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 the dynamics of 
HIV-1 infection. It is not appropriate for projecting HIV-2 prevalence.  Only 

.  

The EPP model contains epidemiological parameters that describe

surveillance data relating to HIV-1 should be used
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The EP g you through the steps  
 

m is kept on a separate “tab” to keep the 

5. Project  

 
Th

. Provide the sizes and demographic characteristics of each key sub-population  
4. Enter HIV prevalence data  
5. Fit the prevalence data and make a short-term projection  
6. Calibrate your projection to match HIV prevalence measured in large scale surveys  
7. Explore your results and their implications  

 
And the final (Prefs) is used to set various default values – this will be discussed in more 
detail later.  
 
 

P interface – takin

Each of the key functions of the EPP progra
interface clean and uncluttered. The tabs, which appear across the top of the screen after 
you select a workset are shown in Figure 2 below. The tabs are:  
 

1. Workset  
2. Define Epi  
3. Define Pops  
4. Enter Data  

6. Calibrate  
7. Results  
8. Audit, and  
. Prefs  9

e first 7 tabs correspond to the basic steps in creating a national estimate and projection:  
 

1. Set up a file to contain your national epidemic (the workset in EPP)  
2. Define what sub-populations and sub-epidemics are needed in your country  
3

     NOTE      

The tabs mentioned above ONLY appear AFTER you have selected a workset to use, and 
chosen to SAVE AND CONTINUE.  
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Figure 2. 
 
 
Th  in more detail in the following pages. 

ou create a projection and calculate the HIV prevalence estimates required by Spectrum by 
 

b-population you will hit “Save and Continue” and EPP will automatically 
ove you to the next sub-population. Once you have entered data for all sub-populations, it 
ill automatically move you to the next tab. Thus, the program helps to step you through 

the process of preparing estimates and 
 
 

 The other EPP tabs  

e functions and behavior of each tab are described
Y
working through these tabs in order. Once you have entered the data required on each tab
for a given su
m
w

projections.  
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Figure 3.  The existing workset list  

If you have not entered any data before, the screen will appear as below (Figure 4). 
Notice that the workset list indicates that there are no files in the directory. To ge
started you will need to create a workset (Option TWO), select a template (Option 
THREE) or create a template (Option FOUR)  

 

t 

 

 
Figure 4.  Starting with no worksets in the current directory  
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Figure 6.  Naming your workset and choosing a country 

  
 

6. Enter a brief description of your workset by typing into the “Workset 
description” area near the bottom of the page.  

7. Save your workset by clicking on “Save and continue”.  
 
 

     NOTE      

Be sure to follow the steps in the order listed above. Decide if you wish to have a 
“Generalized” or “Concentrated” workset and select the correct type BEFORE clicking 
on “Create a new workset”. This is necessary to ensure the workset you create is of the 
correct type. 
 
 
When you have completed these steps, you will now automatically be taken to the 
Define Epi tab to provide details about the sub-populations involved in your epidemic.  
 
Figure 7 shows what the screen looks like after you have completed the first 6 steps 
above, but before you have hit “Save and continue”.  Notice in particular that you have 
a National Epidemic Structure, pointed to by the red arrow, consisting of 
one-subpopulation “Remaining Pop”.  EPP 2005 automatically adds this 
sub-population in to ensure that you remember to put your entire national population
into  You will be able to add additional locally relevant 
sub-populations on the Define Epi tab.  

 
 one or more sub-populations. 
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Figure 8.  The EPP template list and the Urban Rural (G) template for generalized epidemics  

set is easy. The steps 
are:  

 

then 

3. Select a country for your workset from the pop-up list which appears when you hit 

4.  
hange the 

values provided here.  

6. 

ge

 
 

If one of these templates fits your needs, then creating a new work

1. Select the template by clicking on its name in the list underneath the words “Select a
template”.  

2. Enter a name for the workset by typing in the area next to “Workset name” and 
hitting <ENTER>.  

<ENTER>.  
Change the start year and end year of the projections if desired by typing in new years
next to “Start year” and “End year”. Most users will not need to c

5. Enter a brief description of your workset by typing into the “Workset description” area 
near the bottom of the page.  
Save your workset by clicking on “Save and continue”  

 
You will now be automatically taken to the Define Epi tab. Should you have a 

neralized national epidemic that requires more than just urban and rural sub-
populations , you will be able to identify those additional sub-populations on the 
DEFINE EPI tab.  You can also develop a
by clicking on the C

 concentrated epidemic using the same steps 
ONCENTRATED template as your starting point.  
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     FOR ADVANCED USERS      

 
Option FOUR - Creating your own templates  

 
Occasionally you might want to create a new template that you will be able to use over 
and over. For, example, this might be the case if you have a split other than 
Urban/Rural that you would like to use repeatedly in several regions of the same 
country.  
 
To create your own template, take the following steps:  

 
1. Click on the “Create” button underneath the template list (this button is circled 

in Figure 9). This will bring up a window for “Creating a new template”, which is 
shown in Figure 10.  

2. Follow the steps outlined on this window:  
a. Enter a name for your template and type <ENTER>  
b. Select either “Generalized” or “Concentrated”.  
c. Decide if you want this template to apply to one specific country. If you click “No” 

here, the template can be used to generate similar epidemics for any 
country.  

d. Build the epidemic using the instructions for the Define Epi tab (see later in this 

typing in your comments. These will appear in the description area when 

f. Click on “Save” to save the template and return to the Workset tab. Your 
 

s described above in Option THREE.  
 
 

document for the details of doing this)  
e. Enter any comments you might have by clicking on the “Comment” button and 

you use the template to create a new workset.  

new template will now appear in the list of templates and is ready to be
used a
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Figure 9. 

 

 

 The button to start creating your own template  

 
Figure 10.  The window for template creation (instructions included) 
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For more information, click on the “Help” button which shows an example of building 
a new template.  

 
 

A few details about the entries on the Workset tab  
 

1. Workset name.  The workset name can be any legitimate Windows filename. The 
workset files themselves are stored as <Workset name>.epr in the eppproj 
directory. YOU DECIDE THIS NAME. Typically it is the name of the country 
for which you are developing estimates.  

2. The Workset type.  You will also notice that the type of workset (generalized or 
concentrated) must also be chosen . This must be done BEFORE creating the 
Workset. ONCE THE WORKSET IS CREATED, THE TYPE CANNOT BE 
CHANGED. Selecting the proper one of these two choices is important for 
screens you will use later in the program. You will not be able to come back to 
this page to re-set this important component at any later point in the program.  

3. Country Name – this is normally chosen from the United Nations list of existing 
countries when the projection is first created. After you type in a Workset name, 
press <ENTER>. A pop-up window will provide you with a list of countries 
from the United Nations Population Division. Choose the appropriate one for

se “Country not listed” and you 
will be asked to enter a name for it. In this case, you will later need to provide the 
demographic parameters. For countries in the list, UN Population Division has 
already provided the demographic data.  

4. Directory – this is where the workset files are stored on the computer. The default 
will be C:¥Program Files¥EPP 2005¥eppproj after a normal install. The user can 
change this by hitting the “Change directory” button and moving to another 
directory.  

5. Description – a text description of this projection. This is created when you create 
or edit the projection. This description can be of arbitrary length. If it is too large 
to fit in the space provided, scrollbars will automatically appear.  

6. Projection start year and projection end year – these are the years in which the 
calculation begins and ends. Note this is NOT necessarily the same as the year in 
which the HIV epidemic starts, but represents the years over which you are 
calculating populations and HIV spread. Normally you should start projections in 
1980 and end them no later than 2010. The UNAIDS Reference Group strongly 
recommends against doing long term projections with EPP.  

7. Created – date on which the workset file was first created  

8. Last edit – date on which the workset file was last changed in any way. This can 
include editing projection information, adding or changing data, running a new fit, 
or changing any of the model results. Everytime you hit a “Save and continue”, 
this information is updated. 

 

 
your estimates. If the country is not listed, choo
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T
  

n the Define Epi tab (short for “Define Epidemic”) you will make any changes to the 
oun m re
f u  page is to lay out all of the 
bpop

 
If you hav
template, t
 
 

he Define Epi Tab – Laying out your epidemic’s structure 

O
c try’s epide ic structure that a  desired. Recalling that any country’s epidemic is made 

p smaller epidemics in sub-populations, your goal on thiso
su ulations that are contributing to the epidemic in a substantial way.  

e chosen to build a concentrated epidemic based on the Concentrated (C) 
he screen will appear as in Figure 11 when you first come onto this page.  

 
Figure 11. T
 
 
This tab sh

 he epidemic structure of many concentrated epidemics as seen on the Define Epi tab   

ows an epidemic structure in Vietnam that is defined by four  
ations and one sub-popul  Remaining region. The total size of these sub-populations 
p to the national total population. Similarly the national HIV epidemic will be the must add u

sum of ulations and the 
number in r
 
If you hav
tab of this
structure s

You can now click the “Save and continue” button to go to the Define Pops tab.  
 

 the number of people living with HIV in the specific sub-pop
emaining region.  

e selected a previously prepared country file by choosing that country on the first 
 program, or decided to create a new file from a template, then the epidemic 
hould already be correct.  
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Figure 15.  After adding Urban and Rural sub-populations to East 

 

    
Figure 16.  The finished “East” sub-epidemic 
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Figure 19.  The sub-population characteristics which appear when you click on a subpopulation 

in the epidemic structure tree 
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The Define Pops Tab – Setting sub-population sizes 
 
After clicking on ”Save and continue” on the Define Epi tab, you will move on to the 
Define Pops tab (shown in Figure 20). In this tab you provide demographic information 
about each of your sub-populations. On entering the tab, EPP will automatically move to 
the first subpopulation  in the epidemic structure.  In Figure 20, it starts with IDU, 
which is highlighted in light blue.  
 
If you are working with a country that was included in EPP’s country list (from the United 
Nations Population Division) then you should only have to add sub-population  size 
data on this tab – all of the other demographic information will already be set for you. You 
will note that in this example, the National Population has already been set (1,309,367) along 
with birth rates, survival to 15, mortality and growth rate.  The total national population 
has also been placed in the area “Population still to assign” because you have yet to add 
people to your various sub-populations. NOTE: All populations on this page are the total 
number of people ages 15 and older.  
 
Notice that the Population 15 and over for the IDU sub-population, which is pointed to by 
the arrow in the figure, is still zero. Your job on this page is to fill in this number for each 
subpopulation  in your workset.  The total population in all of your sub-populations 
should sum to the national population. The number remaining to assign is displayed in the 
“Population still to assign” box at the top of the page.  
 
 

 
Figure 20.  Your first visit to the Define Pops tab 
 
 
To enter the population for the IDU bus-population, just type the value in the box next to 
the arrow in the Figure and hit <ENTER>. For example, if we type 250,000 for the IDU 
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p Population still to 
ssign” has been reduced to 59,104,427 which is the total national population of 

the 
 
ll 

l 
e will be found in the are ‘Population still to assign’. 

opulation, the screen will now look as in Figure 21.  Notice that the “
a
59.354.427 minus the Urban population of 250,000. Now click on “Save and 
continue” to save the IDU population size and you will automatically be taken to 
MSM subpopulation. Continue to enter the values for the other sub-population and
click on “Save and continue” until you are finished.  The remaining population wi
be all of those in your national population who have not been assigned to a specia

opulation.  The remaining valup
Enter that value, ‘Save and Continue’ and you will be taken to the Enter Data tab.  
 
If your population is not equally balanced between males and females, you should change 
the “Proportion male” below the sub-population size. If the sub-population is all male, this 
value should be 1.0. If it is all female, it should be 0.0. If you chose specific sub-population 
characteristics, e.g., female sex workers (FSW), that involve gender, this value will be 
changed accordingly.  
 
 

     IMPORTANT REMINDER           

Always hit “Save and continue” after entering the sub-population size and other sub-
population demographic characteristics to move on to the next sub-population. Otherwise
the data will not be saved and you will need to re-enter it.  
 

 

nce you have finished entering data for every sub-population and the population still to 
assign has been reduced to zero, hitting “Save and continue” will move you on to the Enter 
Data page.  
 
 

 
O

 
Figure 21.  After adding in 250,000 IDUs 
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he Enter Data tab is the place to enter your HIV surveillance data. If you are using a pre-
ase you can review the data for 

ompleteness. If it is complete you can advance to the Projection tab by hitting “Save and 
continue” once for each sub-popu wing the next set of data and repeating this 
until you h
taken to the 
 
If you are 
  
 

The Enter Data Tab – Adding HIV prevalence trends  
 
T
existing workset the data may already be entered. In that c
c

lation, revie
ave reviewed all data. After the last sub-population, you will automatically be 

Projection tab.  

starting with no data, the screen will appear as in Figure 22. 

 
Figure 22.  The Enter Data tab before data is entered 
 
 
ENTERING NEW DATA 
 
There is a separate data entry spreadsheet for each sub-population .  In Figure 22, IDU 
is highlighted by clicking on that sub-population in the epidemic structure tree, and this 
spreadsheet is then the one for inputting data for IDU sites.  
 
Surveillance data are entered in the alternating pairs of white or light blue cells of the 
spreadsheet. Each pair of lines refers to one surveillance site.  In Figure 22, there is only 
one surveillance site. The first row for a given site is for the HIV prevalence, expressed in 
percent (that is, a number between 0 and 100). The second row for that site is for entering 
the sample size at that site for the given year. Use a separate pair of rows for each 
surveillance site, entering both the HIV prevalence and the sample size. If you do not have 
sample sizes, currently EPP defaults to a sample size of 300. You may over-write this value 
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b ifferent default 
ample size will be discussed later in the Prefs tab section.  

es 
 

ting 
 data, sites have become much more important in the analysis. 

hus, if you have site specific data, you should always enter it in on this page. In maximum 
s. For more 

ormation see Appendix H or link to BGIM : Maximum Likelihood Estimation Primer 

Because in EPP you may be calculating what are known as LEVEL fits, (see 
appendix F for more detail on level fits) all data points from one site must be input 
on ONE line.  
 
Data may be copied/pasted from an Excel spreadsheet. In order to do this, you may need to 
turn off the N (sample size) option on this sheet. This is done by choosing ‘%HIV’ in the 
Display portion of this page.  
 
 

y just double-clicking in the sample size cell and typing over it. Setting a d
s
 
You can add new sites by clicking the “Add sites” button. You will be asked how many sit
you wish to add and when you click “OK” that number of sites will be added to the table. 
 
Because EPP 2005 uses a maximum likelihood approach and has added levels for estima
the best fit to your prevalence
T
likelihood estimations, sample sizes serve as weights in the calculation
inf
 

     NOTE      

The program defaults to BOTH.  See the Help page (push the “Help” button on the Enter 
Data tab) for more information on this.  
 
 
 
ENTERING SITE DATA  
 
The steps in entering data for a site are as follows:  
 

1. Enter the site name in the first column by clicking on the box and typing the name 
of your site.  This is important if you want to come back and review your data for 
correctness later on.  

te in the fits by setting the checkbox in 
u wish to remove a site from 

the fit because you think its data may be incorrect or you want to see how much that 
ational fit.  To remove a site from the fitting, just 

double-click on the checkbox and that site will not be included in fitting. The data 

 

er the HIV prevalence data 
 just 

2. Decide if you want to include this si
the second column.  There may be situation where yo

site is influencing the n

will still be there, but it will just not be used in the fitting procedure.  If a site is 
de-selected, double-clicking on the checkbox will include it in the fits once again. 

3. Enter your HIV prevalence data.  For each site, ent
for all years in which data was collected. If a year is missing, that’s no problem,
leave the cell blank.  

4. Enter your sample sizes for each year.  If you do not know the sample size, the 
EPP default sample size will be used.  However, sample sizes do affect the fitting 
procedure, so include them if you have them.  
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Figure 24.  The Enter Data tab after adding two more sites and additional data 
 
 
Once you have entered all the HIV surveillance data and sample sizes for one 
sub-population, click the ”Save and continue ” button to save the data and advance to the 
next (if applicable)  sub-population . When you are finished entering data for all 

ll advance you to the 
rojection tab.  

sub-populations, click ‘Save and continue’ button and the program wi
P
 
Ideally you should have data for all sub-populations  in the workset. If you do not you 
may still continue, however, EPP will prompt you with a screen which appears as below 
(Figure 25) and you will be unable to do fits for the sub-populations with missing data.  

 37
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Figure 25.  The warning that appears if you do not have data for all sub-populations on the Enter Data tab 
 
 

 38
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The Project Tab – Fitting your data 
  
The Projection Tab is used to fit epidemic curves to your sub-population’s  surveillance 
data. When you first come here from the Enter Data Tab, it appears as in Figure 26 below.  
 
On this tab, you fit the adult HIV epidemic curve using the four parameters of the 
UNAIDS Reference Group model. This allows EPP to develop trends for HIV prevalence 
and HIV incidence in the sub-populations that compose your national epidemic . Later in 
the process, these individual curves will be combined to give similar prevalence and 
incidence trends and estimates on a national level.  
 
The estimates produced by EPP are to be exported to Spectrum and used to develop further 
estimates of the impact of the HIV epidemic in your country.  You should use the actual 
prevalence and incidence values resulting from Spectrum for your national estimates as 
Spectrum uses a more correct demographic model than EPP.  
 
 

 
Figure 26.  The Projection tab after entering HIV prevalence data, but before fitting 
 
 
Some basic components of this page and their function  
 
The fitting parameters are shown in the red box in Figure 26.  When you arrive at this 
page, the four parameters for model fitting (see arrow) will already have some initial guesses 
set. These are initial values that have been found to give reasonable fits in many situations. 
The four parameters, contained in the red box in Figure 25, are r, f0, t0 and phi.  These 
were described earlier in this document. The “Help” button on this tab also has some 
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g ameters if you would like more 
ormation about their effects.  

ou are fitting) for the sub-population highlighted in light blue in the epidemic structure tree. 

 

liders for interactive fitting.  The area below the curve has ‘sliders’. These allow the 
u
t
o n 
t the sliders, and it will be 
eflected in the graph.  

The log likelihood and best fit log likelihood.  To the right of the parameters there are 
two fields labeled “LL” and “Best LL”. EPP 2005 uses a maximum likelihood fitting 
approach. EPP 2005 fits your data by iteratively changing the parameters and calculating the 
log likelihood, readjusting the parameters and recalculating the log likelihood, and 
continuing with this process until it finds the maximum value of the likelihood. This 
corresponds to the smallest possible value of LL.  
 
Thus, the log likelihood is really a measure of how good your fit is and your objective is to 
minimize it – that is, make it as small as possible. EPP automatically fits and finds what it 
believes to be the set of parameters making LL as small as possible. However, many 
different solutions are possible and by changing the parameters yourself or starting from a 
different initial guess you may be able to achieve a lower log likelihood than the best fit that 
results from the initial guess. However, usually the initial attempt is pretty good and you’ll 
have to try a bit to bring it down further.  
 
 
FITTING THE EPIDEMIC CURVE  
 
Between the graph and the National Epidemic Structure panel is an area that controls the 
fitting of the model. Before leaving this page you will need to fit an epidemic curve to each 
of the sub-populations 

raphs illustrating the impact of each of these par
inf
 
The graph contains two lines and the data points (or means and medians, if that is what 
y
The two lines are clearly labeled in the axes of the graph. The blue line is the HIV 
prevalence (percent of the sub-population living with HIV in the year on the x-axis). The 
red line is the incidence, defined as the percent of the susceptible (uninfected) members of
the subpopulation who became infected in the last year.  
 
S
ser to interactively change the parameters and see the effects of making those changes in 
he graph.  To adjust a slider, just click on the marker on the line and move it to the right 
r left.  As you move it, the values of that parameter will change. This will be reflected i
he text box showing the value of that parameter to the right of 

r
 

 shown in the epidemic structure. To fit the curve, follow these 
steps:  
 

 to:”.  You can fit 
the curve to all the surveillance data points or to just the median or mean for each 
year.  Usually you will use all the data, and this is the default of the program.  

some data points that appear 
to be extraneous outliers. You might also want to try the mean or median if you have 

u 
e 

epidemic, is most common, though occasionally you will also decide to fix some of 

1. Decide what to fit to by clicking an option under “Fit model

You might want to use the median or mean if you have 

so many points that it is hard to see the trend in the data.  
 

2. Decide what will be kept fixed when fitting, by selecting one of the radio 
buttons next to “Fix”.  This gives the program guidance on what parameters yo
would like to be adjusted in fitting the curve. Fixing t0, the time at the start of th
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x t0, 
good idea when the epidemic really started in your 

country. Fixing t0 is the default option.  

the other parameters ahead of time. Most of the time, you will choose to fi
simply because you have a 

 
 

     RECOMMENDATION           

For your FIRST FIT, it is recommended that you fix t0 and phi. This provides the 
quickest fit.  
 
In the most general use of the model, you will search for the best values for all fou
parameters: t0, r, f0 and phi by selecting “Fix nothing”. However, this can be very 
time consuming and you generally know the start year of the epidemic. This is often 
estimated as two years before the first AIDS case report. If you do know the start 
year of the epidemic then it is best to select the option to “Fix t0.” This will allow 
you to find the best fitting HIV prevalence curve more quickly.  

r 

 
 

     FOR ADVANCED USERS           

You can also fix r or f0 and have the model fit the other parameters. You might do 
this if you were fitting several similar epidemics and wanted them to all use 
values of r or f0. You can also choose to “Fix nothing” but the model may tak
long time to find the best fit.  

the same 
e a 

i” 
hat 

 
curve with declining prevalence provides a 

better description.  

 
 

3. Decide if you want to fix phi.  You should generally select the option to “Fix ph
initially. This will allow you to fit the model first with the default assumption t
prevalence is not declining, which is generally the case with national epidemics. If 
you have selected the YES option for “Fix phi”then you should make sure that phi is 
set to a large value, such as 100. Currently, EPP defaults to this value. Later you can
adjust phi and refit to see whether a 

 
 

     RECOMMENDATION           

DO NOT PLAY WITH ‘SLIDERS’ UNTIL AFTER A FIRST CURVE IS FIT 
WITH A FIXED t0 AND phi!!  

 
 

4. Decide whether to use level fits.  Next, you must make a decision about ‘Level 
fits’.  Level fits help to adjust the curve to deal with expansion of the surveillance 
system to include lower prevalence sites.  This is described in more detail in the 
help on this tab.  If you decide to do a level fit, EPP will first run a non-level fit to 
set the initial guess for the parameters to be used in the level fit.  

Fit the model by clicking on the “Fit data” button.  The program will now 
 

5. 
search for the best fitting curve for the surveillance data, displaying intermediate 
steps in the graph as it proceeds.  When it is done, the result will be shown in the 
blue line in the graph and the best fit parameters will be in the parameter text fields 
in the red box in Figure 26.  
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You may choose to restore the best fit by hitting the “Restore best fit” button at any 
 

 
   
 

 

point..  This will bring you to the best fit value the LAST TIME you chose to FIT
DATA. 

 
Figure 28.  Results of a fit done with levels turned on 

 
 

     NOTE      

With all other choices on this page you may click on ‘return to original fit’ to retrieve 
S LEVEL ADJUSTMENT YOU 

CANNOT. Therefore, it is recommended that you save and name the first result 
(nonlevel fit) before you proceed to the LEVEL FIT option.  

your initial parameter values. WITH THI

 
If any sub-populations  have data from multiple sites, setting the level fits option 
to YES is a reasonable decision. By doing this, the program assumes the data 
represents consistent reporting from individual sites over time (usually 5 years or 

ore). This is a common assumption if you have serial data from the same site. If 

 

 
6. d continue” when satisfied with your fit.  This will save your 

 
 

m
you have data that is not consistently reported, then set this to NO.  

For more discussion on LEVEL FITS, see Appendix F.  

lick on “Save anC
parameters for this sub-population and move you to the next sub-population. Once 
you have fit all sub-population, “Save and continue” will take you to the calibration 
page.  Note that the program tracks the numbers of curves you have yet to ‘run’. 
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Explo
 
Having run or completed a fit, it is sometimes useful to be able to see the effect of changing 

odel parameters by looking at a diagnostic measure.  In this case, we use the Log 
ikelihood (LL). This can be done by entering a new value for any of the parameters to the 

lower right of the graph and pressing ENTER, or by using the sliding scales on the lower 
left hand side of the page. The model will then be recalculated using that new value and the 
result displayed in the graph, along with a new LL value. Generally, the smaller the LL, the 
better the model is a ‘fit’.  
 
See Appendix D ‘Fitting the Model’ for more details on how to modify the fit to produce the 
most reasonable result.  
 
Once you have an acceptable fit, click the “Save” button and these values will be stored in 
the projection file along with the best-fit values.  
 
You should then repeat this procedure for each population in your workset. Once you have 
completed all the populations you can advance to the Calibrate tab.  
 
 

ring the effects of changing the parameters  

the m
L
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Once y  
above 
 
 

ou have made your decision on how to calibrate your data by making one of the
choices, click “Save and continue” and you’ll be taken to the Results tab.  
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T ow the graph. The 
arrow in Figure 33 shows you where this button is. You will see an additional screen pop up 

o examine the results as a table, click the “Output results” button bel

with results as displayed in the figure. 
 
  

 
Figure 33.  The table generated by “Output results” and the button to generate the Spectrum file

o write the results to a file that can be read by Spectrum, click the “Write Spectrum File” 

Yo
on ‘S v
 
 

 
 
 
T
button that is visible when you are examining the numerical results. Unless you changed this 
on your Workset page, by default, the program will store your output in the ‘eppout’ 
directory under the EPP directory. You will be requested to provide the name of the file, 
which will end in an “.spt” file extension.  
 
To print the table, click the “Print” button.  
 

u may also save a copy of the generated graph on the Results tab to a *.jpg file by clicking 
a e graph’ on the Results tab.  

     FOR ADVANCED USERS      

 the impact of reassigning individuals, clickTo see  ‘Reassign’. You will see a pop up screen as 
bel  ow (Figure 34).  
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Figure 34.  Assessing the impact of turnover in the HIV prevalence in the general population 
 
  
In this window, the Top line represents the name of the populations RECEIVING THE 
REASSIGNED HIV+s.  

 
 This provides you with the original number 

efore any reassignment. Comparing this number with the number after reassignment 
ed are making to the overall HIV prevalence).  

.  

ou may also save a copy of the generated graph to a jpg. File by clicking on ‘Save graph’.  
 
 

 
he Second line is the number of HIV+ after reassignment.  T

 
The next group of lines are the numbers of ex-group members who are HIV+ who are still 
alive and now a part of the general population  
 
The last line is the number of HIV+ who are occurring within the ORIGINAL group (for
example, form husband/wife transmission).
b
allows you to see the contribution the reassign
 
This is very useful in populations turnover impacts general population numbers.  This 
requires reasonably sophisticated data
 
Y
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The Audit Tab 
 
This tab is used with concentrated epidemics. It will check the projected sizes of the sub- 
populations  to see if they are unusually large. For concentrated epidemics, it will appear 
as below (Figure 35)  
 
 

 
Figure 35.  Audit check page prior to selecting “Audit check my projections”  
 
 
This audit check will examine the population sizes and display an alert if there are any 
potential problems. For example, if you specified that the population of injecting drug users
is larger than might be expected, the program will note that and alert you  
 
You should examine the messages and if you are in agreement with the alert! consider 

 

n the ‘Audit check my projections’ button, you will 

returning to the “Define pops” tab and revising some of the estimated growth rates.  
 
Once you move to this tab, by clicking o
be able to see if your population sizes and HIV prevalence checks are within ranges that 
have been determined by the program. An example is given below (Figure 36).  
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Figure 36.  Audit check results  
 
 
Additionally you may enter AIDS case report data for males and females by year.  That 
data will be compared to EPP generated ratio of female to male AIDS cases. .  
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r s ry because your fits depend on each of the variables on this page 
ther than language, of course).  

eset.  This is neces a
(o
 
 

     NOTE      

NONE OF THE CHANGES YOU ENTER HERE WILL ACTUALLY BE MADE IN YOUR 
ORKSET UNTIL YOU HIT “MAKE CHANGES”. You can abort these changes by clicking on 

ll to defaults”. The individual 
Reset” buttons next to the various entries will reset only that entry or set of entries.  

 
 

W
the button labeled “Discard these changes” or by hitting “Reset a
“

     FOR ADVANCED USERS           

Selecting the ‘GRAPH’ button next to ‘MEDIAN SURVI
up  
the values of ALPHA and BETA of the Weib
  
 

VAL TIME’ will provide a pop 
window showing a graph of progression of HIV to death (see Figure 38).  You may alter

ull curve describing survival over time.  

 
Figure 38.  The graph for adjusting survival shape and median survival 
 

i
upplied by UNAIDS in EPP 2005.  

 

 
gain it s strongly recommended that only advanced users change the default values A

s
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with an elevated risk of disease, often because 
 

HI etic variations from HIV-2. More easily transmitted 
than HIV-2. 

ons from HIV-1. Less easily transmitted than 

ence of infection with HIV (for example, absence of 

(for example, presence of 
.  

Hu  that causes AIDS by infecting T-cells of the 

IDS

IDU r.’  

numerator is the number of new cases  

 

High-risk group.  A group in the community 
group members engage in some form of risky behaviour. 

HIV.  Acronym for ‘Human Immunodeficiency Virus.’  

V-1.  A type of HIV with slight gen
 

HIV-2.  A type of HIV with slight genetic variati
HIV-1.  

HIV-negative.  Showing no evid
antibodies against HIV) in a blood or tissue test.  

HIV-positive.  Showing indications of infection with HIV 
antibodies against HIV) based on a test of blood or tissue

HIV subtypes.  Distinct lineages of HIV that contain genetic differences.  

man Immunodeficiency Virus.  A retrovirus
immune system.  

.  See ‘Integrated Disease Surveillance.’  

.  Acronym for ‘injecting drug use

Incidence.  A measure of the frequency with which an event, such as a new case of illness, 
occurs in a population over a period of time. The denominator is the population at risk; the 

 occurring during a given time period. 

Low-level HIV epidemic.  The epidemic state in which HIV has never spread to significant 
levels in any subpopulation, although HIV infection may have existed for many years. (HIV 
prevalence has not consistently exceeded 5% in any defined subpopulation or in the general 
population.)  

Maximum likelihood.  The simple principle of maximum likelihood parameter estimation is 
to find the parameter values that make the observed data most likely. For more information
see http://statgen.iop.kcl.ac.uk/bgim/mle/sslike_3.html 

Mean.  The measure of central location commonly called the average. It is calculated by 
adding together all the individual values in a group of measurements and dividing by the 

Mo n 

Mo er one 
od divided by the number of births reported 

MS

Parameter.  One of a set of indepen

PM

number of values in the group.  

rtality rate.  A measure of the frequency of occurrence of death in a defined populatio
during a specified interval of time.  

rtality rate, infant.  A ratio expressing the number of deaths among children und
year of age reported during a given time peri
during the same time period.  

M.  Acronym for ‘men who have sex with men.’  

dent variables that express the coordinates of a point  

TCT.  Acronym for ‘prevention of mother-to-child transmission.’  
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t 

rea or country. In sampling, the 
population may refer to the units from which the sample is drawn, not necessarily the total 

Population sub-group.  A group within a population that share certain characteristics or 

Prevalence.  The proportion of persons in a given population with a disease or condition at a 

Rate.  An expression of the frequency with which an event occurs in a defined population.  

Ris t an individual will become ill 
within a stated period of time.  

Risk factor.  An aspect of personal behaviour or lifestyle; an environmental exposure; an 

alth-related event or condition. For example, injection drug use is a risk 
factor for acquiring HIV.  

Sexual transmissi .  Transmission of an infectious agent, such as HIV, that occurs 
al or anal intercourse, and less frequently through 

oral intercourse. 

Sub

Surveillance.  The systematic collection, analysis, interpretation, and dissemination of health 

Tim nges over time.  

Trend.  A long-term movement or change in frequency, usually upwards or downwards.  

Var
 
 

Point prevalence.  The amount of a particular disease present in a population at a single poin
in time.  

Population.  The total number of inhabitants of a given a

population of people.  

behaviours.  

given point in time.  

k.  The probability that an event will occur; for example, tha

inborn, inherited, or demographic characteristic. Associated with an increased occurrence of 
disease or other he

on
predominately through unprotected vagin

 

-population.  See ‘population sub-group.’  

data on an ongoing basis, to gain knowledge of the pattern of disease occurrence and 
potential in a community, in order to control and prevent disease in the community.  

e trend.  Cha

Transmission.  Any mode or mechanism by which an infectious agent is spread through the 
environment or to another person.  

iable.  Any characteristic or attribute that can be measured.  
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s 
rameters to fit an epidemic curve to the surveillance data. The phi parameter determines 

ow rapidly prevalence declines from its peak. In most cases, the best fitting curve will be one 
w 

s before deciding 
hether prevalence is actually declining or not.  

 
 

Determining whether prevalence is declining.   The epidemic model underlying EPP use
four pa
h
in which prevalence declines significantly. This is because the extra degree of freedom will allo
EPP to find a better mathematical fit when the epidemic curve changes direction than when it 
stays constant at peak prevalence. This does not necessarily mean that prevalence is, in fact, 
declining. You need to use your own judgment and consider additional factor
w




