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1. Introduction

SaTScan™ is free software that analyzes spatial, temporal, and space-time data using scan statistics. It
is designed to detect spatial or space-time disease clusters, and to determine if they are statistically
significant. The software may also be used for similar problems in other fields such as archaeology,
criminology, demography, ecology, geography or zoology. A wide list of published application areas can
be found in the SaTScan bibliography: http://www.satscan.org/references.html

This is a step-by-step tutorial for using SaTScan software to analyze ordered categorical data. The
tutorial can be utilized independently, without first having worked through other SaTScan tutorials. It
was written using SaTScan version 9.4.4 for Windows, released in August, 2016. The software tabs for
later versions may be slightly different than the screen shots shown in this tutorial, but they will be
nearly the same and there should not be a problem using the tutorial with later versions. This tutorial
can also be used with the Linux and Apple 10S versions of SaTScan, except that some of the file
handling steps will have to be adapted to those operating systems.

This tutorial is intended for self-learning, but it can also be used in a classroom setting. We recommend
using it as a complement to the SaTScan User Guide and to the various scientific publications
describing the statistical methods. The only prerequisite knowledge is a basic understanding of
statistics and epidemiology.

In this tutorial, we use the purely spatial scan statistic to analyze the geographical variation of
colorectal cancer diagnosis in New York State, USA, in order to determine if there are any geographical
clusters of either earlier or more advanced stage at diagnosis. That is, we will determine if there are
any geographical areas where the distribution of cancer stage is unusually skewed relative to the
statewide average.

2. What is the Ordinal Model?

SaTScan contains a number of different methods for detecting clusters. The most commonly used
methods divide the data into binary categories: people with and without disease, victims and non-
victims of crime, grave sites with and without persons with altered wisdom teeth, and so on. In this


http://www.satscan.org/references.html

tutorial, we use a method which categorizes data into three or more ordered categories, known as the
ordinal model. This method considers all possible ways that the categories can be grouped while
preserving their order, and thus can provide more information than a purely binary analysis. For
example, we might be interested in identifying regions where the population tends to skew older and
might require additional social services. This is often done by dividing the population into those over
and under some specific age like 55 or 60 or 65. However, there are major differences between these
ages and people who are 75 and 85 and 95, who require increasing levels of services, so it might be
more informative to consider all the 5-year age groups within the same model at the same time.

3. New York State Colorectal Cancer Data

Colorectal cancer is a cancer in which malignant cells form in the colon and rectum. Colorectal cancer is
presently the 4th most common incident cancer (after breast, prostate, and lung) and 2nd leading
cause of cancer death (after lung) in New York State. After cancer has been diagnosed, tests are done
to find the extent to which cancer cells have spread within the colon and rectum or to other parts of
the body, which is called staging. Cancer stage is one of important prognostic factors to predict cancer
patients’ chance of survival.

Colorectal cancer is one of the cancer types most amenable to screening. Screening through fecal
occult blood test (FOBT), colonoscopy, or sigmoidoscopy at prescribed intervals beginning at age 50
has been proven to reduce both incidence and mortality by detecting tumors earlier, including before
they even become invasive. This means that more screening in the future could help reduce both the
frequency and severity of cancer diagnosis. For this reason, it is useful to analyze the stage distribution,
as areas where there is more screening should have a more favorable stage distributions, other things
being equal. Since stage can be represented by ordered categories, it is a good application of the
ordinal model with SaTScan.

For this tutorial, tumors have been categorized into four stages — stages |, II, lll, and IV, where
increasing numbers represent more severe disease. This staging system is known as the American Joint
Committee on Cancer (AJCC) staging system and is one of several staging systems currently in wide
use, and lends itself to an analysis using the ordinal model. The stages are defined on the American
Cancer website here:

https://www.cancer.org/cancer/colon-rectal-cancer/detection-diagnosis-staging/staged.html

Following this link, you will notice that aside from stage I, each stage contains several substages. These
have been excluded from the tutorial data set in the interest of simplicity.

The ordinal model will be able to test not only where there are unusual patterns of stage IV cancers
(the usual application of SaTScan), but seven different possible relationships, as illustrated below:
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For example, the fifth row tests for whether there are areas where the proportions of stages | and Il
combined are unusual relative to the proportions of stages Ill and IV combined.

The data used in this tutorial consist of 43,972 colorectal tumors diagnosed among New York State
residents between 2010 and 2014 and reported to the New York State Cancer Registry, which is a part
of the New York State Department of Health. The number of tumors by stage are as follows:

Stage |: 10,910 (24.9%)
Stage Il: 11,920 (27.2%)
Stage IIl: 12,147 (27.7%)
Stage IV: 8,815 (20.1%)

The tumors have been grouped geographically into 952 groups of 46 tumors each. Each group has a
single point location, which is the average location of the tumors in the group. The tumors in a group
do not necessarily belong to the same county, city, zip code or any other geographic unit. This grouping
method was chosen to protect patient confidentiality and to allow execution of SaTScan in a
reasonable amount of time. Of the various statistical models available in SaTScan, the ordinal model
tends to be more computationally intensive.

Input Data File: The colorectal cancer data file for this tutorial can be downloaded from the SaTScan
website https://www.satscan.org/datasets/nyscolorectal/index.html. It is a text file, with the name

colorectal_cancer.csv (a comma-separated text file). In addition to being used in SaTScan, it can be
opened in Excel or any text editor. The file contains five columns: case ID number (1-43972), group
number (1-952), latitude, longitude, and stage.


https://www.satscan.org/datasets/nyscolorectal/index.html

Data directory structure: The tutorial requires creating several folders, as follows:

Main Directory: C: \SaTScan tutorial\Ordinal Model
SaTScan Input Files: C: \SaTScan tutorial\Ordinal Model\InputFiles
SaTScan Output Files: C: \SaTScan tutorial\Ordinal Model\OutputFiles

4. SaTScan Software Download and Installation

To download the free SaTScan software, please go to https://www.satscan.org. Select “download”, and
follow the instructions. To obtain the download password, you need to register, providing your name,

email address, organizational affiliation and country.

The SaTScan software is able to depict clusters with Google Earth. This requires Google Earth to be
installed on your computer. To download, go to https://www.google.com/earth/index.html, and follow
the instructions. This is an optional step; SaTScan can be run without Google Earth.

5. Launching the SaTScan Software

Launch the SaTScan software by using one of the following three methods. Your setup may vary slightly
on your computer.

Click on the Click on Start
SaTS5can shortcut »>SaTScan SaTScan
on desktop 4 »SaTSean 2 SaTScan User's Guide
B saTscan
ShapelEarth 18F MapWindow GIS
Sartup
- Sybase
File Edt View Toolk Help ’
Browse to the SaTScan Symantec Endpoint Protection
e e g e directory and click on The SAS System
L= SaTScan.exe UraVNC
1 WinZip
lib
I
sample_dats
: Lleiret sllas

Next, select “Create New Session” from the Start Window.


https://www.satscan.org/
https://www.google.com/earth/index.html

(& start Window ===

Welcome to SaTScan

Create New Session
Open Saved Session

Open Last Session

Cancel

e

You should now see the input data tab, and you are ready to specify your analysis parameters. The
SaTScan software has three main tabs: input, analysis, and output. We will go over each in turn.

6. Input Tab

a =

Input | Analysis | Output

Case File: Time Predsion

None @ Year

Control File: (Bernouli Modsl) Month () Day
Generic
Study Period
Year Month Day Year Month Day
Start Date: 2000 End Date: 2000 1 Two separate files are
required:
Population File: (Poisson Moded)

Case file (*.cas)

Coordinates file (*.geo)

Coordinates File: Coordnates
Cartesian
Grid File: (opbonal) @ Latlong
Advanced >>




The first of the three main tabs is used to specify the input data. For ordered categori
Ordinal model, two input files are required: a case file containing information about t
and a coordinates file containing the latitude and longitude coordinates. These two fi
from the colorectal_cancer.csv file.

6.1 Case File (*.cas)

If the Case File is already in the SaTScan input file format (see User Guide), it is enoug
name in the Case File text box. In our case, this is not true, so we will use the SaTScan

Case File; ime Precision
MNore @ Year
Control File: (Bernoull Madel) Month ( Day |

cal data with the
he cancer cases,
les will be created

h to specify its
Import Wizard.

1 Open file wizard for case file

Click on the B button to import the case data using the SaTScan file
wizard.

Select colorectal_cancer.csv file as the import file.

]

The SaTScan import wizard can read several common file formats including *.csv, *.xlsx, *.xls, *.dbf,

*.txt and *.shp. We are importing from a *.csv file. Navigate to the colorectal_cancer.c

it, which will bring you to the Import File Wizard screen:

sv file and open



Case File:

|C:\SaT‘St3n tutorial\Ordinal model\Input files\colorectal_cancer.csv

The expected format of the case file, using the Ordinal probability model is:
<Location ID=> <Number of Cases= <Date/Time> <Attribute=

If the selected file is not SaTScan formatted (whitespace delimited) or fields are not in
the expected order, select the Next' button to specify how to read this file.

Clear Import | [

Click Next for a view of the file contents. Check the box which says “first row is column name” and choose
comma as the field separator, then click Next again.



& Import File Wizard

Sampling of File Contents:

cazelDl, group, latitude, longitude, stage
1,1,40.5107,-74.2327,3
2,1,40.5107,-74.2327,3
3,1,40.5107,-74.2327,1
4,1,40.5107,-74.2327,2
5,1,40.5107,-74.2327,1
€,1,40.5107,-74.2327,2

Ignore first EI rows First row is column name:

~Field Separator
i@ Comma (7 Semicolon (™) Whitespace () Other |:|

~Group Indicator
i@ Double Quotes () Single Quotes

On the next screen, in the topmost box, choose Ordinal Model. Then choose the four variables needed
for the Case file. Choose “group” for the location ID (representing the 952 grouped locations), “One
Count” for the number of cases (meaning that each row is an individual case), and “stage” for the
Attribute. We are not performing a temporal analysis, so leave Date/Time unassigned. Click Next again.



Display 5aT5can Variables For: [m'dhal model - ]

Salscan Variable Source File Variable | Clear
Location ID group
Mumber of Cases One Count
Date Time (optional) unassigned
Attribute (valug) ktage

Generated Id # One Count # caselD group latitude longitude ¢
location1 1 1 1 40,5107 74,2327 3 &
location2 1 2 1 40,5107 74,2327 3@
location3 1 3 1 40,5107 74,2327 1
locationd 1 4 1 40,5107 74,2327 2
locations 1 5 1 40,5107 74,2327 1
locationd 1 5] 1 40,5107 74,2327 2
location? 1 7 1 40,5107 74,2327 2l -

r | = - BT - — T o |
# = Column is not actually defined in file but can be used as SaTScan variable.

< Previous ] [ Mext =

On the last screen of the wizard, you have the option of saving the file as a .cas file, or allowing the
software to read directly from the source file when executing the analysis. We will choose to save the
file, to save time by not needing to repeat the Import Wizard steps if we later need to repeat the analysis:



H

i@ Save imported input file as:

C:\saTscan tutorial\Ordinal mudel‘l,mlnredal_ﬁncerlms

(71 5ave these settings and read directly from file source when running the analysis.

Cancel < Previous ] [ Import

Finally, click Import.

6.2 Geographical Coordinates File (*.geo)

A very similar process is used to create the coordinates file. The coordinates in the input file are given in
latitude and longitude, which is the default in SaTScan. Repeat the steps above until reaching the screen
where you choose the variables needed for the coordinates file. Again, “group” is the Location ID, and
latitude and longitude are the variables of the same names:
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Qoo W =

Display SaT5can Variables For: :Laﬁmdeﬂ_ongimde Coordinates -

SaT5can Variable Source File Variable Clear
Location ID group
Latitude (y-axis) latitude
Longitude (x-axis) jongitude

Generated Id # caselD group latitude longitude stage
locationl 1 1 40,5107 -74.2327 3 -
location2 2 1 40,5107 -74.2327 3 |E
location3 3 1 40,5107 -74.2327 1
locationd 4 1 40,5107 -74.2327 2
locations 5 1 40,5107 -74.2327 1
locationd 153 1 40,5107 -74.2327 2
location7 7 1 40,5107 -74.2327 2 i
I | = = - 1] o - - | »
# = Column is not actually defined in file but can be used as SaTScan variable,

< Previous ] [ Mext = ]

Again, save the file and click Import.

6.3 Other information to specify on the Input tab

There are several other pieces of information to specify on the Input tab: Time Precision, Study Period,
and Coordinates. Time Precision is only needed when a temporal analysis is being performed. Since we
are executing a purely spatial analysis, no changes are needed: Time Precision can be left at the default
setting of “none”.

6.3.1 Study Period

Study period is defined even for a purely spatial analysis, so that disease rates can be properly calculated.
In the colorectal_cancer.csv file, the time period is January 1, 2010 through December 31, 2014:

11



Study Period

Year Month  Day Year Month  Day

Start Date: | 2010 1 1 End Date: (2014

6.3.2 Coordinates

In SaTScan, the geographical locations can either be specified as latitude and longitude, or as Cartesian
coordinates, such as when the data are projected using a Universal Transverse Mercator (UTM)
projection. Our data set uses latitude and longitude coordinates. Even though this was specified during
the import process, it must also be specified again on the input tab. Since latitude and longitude is the

default, it should already be selected:

Coordinates

() Cartesian

12 31

We are now finished with the input tab, which should look like this:

s

&

Coordinates File:
C:\5aT5can tutorial\Ordinal model\colorectal_cancer.geo

Grid File: (optional)

=5
Input | Analysis | Output

Case File: Time Precision

C:\5aT5can tutorial\Ordinal model\colorectal_cancer.cas @ Mane () Year
Control File: (Bernoulli Model) (7) Month (7 Day

E] () Generic
Study Period
Year Month Day Year Month  Day
Start Date: (2010 1 1 End Date: |20 14| 12 31

Population File: (Poisson Model)

[

Coordinates

E] () Cartesian
(@ LatfLong
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7. Analysis Tab

Next we move to the analysis tab.

:
&

o

We choose a purely spatial analysis and an Ordinal probability model. We then have the option of
scanning for area with high values (a stage distribution skewed toward more advanced stages), low
values (a stage distribution skewed toward earlier stages) or both. Since we are primarily interested in

areas with more advanced stages, we choose ‘high values’.

[
e =l X
Analysis | Qutput
Type of Analysis Probability Model an For Areas With
Retrospective Analyses: Discrete Scan Statistics: @ High Values
€ Patssan (71 Low Values
v ) () Bernoulli
Purely Temparal - () High or Low Values
Space-Time Permutation -
Space-Time )
() Multinomial
T.Supatlal Variation @ Ordinal Time Aggregation
in Temporal Trends =TT Units: @ Year
Prospective Analyzes: )
() Mormal Maonth
Purely Temporal
Continuous Scan Statistics: Day
Space-Time Poisson
Length: |1 ‘fears

The last box on the Analysis Tab is for Time Aggregation, but that is only relevant for purely temporal
and space-time analyses. Since we are conducted a purely spatial analysis, this option is greyed out, and

can be ignored.
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Before moving to the Output Tab, we will take a look at the advanced analysis features, by clicking on
‘Advanced’ in the bottom right corner of the Analysis Tab.

@ [= [

Analysis | Qutput

Type of Analysis Probability Model Scan For Areas With:
Retrospective Analyses; Discrete Scan Statistics: i@ High Values
"?' FUFE|}|'SFE1JEE L PDiSSDn f : Y Lnu\'l ﬁlfalues
Purely Temporal () Bernoul

(71 High or Low Values
Space-Time Permutation ;

Space-Time i
(7 Multinomial
Spatial Variation @ Ordinal Time Agaregation
in Temporal Trends i R T
L ) Exponential Units: @) Year
Prospective Analyses; )
() Marmal Manth
Purely Temparal
Continuous Scan Statistics: Day
Space-Time )
Poisson

Length: |1 Years

’ Advanced == ]

This opens a screen with six tabs. We are concerned with the first of these, ‘Spatial Windows’. The default
in SaTScan is to look for clusters covering up to half the population at risk, or to be more precise, half of
the total expected counts. In New York State, that can be a very large area, often resulting in clusters
containing all of New Yok City (about 40% of the state’s population), the entire state north of New York
City (another 40% of the population), or all of Long Island (20%). These can be interesting findings, but
usually we are interested in identifying more focused areas. To avoid the detection of such large clusters,
a smaller maximum cluster size can be set. We will choose a maximum of 10% of the population at risk.
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&3 Advanced Analysis Features

Spatial Window | Temporal Window | Space and Time Adjustments | Inference I Border Analysis | Power Evaluation

Maximum Spatial Cluster Size

10.0 percent of the population at risk (<= 50%, default = 50%:)

[ 50.0 percent of the population defined in the max cirde size file (<= 50%)

[ is a drde witha | 1.0 kiloreter radius

Include Purely Temporal Clusters (Spatial Size = 100%6)

Spatial Window Shape

We will look at one additional tab, ‘Inference’, in particular the box which says Monte Carlo replications.
The default number here is 999, which we will not change. This means that SaTScan will generate 999
random permutations of the data to compare with the real data. A certain degree of clustering can occur
by chance. For real data to be identified as a significant cluster, it must be more unusual than at least
950 of the random permutations (this corresponds to a p-value of 50/1000, or 0.05).

Sometimes, with very large data sets, SaTScan can take a long time to execute. In these situations, it can
be useful to change the number of replications to 0 or 9 to make sure that the parameters are correct
before committing to the entire analysis. It is seldom useful to choose a value above 999 as very little
additional precision is gained by doing more simulations. For the data set used in this tutorial, the
program should execute quickly with 999 permutations.
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& Advanced Analysis Features

| Spatial Window |Tempora| Window | Space and Time Adjustments | Inference | Border Analysiz | Power Evaluation

P-Value
i@ Default
(7} Standard Monte Carlo
(7 Sequential Monte Carlo Early termination cutoff: |50

Gumbel Approximation Also report Gumbel based p-values

Monte Carlo Replications

Maximum number of replications (0, 9, 999, ar value ending in 999): | 399

Prospective Surveillance

Year Month Day
Adjust for earlier analyses performed since:  [2p00 12 31
Iterative Scan Statistic
[ Adjusting for Mare Likely Clusters
Maximum number of iterations; |10 Stop when the p-value is greater than: |0.05

[ Set Defaults ] [ Close ]

We will ignore the remaining advanced analysis tabs for this analysis, and simply accept the default
settings. Click on ‘Close’ in the bottom right corner. The ‘Set Defaults’ button, here and on any other
screen where it appears, will restore the default settings for all of the tabs.

8. Output Tab

SaTScan gives several options to view and save the results of the scan statistical analysis. You need to

make these selections before you execute the SaTScan session. Click on the Output tab to see these
options.

&

=5
o |
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There are three sections on the main output tab corresponding to text, geographical, and column
output formats. The Results File may be read directly in a text editor or word processing program, while
the Column Output Formats are designed to function as input files to other computer programs for
further display or examination of the results. The Geographical Output Formats are specifically
designed for geographical display using geographical software such as QGIS or Google Earth.

[ A

2 =
ouput

Text Output Format
Main Results File:

Geographical Qutput Format
[] kML file for Google Earth
[7] shapefile for GIS software

Column Qutput Format

Cluster Information

Stratified Cluster Information
Location Information

Risk Estimates for Each Location
Simulated Log Likelihood Ratios

Click on the :J icon to modify/select the location of SaTScan output file. The file will be saved as a text
file and will include a summary of the data, location IDs of each location included in each cluster, the
coordinates and radius of each cluster, and the population, number of cases, number of expected cases,
relative risk and p-value for each cluster detected.
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F

My Documents

Browse to the folder
location where you

want to save the text
outputfile.

Enter the file name and
click the Open button.

Make a selection to see the
output file in Google Earth and/or

@ U tocreate a shapefile readable by

Tnput | Analysis| Output |

GIS software

- Text Output Format -
Main Results Fle:
C:\SaTScan tutorial\Ordinal modelYOutput fles\WYS_ColorectalCancer. txt

| (e

- Geographical Output Format
[V] KL fie for Google Earth

Check these boxes to save
additional output files as ASCII

[/] Shapefile for GIS software
- Column Qutput Format

ASCII
Cluster Information 2]
Stratified Cluster Information
Location Information 2
Risk Estimates for Each Location ]
Simulated Log Likelhood Ratios 2]

(text) or dBase files
dBase
B
B8
0
B8
Click Advanced>> to make
additional selections.
Advanced >>
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SaTScan will typically find multiple overlapping clusters, most of which are nearly identical to each
other. These can be filtered in the ‘Criteria for Reporting Secondary Clusters’ section of the Advanced
Output Features. For this tutorial, select ‘No Geographical Overlap’, which is the most restrictive choice

as well as the most common. With this option, a secondary cluster will only be reported if it does not
overlap with a more likely cluster.

— { Ifyou have Google Earth
M“'"“‘W'“"“ installed on your
Spatial Output | Temporal Output | Other Qutput| | computer, select
W T
KM fle for Google Earth Automatically Launch
Google Earth”.
[V] Automatically Launch Google Earth
(] Create compressed KMZ fle For secondary clusters,
(V] Inchude Al Location IDs in the Clusters select hierarchical
Twa- e reporting of most likely
il ! clusters.
[V] Most Likely Clusters, Hierarchically Criteria for Reporting Hierarchical Clusters
Gini Optimized Cluster Collection No Cluster Centers in Other Clusters
No Cluster Centers in More Likely Clusters
Maximum Reported Spatial Cluster Size No Cluster Centers in Less Lkely Clusters
No Pairs of Centers Both in Each Others Clusters
] Report anly . o No Restrictions = Most Likely Cluster for Each Gnd
10.0 | percent of the population at risk (<= 50%, default = 50%)
"1 150.0 | percent of the population defined in the max crde size fle (<= 50%)
lackdewitha 1.0 kiometer radius
Set Defauits ' Close

At last, it’s time to run the analysis.

9. Executing SaTScan

To begin executing a SaTScan session, just click on the button with the green triangle.
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ﬁ SaTScan - Software for the Spatial and Space-Time &

File “Session Wir

e Help

"G

Execute Sessien

A window will open which shows the progress being made. Once the analysis is finished, this window will
show the contents of the results file, the same file specified in section 7. You will be able to scroll through
this window to see all the results, as well as review the parameter settings you used.

-

ﬁh\_temp\SaTScan\Drdfnaf MedelQutputFiles\NY5_CeolorectalCancer.txt — | = |t

5aT5can v3.4_4

Program run on: Thu Jan 2& 15:01:05 2017

Purely Spatial analysis
geanning for clusters with high walues
using the Ordinal model.

SUMMREY OF DATR

1 | (1] 3

WarningsErrars:

Ho Warnings or Errors.

Sometimes SaTScan produces warning or error messages. The most common errors are problems with
the input data, such as a location ID that is present in the case file but missing in the geographical
coordinates file. The descriptions of the warning and errors are meant to help find problems that may
exist in the input data. In this tutorial, you should not get any warnings or errors if you have done
everything according to the tutorial instructions.
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10. Interpreting the Results

10.1 Main results file

The main results file will automatically open once the execution is complete. In the top of the results file,
it states the version and the time that SaTScan was run. It then indicates the type of analysis, the
probability model and whether the analysis was used to scan for high, low or both high and low rates. If
you ran the analysis as intended, it should say: “Purely Spatial analysis scanning for clusters with high
values using the Ordinal model.” All other parameter settings are listed at the end of the Results file.

Next comes a summary of the data. You can use this to check that the data you have analyzed were the
right data. If all went well, it should look like this:

SUMMRRY OF DATR

Study periocd. . . .. ... ... ... ---.-% Z010/1/1 to 2014712731
Humber of locations. . ... ...........2 9582

Total number of cases. .. ... ........2 43782

Category values. . . __ . _ .. _.._----.-----21, 2, 3, 4

Total cases per category.--.---.-.--.-.--> 10%10, 11%:z20, 12147, 8815
Bercent cases in area per category.: 24.5%, EZ7.Z, Z7.7, Z20.1

We see there were 952 locations and 43,792 total colorectal cancers diagnosed from 2010 to 2014,
classified into four categories. All of the summary data agree with the numbers originally given in section
3.

The next part of the results file contains what we are most interested in: the cluster information. The
most likely cluster (the cluster least likely to have occurred by chance) is given first, followed by the
secondary clusters. For each cluster, a detailed description is provided. In the New York State colorectal
cancer data, there was just one statistically significant cluster. Here is its description:
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CLUSTERS DETECTELD

1_Location IDs included.: 884, 8&7, S8&4, &8¢8, 887, 851, =500, 83&, 888, 855, 847, 835, 784, B56,

833, 875, 9le, &892, B35, B8B0, B%1, 871, 9508, %915, 820, 931, BZ7, B839g,
BZ8, 7e4, 853, B8B83, B5%, 9zZ4, 91z, 819, 913, B831, =32, 815, 307, B8e0,
243, S04, 811, 2&3, B79, 5943, 923, 927, 79¢, 740, 77Z, 803, 544, 538,
903, 823, 947, 911, 551, 807, 948, 940, 923, 935, 952, 950, 935, 704,
787, 945, 753, 945, 934 785, 7TB3, 942, 913, 756, 941, 372, B04, 791,
348

Coordinates / radius..: (40.8&8%900 N, 73.845200 W) / 9.54 km

Total cases...........> 3310

Category.-------------- [1, 21, [31, [%4]

HNumber of cases_._.__._..: 1324, 1052, 5934

Expected cases.__.__._..: Z03B.3%9, 1084_55, 787.05

Cbserved / expected...: 0.5%4, 0.537, 1.1%5

Belative risk.........: 0.5%4, 0.57, 1_21

Percent cases in srea.: 43%.Z, Z&.5, Z3.5

Log likelihood ratioc..: 18_41&053

B-value.........o.....2 0.001

This cluster is centered at 40.8689 north latitude and 73.8452 west longitude and is 9.54 kilometers in
diameter, which covers the Bronx in New York City and some surrounding areas. The cluster contains
3,910 cases (note that this is less than 10% of the total, as we specified), and the stages have been
reclassified into 3 groups — stages | and |l combined, with a relative risk of 0.94; stage lll, with a relative
risk of 0.97, and stage IV, with a relative risk of 1.21. As the first two groups are similar and close to 1,
the real story here is with stage IV —in the Bronx and surrounding areas, there is 20% more diagnosis at
late stage than in New York State generally. This is consistent with previous research that the Bronx is a
problematic area for colon cancer screening. The p-value of 0.001 indicates that this is a significant
cluster. It means that the calculated log likelihood ratio of 18.416 exceeded the value generated in every
single one of the 999 simulations.

Additional non-significant clusters are also reported. For example, here is a small cluster of only 184
cases with an unusually low proportion of stage | cases:

3 _Location IDs included.: 11&, 100, 128, 392
Coordinates / radius._: (40.507500 N, 73_0&Z800 W) / 3.68 km
Total cases...........: 184
Category.-..-..---------32 [11, [2, 3, 4]
Number of cases____..._.: 25, 155
Expected cases.__.....: 45.84, 138.1%
Observed / expected.._: 0.55, 1.15
Belative risk.._.......z 0.54, 1.15
Percent cases in ares.: 13.%, Bc.4
Loy likelihood ratio..: T7.Z207373
P-value...............z 0O.BB53

However, since the reported p-value is 0.853, meaning that in 853 of the 1,000 simulations a result at
least this unusual was obtained, this cluster is likely due to chance.
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After the list of identified clusters, the results file contains details about all of the supplemental output
files and parameters used in the analysis.

10.2 Google Earth View

If you have Google Earth installed on your computer, SaTScan should have automatically opened
it and presented the following map:
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‘Mt:Vernon = _._;‘;"(Nevﬁ Rochelle

,'_,;._":fEn glewood

&, Bronx S '

Bronx: =

23



Your version of the map may have features like roads and places of interest visible — these can
be turned on or off in the Layers window on the lower left of the screen.

Clicking anywhere in the cluster opens a balloon containing all of the cluster information:

SaTS5can Cluster #1

Total cases 3910

Category [L.2]. [31. [4]

Number of cases 1924 1052, 934
Expected cases 2038.30, 108433, 787.03

Relative risk 094 097 121
Percent cases im area 492 269 239
P-value 0.001

The non-significant clusters are also included in the Google Earth output, but they are turned off
by default. They can be made visible by checking them in the Places window at the left of the
Google Earth screen. In the image below, only cluster #1 is visible:

4 |H| = 5aTScan Clusters Detected
W1

SaT5can Cluster #1

=] Cluster 1 Locations
[2

SaT5can Cluster #2

=] Cluster 2 Locations
[3

SaT5can Cluster #3

> O &2 Cluster 3 Locations
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10.3 Supplemental output files

The additional output files generated by SaTScan mainly contain the same information as in the main
results file, just formatted to more easily import them into a spreadsheet or statistical software
program. The cluster file (*.col.txt) arranges the cluster information in columns; the stratified cluster
file (*.sci.txt) adds the statistics for each stage within each cluster; the location file (*.gis.txt) arranges
the members of each cluster into columns, and the simulated log-likelihood ratio file (*.lIr.txt) reports
the results of the simulations. Regarding this last file, it shows the maximum log likelihood ratio
generated in any of the simulations was 16.684 (obtained by opening the file in Excel and sorting from
high to low). The value of 18.416 reported for the Bronx and surrounding areas is thus highly unlikely
to have occurred by chance. (Since every simulation is different, you may see a different result than
16.684 but it should be close to this). Finally, the shape file (*.shp) can be imported into GIS software
for viewing on a map.

11. References and Further Reading

This is the fourth in a series of SaTScan tutorials. We also recommend reviewing the first three,
which describe the purely spatial Poisson model using cancer incidence data, the Bernoulli
model using birth defects data, and a second version of the Poisson tutorial that covers some
of the advanced options within SaTScan. These may be found

at: https://www.satscan.org/tutorials.html

We also strongly recommend using the SaTScan User Guide. The User Guide is automatically
downloaded together with the software, and can be found as a pdf file in the SaTScan
directory. It can also be downloaded directly from the SaTScan

website: https://www.satscan.org/techdoc.html.

For a more detailed description of the statistical theory behind the ordinal model as it is
implemented within SaTScan, we recommend the paper “A Spatial Scan Statistic for Ordinal
Data” by Inkyung Jung, Martin Kulldorff and Ann Klassen, published in the journal Statistics in
Medicine in 2007 (volume 26, pages 1594-1607). Please note that this paper is much more
technical than the language used in this tutorial.
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