDF) award to CS.

Conflicts of interest
The authors declare that there are no conflicts of interest.

references
 1. Galasso GJ, Sharp DG. Virus particle aggregation and the plaque- 

forming unit. J Immunol 1962;88:339–347.

 2. Aguilera ER, Pfeiffer JK. Strength in numbers: mechanisms of viral 
co- infection. Virus Res 2019;265:43–46.

 3. Roldão A, Oliveira R, Carrondo MJT, Alves PM. Error assessment in 
recombinant baculovirus titration: evaluation of different methods. 
J Virol Methods 2009;159:69–80.

 4. Bae H- G, Nitsche A, Teichmann A, Biel SS, Niedrig M. Detection of 
yellow fever virus: a comparison of quantitative real- time PCR and 
plaque assay. J Virol Methods 2003;110:185–191.

 5. Hall BG, Acar H, Nandipati A, Barlow M. Growth rates made easy. 
Mol Biol Evol 2014;31:232–238.

 6. Peleg M, Corradini MG. Microbial growth curves: what the 
models tell us and what they cannot. Crit Rev Food Sci Nutr 
2011;51:917–945.

 7. Ceballos RM, Marceau CD, Marceau JO, Morris S, Clore AJ et al. 
Differential virus host- ranges of the Fuselloviridae of hyperther-
mophilic archaea: implications for evolution in extreme environ-
ments. Front Microbiol 2012;3:295.

 8. XXIV GB. On the nature of the function expressive of the law of 
human mortality, and on a new mode of determining the value of 
life contingencies. In a letter to Francis Baily, Esq. FRS &c. Philo-
sophical Transactions of the Royal Society of London, 115; 1825. pp. 
513–583.

 9. Laird AK. Dynamics of tumour growth: comparison of growth 
rates and extrapolation of growth curve to one cell. Br J Cancer 
1965;19:278.

 10. Cannio R, Contursi P, Rossi M, Bartolucci S. An autonomously repli-
cating transforming vector for Sulfolobus solfataricus. J Bacteriol 
1998;180:3237–3240.

 11. Ceballos RM, Drummond C, Stacy CL, Padilla- Crespo E, 
Stedman KM. Host- dependent differences in replication strategy 
of the Sulfolobus spindle- shaped virus strain SSV9 (a.k.a., SSVK1): 
infection profiles in hosts of the family Sulfolobaceae. Frontiers in 
Microbiology 2020;11:1–15.

 12. Stedman KM, She Q, Phan H, Arnold HP, Holz I et  al. Relation-
ships between fuselloviruses infecting the extremely ther-
mophilic archaeon Sulfolobus: SSV1 and SSV2. Res Microbiol 
2003;154:295–302.

 13. Monod J. The growth of bacterial cultures. Annu Rev Microbiol 
1949;3:371–394.



7

Ceballos and Stacy, Journal of General Virology 2021;102:001515

 14. Zwietering MH, Jongenburger I, Rombouts FM, Van't 
Riet K. Modeling of the bacterial growth curve. Appl Environ Micro-
biol 1990;56:1875–1881.

 15. Xie Y, Wahab L, Gill JJ. Development and validation of a microtiter 
plate- based assay for determination of bacteriophage host range 
and virulence. Viruses 2018;10:189.

 16. Hasenbrink G, Schwarzer S, Kolacna L, Ludwig J, Sychrova H et al. 
Analysis of the mKir2.1 channel activity in potassium influx defec-
tive Saccharomyces cerevisiae strains determined as changes in 
growth characteristics. FEBS Lett 2005;579:1723–1731.

 17. Rajnovic D, Muñoz- Berbel X, Mas J. Fast phage detection and 
quantification: an optical density- based approach. PLoS One 
2019;14:e0216292.

 18. Storms ZJ, Teel MR, Mercurio K, Sauvageau D. The virulence 
index: a metric for quantitative analysis of phage virulence. Phage 
2019;1:17–26.

 19. Stacy CL, Ceballos RM. Comparing microbial growth curves: using 
ISC as an index of growth inhibition. Environ Microbiol.

 20. Duan F, Simeone S, Wu R, Grady J, Mandoiu I et  al. Area under 
the curve as a tool to measure kinetics of tumor growth in experi-
mental animals. J Immunol Methods 2012;382:224–228.

 21. Corwin WL, Ebrahimi- Nik H, Floyd SM, Tavousi P, Mandoiu II et al. 
Tumor control index as a new tool to assess tumor growth in 
experimental animals. J Immunol Methods 2017;445:71–76.

 22. Pena- Miller R, Laehnemann D, Jansen G, Fuentes- Hernandez A, 
Rosenstiel P et al. When the most potent combination of antibiotics 
selects for the greatest bacterial load: the smile- frown transition. 
PLoS Biol 2013;11:e1001540.

 23. Tonner PD, Darnell CL, Engelhardt BE, Schmid AK. Detecting 
differential growth of microbial populations with Gaussian process 
regression. Genome Res 2017;27:320–333.

 24. Wang X, Kim Y, Ma Q, Hong SH, Pokusaeva K et al. Cryptic prophages 
help bacteria cope with adverse environments. Nature communica-
tions 2010;1:1–9.

 25. Vaas LAI, Sikorski J, Michael V, Göker M, Klenk H- P. Visualization 
and curve- parameter estimation strategies for efficient explora-
tion of phenotype microarray kinetics. PLoS One 2012;7:e34846.

 26. Palm P, Schleper C, Grampp B, Yeats S, McWilliam P et al. Complete 
nucleotide sequence of the virus SSV1 of the archaebacterium 
Sulfolobus shibatae. Virology 1991;185:242–250.

 27. Wiedenheft B, Stedman K, Roberto F, Willits D, Gleske A- K et al. 
Comparative genomic analysis of hyperthermophilic archaeal 
Fuselloviridae viruses. J Virol 2004;78:1954–1961.

Five reasons to publish your next article with a Microbiology Society journal
1.  The Microbiology Society is a not-for-profit organization.
2.  We offer fast and rigorous peer review – average time to first decision is 4–6 weeks.
3.   Our journals have a global readership with subscriptions held in research institutions around  

the world.
4.  80% of our authors rate our submission process as ‘excellent’ or ‘very good’.
5.  Your article will be published on an interactive journal platform with advanced metrics.

Find out more and submit your article at microbiologyresearch.org.


	Quantifying relative virulence: when ﻿μ﻿﻿max﻿ fails and AUC alone just is not enough
	Abstract
	references


