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Abstract 

Pervasive Developmental Disorders (PDD) are  
neurodevelopmental disorders characterized by 
impairments in social interaction, communication and  
behavior.1 Given the diversity and varying severity of 
PDD, diagnostic tools attempt to identify homogeneous 
subtypes within PDD. Identifying subtypes can lead to 
targeted etiology studies and to effective type-specific 
intervention. Cluster analysis can suggest coherent 
subsets in data; however, different methods and 
assumptions lead to different results. Several previous 
studies applied clustering to PDD data, varying in 
number and characteristics of the produced subtypes19. 
Most studies used a relatively small dataset (fewer than 
150 subjects), and all applied only a single clustering 
method. Here we study a relatively large dataset (358 
PDD patients), using an ensemble of three clustering 
methods. The results are evaluated using several 
validation methods, and consolidated through an 
integration step. Four clusters are identified, analyzed 
and compared to subtypes previously defined by the 
widely used diagnostic tool DSM-IV.2 

Introduction 
Pervasive Developmental Disorders (PDD), also 

known as Autism Spectrum Disorders, are a group of 
neurodevelopmental disorders of varying severity 
affecting communication skills, social interaction, and 
behavior patterns.1 Given the diversity of these 
conditions, current diagnostic tools, such as the widely 
used DSM-IV (Diagnostic and Statistical Manual of 
Mental Disorders - 4th Edition)2, attempt to provide 
diagnostic criteria to divide PDD into relatively 
homogeneous subtypes by evaluating the three core areas 
it affects. The DSM-IV distinguishes among five 
categories: Childhood disintegrative disorder, Rett's 
disorder, Autistic disorder (autism), Pervasive 
Developmental Disorder – Not Otherwise Specified 
(PDD-NOS), and Asperger's disorder. The latter three 
are more common, while the first two are relatively rare.  

The DSM-IV assigns one of the above conditions to 
patients, depending on whether a cut-off threshold for 
certain criteria is met or not. This categorical threshold-
based partition suffers several shortcomings, including 
the use of an arbitrary threshold to distinguish normal 
from abnormal values, and the potential loss of important 
information through the use of such thresholds.3,4  

Subtyping methods such as Cluster Analysis, which 
partition a dataset into subsets sharing common patterns, 
can evaluate an individual on a continuous scale of 
severity, with no categorical cut-off value designating a 
threshold between normal and abnormal.4 Thus cluster 
analysis was previously suggested as an alternative for 
the dichotomous diagnostic criteria in DSM-IV.5,19 
Previous studies employing this idea have either used a 
very small dataset (30-50 cases)6, used non-standard 
diagnostic tools making the results hard to apply7, or 
included in their studies non-PDD patients with other 
developmental disorders.8 Moreover, all these studies 
used a single clustering method, typically chosen ad-hoc, 
and most did not employ objective validation or 
evaluation methods.  

When applying clustering methods to data, the 
discovered subsets can be arbitrary, and their meaning is 
not necessarily clear or useful. Typically clustering 
methods try to produce clusters that are compact (that is, 
items within clusters should be similar to each other), 
and well-separated (items in different clusters are 
expected to be significantly different from each other).9 

The area of cluster validation is concerned with 
evaluating clusters in a quantitative and objective way.10  
Formal methods examine how well a clustering fits a 
dataset (fitness) and how robust it is to perturbation in 
the data (stability).11 

However, even these criteria do not guarantee that the 
results will be meaningful for the application domain, 
and different algorithms may lead to different partitions 
of the data into clusters. Recent studies on cluster 
validation attempt to circumvent the problem using 
cluster ensemble, which combines multiple clustering 
results into a single consensus solution.9 This approach 
can improve clustering performance by consolidating the 
outputs on which several algorithms agree, typically 
leading to more robust results than those produced by 
any single method.12 Moreover, the combination of 
multiple methods is more likely to expose the actual, 
domain-specific, trends present in the dataset. 

In this study we analyze data from 358 PDD patients 
(referred to as subjects). For each patient the Autism 
Diagnostic Interview-Revised (ADI-R)13 form, consisting 
of 93 questions, was filled and scored. It was then 
preprocessed to obtain 22 features per patient, and 
clustered using three different widely-used clustering 



methods, as described below. The results were evaluated 
using fitness and stability criteria, and the 6 best 
clustering results form a cluster ensemble, consolidated 
through consensus clustering. The clusters are analyzed 
using statistical methods and domain knowledge, 
suggesting 4 stable subgroups that roughly correspond to 
– and further refine – 3 types commonly observed 
according to the DSM-IV diagnostic criteria. 

Data and Methods 
The data used in this study were collected from 394 PDD 
patients screened by the Autism Genetic Resource 
Exchange (AGRE). For each patient the ADI-R form, 
consisting of 93-questions, was filled and scored.  This 
data was preprocessed to obtain 22 features per patient, 
and clustered using three widely-used methods,  namely, 
k-means, expectation-maximization-based (EM) and 
agglomerative hierarchical clustering. The clusters 
obtained are evaluated using cluster validation methods, 
and the 6 best clustering results are integrated into a 
single solution through consensus clustering.  

 

Data preprocessing: For each of the original 394 pre-
screened PDD patients, 93 questions were answered and 
scored according to the ADI-R scoring algorithm13. 
Subjects with missing scores are excluded from this 
study, leaving 358 subjects whose ages range from 2 to 
21 (mean = 6.9, std = 3.5, distribution shown in Fig. 1). 
Male to female ratio is 6:1. The ADI-R algorithm 

considers 39 of the questions to decide the patient’s 
subgroup. Here we use much more of the data, 
specifically 64 questions are grouped into 22 non-
redundant features, summarizing the information along 
certain typical dimensions, as shown in Table 1.13,14 The 
questions that ask about relapse and age-specific 
manifestation of symptoms (and as such are only scored 
for the relevant age-group) are excluded from the 
original 93 questions, along with a few questions whose 
answers are highly correlated with each other. The 
feature values were obtained by summing the scores of 
the individual questions. The scores for all features were 
then normalized to the range 0-1, by mapping the 
maximum score to 1, the minimum to 0, and the 
intermediate values linearly to the (0,1) interval. To the 
best of our knowledge, this is the largest study done so 
far on subtyping PDD based on ADI-R data. 
 

Clustering methods: We apply and compare three 
typical representative methods,  widely used in practice:  
• k-means15,26: Iteratively partitions the data into k 

clusters. In each iteration the centroid (typically, the 
mean) of each cluster is calculated, and each data point 
is assigned to the cluster with the closest centroid. 

• Hierarchical clustering16,27: Starts by assigning each 
data point to a separate singleton cluster. Iteratively 
merges the closest pair of clusters. Merging is repeated 

 

  Figure 1: Age distribution of the subjects  
 

            
 

 until a pre-specified number of clusters, k, is obtained.  
• EM clustering17,18: In contrast to the other two 

methods, EM is a probabilistic algorithm, assigning to 
each data point a probability to belong to each of the k 
clusters. The model used here is a set of k Gaussian 
distributions. Each iteration recalculates the Gaussian 
mean and variance, based on the probability of each 
point to belong to the cluster, locally maximizing the 
likelihood of the data given the cluster model.  

 

 For all three methods, the value k ranged in our 
experiments between 3 and 7, as these are the number of 
clusters that have been used in previous studies.19 

 

   Table 1: Features Extracted from ADI-R (Version W-382D1) 

 
 

Cluster validation: As we compare results obtained 
while varying the number of clusters, k, (3≤k≤7), the 
results were evaluated based on two measures: fitness 
and stability, mentioned earlier. Fitness for k-means and 
hierarchical clustering is measured using the Mean 
Silhouette Width20, which is the ratio between the 
average distance among items within the same cluster 
(compactness) and the distance among items not in the 
same cluster (separation). A high mean silhouette width 
is desirable, as it indicates tight clusters that are well-
separated from each other. Formally, the mean silhouette 
width for a clustering with k clusters is denoted by Smean, 
and defined as: 
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Feature Name Total Number of Questions  
(Questions shown in parenthesis) 

1. Onset of symptoms    4    (2, 4 ,86, 87) 
2. Early development     4    (5, 6, 7, 8) 
3. Acquisition age of language     2    (9,10) 
4. Conversational interchange     2    (34, 35) 
5. Stereotyped speech    4    (33, 36, 37, 38) 
6. Receptive communication     1    (29) 
7. Gesture communication    4    (42, 43, 44, 45) 
8. Behaviors to regulate interaction     3    (50, 51 ,57) 
9. Peer relationships     3    (49,62,63) 
10. Shared enjoyment     3    (52, 53, 54) 
11. Socioemotional reciprocity     5    (31 ,55 ,56,58,59) 
12. Social development    4    (46, 47, 48, 61) 
13. Initiation of activities    1    (60) 
14. Encompassing preoccupation     2    (67, 76) 
15. Stereotyped motor mannerisms    2    (77, 78) 
16. Ritualistic behavior     2    (39, 70) 
17. Sensory issues     4    (69, 71, 72, 73) 
18. Adherence to routine     2    (74, 75) 
19. Symptoms of Rett’s syndrome    2    (79, 84) 
20. Aggression    3    (81, 82, 83) 
21. Epilepsy    1    (85) 
22. Demonstrated isolated skills     6    (88, 89, 90, 91, 92, 93) 



where aji is the average distance from the ith point in 
cluster Cj  to all other members of Cj, and bji is the 
average distance from the ith point in cluster Cj  to 
members of its closest neighboring cluster Cl≠ Cj.  
 

For the EM method, as cluster assignment is 
probabilistic, we used the Bayesian information criterion 
(BIC) defined as: 

BIC = -2L + v⋅ ln(n), 
where n is the number of data points, L is the likelihood 
(the probability of the data given the clustering model), 
and v is the number of free parameters in the model. A 
model that has a lower BIC is preferred.21 
 

Stability was evaluated based on replication analysis, 
as proposed by Breckenridge.22 The dataset is split into 
two equal subsets denoted Ctraining and Ctest. Each of the 
subsets is partitioned into k clusters using any clustering 
method. The clusters obtained for the Ctraining set are 
viewed as “ground truth”, and supervised learning is 
used to train a classifier based on these clusters, where 
the cluster labels are viewed as the classes. In this work 
we use a standard Random Forests classifier, as it was 
shown to be highly accurate in a variety of cases.23  

The classifier is then used to classify the Ctest set,and 
the agreement between the cluster labels assigned to Ctest 
data by the unsupervised clustering algorithm and by the 
Random-Forest classifier is calculated. The agreement is 
measured by the adjusted Rand index (ARI),24 which is 
calculated as described next. 
For a dataset X, let C and P be two partitions, C={C1,..CN} 
and P={P1,..PM}, where 
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Let xi∈X be a data point in X. We denote by C(xi) the 
subset Ck, to which xi belongs under partition C and  P(xi) 
the subset Pl, to which xi belongs under partition P. Let A 
be the set of pairs of points xi, xj∈X that are placed in the 
same subset according to both partitions, formally:  
A ={<xi, xj>| C(xi) = C(xj) AND P(xi) = P(xj)}, 
and D be the set of pairs of points xi, xj∈X, that are placed 
in different subsets according to both partitions, 
formally: D ={<xi, xj>| C(xi) ≠ C(xj) AND P(xi) ≠  P(xj)}. 

 

Denote by |A| and |D| the number of pairs in the sets A 
and D, respectively. The adjusted Rand index (ARI) is 
defined as: 
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where R = (|A|+|D|)/(# of pairs <xi, xj> in X), E(R) is the 
expected value for R under chance agreement between C 
and P, and 1 is the maximum value that R can obtain 
(when C and P the same). The value of the ARI ranges 
between -1 and 1. The larger the ARI is the better the 
agreement between the partitions C and P.  

For each of the clustering methods, the replication 
analysis process was repeated using about 200 random 
splits of the data, and the number of clusters k for which 

the ARI values are statistically significantlya larger than 
those produced for any other k, was taken as the optimal 
number of clusters, denoted kopt. The best clustering 
solution with kopt clusters was used as a component in the 
cluster ensemble in this study. 

Applying all three clustering methods and choosing 
the best solutions according to the two criteria (stability 
and fitness) gives rise to three pairs of best clustering 
solutions (the most stable and the most fit solutions, for 
each of the clustering methods). When the two criteria 
arrive at the same number of clusters k, the pair of 
solutions for each clustering method consists of two 
identical clustering solutions. We consider them both as 
distinct solutions in the integration step, as two separate 
criteria identified this solution as optimal, and as such it 
should carry twice the weight in the integration step.  

 

Cluster Integration: To arrive at a unique clustering 
solution based on the 6 best solutions described above, 
each subject is represented as a 6-dimensional vector, 
where the ith  position in the vector is the cluster label 
assigned to the subject by the ith clustering solution 
(where 1≤i≤6). We call these vectors prototype vectors. 
The 6-dimensional vectors obtained are shown in Table 
3, along with the number of subjects represented by each 
vector. The 6 values in each (column) vector have no 
numerical interpretation, as they denote cluster labels. 
Therefore k-modes clustering25, a variation of the k-
means applicable to non-numerical data, was used to 
produce a single stable consensus clustering solution. 
The metric used to evaluate the distance of each vector to 
the mode of its cluster is the Hamming distance, which 
essentially counts the number of positions on which two 
vectors disagree. Future studies will experiment with 
other consensus clustering methods and measures. 
 

Results 
Table 2 shows the optimal number of clusters, kopt, 
obtained for each clustering method, based on the fitness 
and stability tests. About 200 random splits of the data 
were used for each of the clustering methods, thus 
obtaining statistically significant differences, (p ≤ 0.05), 
between the ARI calculated for the different number of 
clusters k (where 3≤k≤7).  
 While for each of the methods, the 3-cluster solution 
produced is considered to be optimal in almost all cases 
(the exception is the 5-cluster solution which is most 
stable for hierarchical clustering), the different 3-cluster 
solutions produced by the different algorithms typically 
do not agree with one another. This is a well-known 
problem of using a single clustering method in cluster-
analysis, and justifies our use of an ensemble to resolve 
the differences. To obtain a unique and unified solution, 
the ensemble of clustering results is integrated through 
consensus clustering. 
 

                                                 
a Significance measured using the Wilcoxon signed-rank test. 



 
Table 2: kopt from Cluster Validation 

 k-means Hierarchical EM 
Fitness 3 3 3 

Stability 3 5 3 
 

Clustering Integration:  
Table 3 shows the distribution of the 6-dimensional 
vectors across the subjects.  The table shows that only 19 
of all possible 6-dimensional combinations of cluster 
assignments were actually obtained and that the vast 
majority of the subjects (297) are represented by the 4 
highly distinct prototype vectors shown as the 4 left 
columns of the table. The subject distribution based on 
their respective prototype vectors is thus clearly 4-modal. 
 

Table 3: Frequencies of prototype (column) vectors. Each entry 
corresponds to the cluster assignment according to the most fit (f) and 
most stable (s) solutions based on each of the three clustering methods, 
k-means, Hierarchical and EM. The four modes are shown in boldface. 

 
We thus obtain a partition of the data into 4 main 
clusters, whose modes are the 4 leftmost prototype 
vectors in Table 3. Each of the remaining 61 subjects is 
assigned to the cluster whose mode is closest to the 
subject’s corresponding prototype vector, based on the 
Hamming distance between prototypes. The exact same 
clustering is obtained by the 4-mode algorithm. 

Figure 2 shows the feature values associated with each 
of the 4 clusters. The rows correspond to the 22 features 
(listed in Table 1), and the columns are the cluster labels. 
The number of subjects in each cluster is shown 
underneath each column. Feature values range from 0 to 
1, and darker shades correspond to higher values for each 
of the features. The Wilcoxon rank-sum test is used to 
ensure that the difference in feature-value distribution is 
indeed statistically significantly different between every 
pair of clusters (p≤0.05).  

 

Relation to clinical diagnoses: For 210 of the 358 
subjects studied here, the Autism Genetic Resource 
Exchange (AGRE) provides clinical diagnoses that were 
made by a physician based on DSM-IV criteria. These 
diagnoses include: Autism, PDD, PDD-NOS (PDD-Not-
Otherwise-Specified), Asperger’s syndrome and a few 
cases of Attention Deficit Hyperactivity Disorder 
(ADHD). 

Table 4 shows the correspondence between the  
clinical diagnoses and the cluster memberships. The 
highest number of subjects sharing a diagnosis within 
each cluster is shown in bold. Clusters 1, 3 and 4 are 

dominated by Autism diagnoses while Cluster 2 is 
dominated by Asperger’s syndrome. The Chi-square test 
validates that the distributions of clinical diagnoses are 
statistically significantly different (p≤0.05) between 
clusters 1, 2 and either 3 or 4. (The diagnoses 
distributions for patients in clusters 3 and 4 are not 
statistically significantly different from one another). 

 

Figure 2: Feature Profile for the 4-Cluster Consensus Solution. 
 

 
 
 
 
 
 
 
 

 
 
 
 
 
 
 

 

 
 

             Table 4: Clinical Diagnoses and Clusters 
 

 
  
 
 
 
 

Discussion 
Each of the clusters shown in Fig. 2 is characterized by 

a distinct distribution of feature values, where Cluster 2 
is clearly different from the other three, while the 
differences among Clusters 1, 3 and 4 are more subtle.   
 Cluster 2 (denoted C2) contains the least impaired 
subjects, and, as shown in Table 4,  includes most  of the 
Asperger’s syndrome patients – a relatively mild form of 
PDD. Notably, subjects in C2, show a close-to-normal 
age of language acquisition (feature 3, f3 for short), and 
the onset of the abnormalities in this group is late. While 
most of the symptoms are less severe in this group, 
social abilities and communication (f4 ,f7-13) are clearly 
impaired, and patients are hypersensitive to stimuli (f17). 

Clusters C1 and C4 group the most severely impaired 
patients, corresponding to the typical Autism subtype in 
DSM-IV. Both clusters show highly impaired social 
functions (f8-13), and a higher tendency to epilepsy (f21) 
compared with C2 and C3. However, the two clusters are 
still distinct. 

Subjects in C1 demonstrate late language acquisition 
and language impairment so severe that they are 
considered non-verbal, have no functional use of three-

Prototype No. 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 
f 1 2 3 3 3 1 2 2 1 2 2 3 3 1 2 2 2 3 3k- 

means s 1 2 3 3 3 1 2 2 1 2 2 3 3 1 2 2 2 3 3
f 1 1 1 1 1 1 3 1 1 1 2 1 2 1 1 1 1 1 2Hier. 
s 1 2 2 2 1 1 5 1 1 2 4 1 3 2 1 1 2 1 4
f 3 2 2 1 1 2 2 2 1 1 2 2 1 1 1 3 3 3 1

Proto. 
Vector 

EM 
s 3 2 2 1 1 2 2 2 1 1 2 2 1 1 1 3 3 3 1

Subject Freq. 123 90 52 32 12 9 8 6 5 5 4 3 3 1 1 1 1 1 1

 1 2 3 4 Total 
Autism 76 19 14 16 125 

Asperger’s 0 21 2 4 27 
PDD-NOS 2 9 2 3 16 

PDD 10 17 7 6 40 
ADHD 0 0 1 1 2 
Total 88 66 26 30 210 

1. Early onset of symptoms 
2. Impaired early development 
3. Late acquisition of language 
4. Abnormal conversational interchange 
5. Stereotyped speech 
6. Impaired receptive communication 
7. Impaired gesture communication 
8. Impaired behavior to regulate interaction 
9. Poor peer relationship 
10. Impaired shared enjoyment 
11. Impaired social Reciprocity 
12. Impaired social development 
13. Lack of initiation of activities  
14. Encompassing preoccupation 
15. Stereotyped motor mannerism 
16. Ritualistic behavior 
17. Sensory issues 
18. Adherence to routine 
19. Symptoms of Rett’s Syndrome 
20. Aggression  
21. Epilepsy  
22. Demonstration of savant skills   

0 1

    139             115              55            49           

Cluster    1             2             3             4 



word phrases, and at times are completely mute. 
Notably, their score on features 4 and 5 is 0, as they 
cannot be evaluated due to the lack of speech. Almost 
2/3 of them have problems understanding other people’s 
language (f6), and their social reciprocity is significantly 
worse than that of C4 subjects. Stereotyped motor 
mannerisms (f15) – possibly as a result of their very 
limited communication skills – and hypersensitivity to 
stimuli (f17) are apparent.  

In contrast, the subjects in cluster C4 are characterized 
by overly persistent (f16,18) as well as more aggressive 
behaviors (f20). While they do demonstrate some 
language skills, their verbal development is delayed (f3), 
and severely impaired as shown by stereotyped speech 
and poor conversational ability (f4,5).  

 

 Cluster C3 is characterized by an intermediate level of 
severity. It is similar in characteristics to C4, but shows 
lower scores for almost all features except for delayed 
language acquisition (f3). For 12 of the features, the 
lower scores compared to C4 are highly statistically 
significant (p≤0.05). We note that the characteristics of 
the subjects in this cluster are generally those of PDD-
NOS, and the fact that the cluster contains subjects that 
were not diagnosed as such, highlights the value of 
cluster-analysis as a method for identifying subtypes in 
the data that may not be identified using a rule-based 
algorithm such as that defined for ADI-R. 
 

Conclusion 
Using an ensemble of clustering methods and cluster 
validation, we identified four clusters that roughly 
correspond to – and further refine – three main subtypes 
of PDD, namely Autism, PDD-NOS and Asperger’s 
syndrome. The dataset used here is the largest ADI-R 
dataset analyzed so far. We note that our clusters are 
characterized by a distribution of scores along many 
questions and features, and thus distinguish among 
subgroups based on finer criteria than those defined by 
DSM-IV.  The clusters form a continuum of severity 
along the different impairments and thus agree with the 
opinion held by many researchers that PDD subtypes 
should not be distinguished based on discrete, mutually 
exclusive, impairments but rather form a spectrum of 
disorders varying in severity from almost normal to 
highly impaired.19 In future studies we plan to examine 
other clustering consensus strategies, as well as integrate 
other forms of information (such as genomic data, IQ 
data, family information etc.) into the clustering process. 
 

Acknowledgements 
We are grateful to Heidi Penning, Dr. Ira Cohen, Dr. Xudong Lee and 
Melissa Hudson for their help and insight in interpreting and analyzing 
the ADI-R data. The work was supported by HS’s NSERC Discovery 
grant # 298292-04 and CFI New Opportunities award #10437, and by 
JJAH’s CIHR grant #43820 and OMHF grant. 
 

References 
1. Strock M. Autism spectrum disorders (Pervasive 

Developmental Disorders). NIH Pub. No. 04-5511, NIMH.  

2. The American Psychiatric Association. Diagnostic and 
Statistical Manual of Mental Disorders - 4th Ed. 1994.  

3. Skodol A, Oldham J et al. Dimensional Representations of 
DSM-IV Personality Disorders: Relationships to Functional 
Impairment. AJP, 2005; 162:1919-25.  

4. Kessler RC. The Categorical versus Dimensional Assessment 
Controversy in the Sociology of Mental Illness. J. of Health 
and Social Behavior. 2002. 

5. Myhr G. Autism and other pervasive developmental disorders: 
exploring the dimensional view. Canadian Journal of 
Psychiatry. 1998; 43:589–95. 

6. Stone W, Ousley O, Hepburn S, Hogan K, Brown C. Patterns 
of adaptive behavior in very young children with autism. AJ 
MR. 1999; 104: 187–199. 

7. Siegel B, Anders T, Ciaranello R, Bienenstock B, Kraemer H. 
Empirically derived subclassification of the autistic syndrome. 
JADD. 1986; 16: 275-294. 

8.  Rescorla, L. Cluster analytic identification of autistic 
preschoolers. JADD. 1988; 18: 475–492. 

9. Handl J, Knowles J. Multiobjective clustering and cluster 
validation. Springer Series on Computational Intelligence. 
2006; 16: 21-47. 

10. Jain AK, Dubes R. Algorithms for Clustering Data. Prentice- 
      Hall. 1998. 
11. Tan P, Steinbach M, Kumar V. Introduction to Data Mining. 

Pearson Addison Wesley. 2005. 
12. Topchy A,  Law M, Jain A, Fred A. Analysis of Consensus  
       Partition in Cluster Ensemble. ICDM. 225-232. 2004. 
13.  Lord C, Rutter , Le Couteur A. ADI-R, Autism diagnostic  
       interview-revised. J. Autism Dev Disord. 1994; 24:659-685. 
14. Penning H. and Cohen I. Personal Communications. 2006. 
15. MacQueen J. Some methods for classification and analysis of  
      multivariate observations. Proc. of the 5th Symp. on  
      Mathematical Statistics and Probability. 1967; 1: 281–297. 
16. Johnson SC. Hierarchical clustering schemes. Psychometrika, 
 1967; 32: 241–254. 

17. Dempster A, Laird N, Rubin D. Maximum likelihood from 
incomplete data via the EM algorithm. J. of the Royal 
Statistical Society, Series B. 1977; 39(1):1–38. 

18. Witten I, Frank E. Data mining: practical machine learning 
tools and techniques, 2nd Ed. Morgan Kaufmann. 2005. 
(WEKA implementation of machine learning tools).  

19. Beglinger LJ, Tristram HS. A review of subtyping in autism 
and proposed dimensional classification model. Journal of 
Autism and Developmental Disorders. 2001; 31(4):411-22. 

20 Kaufman L, Rousseeuw PJ. Finding Groups in Data: An 
Introduction to Cluster Analysis, Wiley. 1990. 

21. Raftery A. A note on Bayes factors for log-linear contingency 
table models with vague prior information, J. of the Royal 
Statistical Society. 1986; 48(2): 249-250. 

22. Breckenridge J. Replicating cluster analysis: Method, 
consistency, and validity. Multivariate Behavioral Research. 
1989; 24: 147- 161. 

23. Breiman L. Random Forests. Technical Report  567. Berkeley. 
Dept. of Statistics. U. of California. 1999. 

24. Arabie, H. Comparing partitions. J. of classification, 1985; 2: 
193-218 

25.  Huang Z. Extensions to the k-means algorithm for clustering 
large data sets with categorical values. Data Mining 
Knowledge Discovery. 1998; 2(2): 283–304. 

26.  Toknomo K. Matlab implementation of the k-means.   
      http://people.revoledu.com/kardi/tutorial/kMean/matlab_kMeans.htm.  
27.  The MathWorks Inc. MATLAB version 7. R14. 2005. 



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Right
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.6
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize false
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [4000 4000]
  /PageSize [612.000 792.000]
>> setpagedevice



Using Cluster Ensemble and Validation to Identify Subtypes 


of Pervasive Developmental Disorders 

Jess J. Shen, BSc1, Phil Hyoun Lee, MSc,1, Jeanette J.A. Holden, PhD2 and Hagit Shatkay, PhD1


1Computational Biology and Machine Learning Lab,


School of Computing, Queen’s University, Kingston, Ontario


 2Depts. of Psychiatry & Physiology, Queen’s University,  and Autism Research Program 


Ongwanada Resource Centre, Kingston, Ontario

Abstract

Pervasive Developmental Disorders (PDD) are  neurodevelopmental disorders characterized by impairments in social interaction, communication and  behavior.1
 Given the diversity and varying severity of PDD, diagnostic tools attempt to identify homogeneous subtypes within PDD. Identifying subtypes can lead to targeted etiology studies and to effective type-specific intervention. Cluster analysis can suggest coherent subsets in data; however, different methods and assumptions lead to different results. Several previous studies applied clustering to PDD data, varying in number and characteristics of the produced subtypes19. Most studies used a relatively small dataset (fewer than 150 subjects), and all applied only a single clustering method. Here we study a relatively large dataset (358 PDD patients), using an ensemble of three clustering methods. The results are evaluated using several validation methods, and consolidated through an integration step. Four clusters are identified, analyzed and compared to subtypes previously defined by the widely used diagnostic tool DSM-IV.2

Introduction


Pervasive Developmental Disorders (PDD), also known as Autism Spectrum Disorders, are a group of neurodevelopmental disorders of varying severity affecting communication skills, social interaction, and behavior patterns.1 Given the diversity of these conditions, current diagnostic tools, such as the widely used DSM-IV (Diagnostic and Statistical Manual of Mental Disorders - 4th Edition)2, attempt to provide diagnostic criteria to divide PDD into relatively homogeneous subtypes by evaluating the three core areas it affects. The DSM-IV distinguishes among five categories: Childhood disintegrative disorder, Rett's disorder, Autistic disorder (autism), Pervasive Developmental Disorder – Not Otherwise Specified (PDD-NOS), and Asperger's disorder. The latter three are more common, while the first two are relatively rare. 

The DSM-IV assigns one of the above conditions to patients, depending on whether a cut-off threshold for certain criteria is met or not. This categorical threshold-based partition suffers several shortcomings, including the use of an arbitrary threshold to distinguish normal from abnormal values, and the potential loss of important information through the use of such thresholds.3,4 

Subtyping methods such as Cluster Analysis, which partition a dataset into subsets sharing common patterns, can evaluate an individual on a continuous scale of severity, with no categorical cut-off value designating a threshold between normal and abnormal.4 Thus cluster analysis was previously suggested as an alternative for the dichotomous diagnostic criteria in DSM-IV.5,19 Previous studies employing this idea have either used a very small dataset (30-50 cases)6, used non-standard diagnostic tools making the results hard to apply7, or included in their studies non-PDD patients with other developmental disorders.8 Moreover, all these studies used a single clustering method, typically chosen ad-hoc, and most did not employ objective validation or evaluation methods. 


When applying clustering methods to data, the discovered subsets can be arbitrary, and their meaning is not necessarily clear or useful. Typically clustering methods try to produce clusters that are compact (that is, items within clusters should be similar to each other), and well-separated (items in different clusters are expected to be significantly different from each other).9 The area of cluster validation is concerned with evaluating clusters in a quantitative and objective way.10  Formal methods examine how well a clustering fits a dataset (fitness) and how robust it is to perturbation in the data (stability).11

However, even these criteria do not guarantee that the results will be meaningful for the application domain, and different algorithms may lead to different partitions of the data into clusters. Recent studies on cluster validation attempt to circumvent the problem using cluster ensemble, which combines multiple clustering results into a single consensus solution.9 This approach can improve clustering performance by consolidating the outputs on which several algorithms agree, typically leading to more robust results than those produced by any single method.12 Moreover, the combination of multiple methods is more likely to expose the actual, domain-specific, trends present in the dataset.

In this study we analyze data from 358 PDD patients (referred to as subjects). For each patient the Autism Diagnostic Interview-Revised (ADI-R)13 form, consisting of 93 questions, was filled and scored. It was then preprocessed to obtain 22 features per patient, and clustered using three different widely-used clustering methods, as described below. The results were evaluated using fitness and stability criteria, and the 6 best clustering results form a cluster ensemble, consolidated through consensus clustering. The clusters are analyzed using statistical methods and domain knowledge, suggesting 4 stable subgroups that roughly correspond to – and further refine – 3 types commonly observed according to the DSM-IV diagnostic criteria.

Data and Methods


The data used in this study were collected from 394 PDD patients screened by the Autism Genetic Resource Exchange (AGRE). For each patient the ADI-R form, consisting of 93-questions, was filled and scored.  This data was preprocessed to obtain 22 features per patient, and clustered using three widely-used methods,  namely, k-means, expectation-maximization-based (EM) and agglomerative hierarchical clustering. The clusters obtained are evaluated using cluster validation methods, and the 6 best clustering results are integrated into a single solution through consensus clustering. 


		Feature Name

		Total Number of Questions 

(Questions shown in parenthesis)



		1. Onset of symptoms

		   4    (2, 4 ,86, 87)



		2. Early development 

		   4    (5, 6, 7, 8)



		3. Acquisition age of language 

		   2    (9,10)



		4. Conversational interchange 

		   2    (34, 35)



		5. Stereotyped speech

		   4    (33, 36, 37, 38)



		6. Receptive communication 

		   1    (29)



		7. Gesture communication

		   4    (42, 43, 44, 45)



		8. Behaviors to regulate interaction 

		   3    (50, 51 ,57)



		9. Peer relationships 

		   3    (49,62,63)



		10. Shared enjoyment 

		   3    (52, 53, 54)



		11. Socioemotional reciprocity 

		   5    (31 ,55 ,56,58,59)



		12. Social development

		   4    (46, 47, 48, 61)



		13. Initiation of activities

		   1    (60)



		14. Encompassing preoccupation 

		   2    (67, 76)



		15. Stereotyped motor mannerisms

		   2    (77, 78)



		16. Ritualistic behavior 

		   2    (39, 70)



		17. Sensory issues 

		   4    (69, 71, 72, 73)



		18. Adherence to routine 

		   2    (74, 75)



		19. Symptoms of Rett’s syndrome

		   2    (79, 84)



		20. Aggression

		   3    (81, 82, 83)



		21. Epilepsy

		   1    (85)



		22. Demonstrated isolated skills 

		   6    (88, 89, 90, 91, 92, 93)





Data preprocessing: For each of the original 394 pre-screened PDD patients, 93 questions were answered and scored according to the ADI-R scoring algorithm13. Subjects with missing scores are excluded from this study, leaving 358 subjects whose ages range from 2 to 21 (mean = 6.9, std = 3.5, distribution shown in Fig. 1). Male to female ratio is 6:1. The ADI-R algorithm considers 39 of the questions to decide the patient’s subgroup. Here we use much more of the data, specifically 64 questions are grouped into 22 non-redundant features, summarizing the information along certain typical dimensions, as shown in Table 1.13,14 The questions that ask about relapse and age-specific manifestation of symptoms (and as such are only scored for the relevant age-group) are excluded from the original 93 questions, along with a few questions whose answers are highly correlated with each other. The feature values were obtained by summing the scores of the individual questions. The scores for all features were then normalized to the range 0-1, by mapping the maximum score to 1, the minimum to 0, and the intermediate values linearly to the (0,1) interval. To the best of our knowledge, this is the largest study done so far on subtyping PDD based on ADI-R data.

Clustering methods: We apply and compare three typical representative methods,  widely used in practice: 

( k-means15,26: Iteratively partitions the data into k clusters. In each iteration the centroid (typically, the mean) of each cluster is calculated, and each data point is assigned to the cluster with the closest centroid.


· Hierarchical clustering16,27: Starts by assigning each data point to a separate singleton cluster. Iteratively merges the closest pair of clusters. Merging is repeated


 Figure 1: Age distribution of the subjects 

           [image: image1.png]


until a pre-specified number of clusters, k, is obtained. 

(
EM clustering17,18: In contrast to the other two methods, EM is a probabilistic algorithm, assigning to each data point a probability to belong to each of the k clusters. The model used here is a set of k Gaussian distributions. Each iteration recalculates the Gaussian mean and variance, based on the probability of each point to belong to the cluster, locally maximizing the likelihood of the data given the cluster model. 

 For all three methods, the value k ranged in our experiments between 3 and 7, as these are the number of clusters that have been used in previous studies.19

   Table 1: Features Extracted from ADI-R (Version W-382D1)
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		29. 
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		38. 

		



		39. 

		



		40. 

		



		41. 

		



		42. 

		



		43. 

		



		44. 

		





Cluster validation: As we compare results obtained while varying the number of clusters, k, (3≤k≤7), the results were evaluated based on two measures: fitness and stability, mentioned earlier. Fitness for k-means and hierarchical clustering is measured using the Mean Silhouette Width20, which is the ratio between the average distance among items within the same cluster (compactness) and the distance among items not in the same cluster (separation). A high mean silhouette width is desirable, as it indicates tight clusters that are well-separated from each other. Formally, the mean silhouette width for a clustering with k clusters is denoted by Smean, and defined as: 
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where aji is the average distance from the ith point in cluster Cj  to all other members of Cj, and bji is the average distance from the ith point in cluster Cj  to members of its closest neighboring cluster Cl≠ Cj. 

For the EM method, as cluster assignment is probabilistic, we used the Bayesian information criterion (BIC) defined as:

BIC = -2L + v( ln(n),


where n is the number of data points, L is the likelihood (the probability of the data given the clustering model), and v is the number of free parameters in the model. A model that has a lower BIC is preferred.21

Stability was evaluated based on replication analysis, as proposed by Breckenridge.22 The dataset is split into two equal subsets denoted Ctraining and Ctest. Each of the subsets is partitioned into k clusters using any clustering method. The clusters obtained for the Ctraining set are viewed as “ground truth”, and supervised learning is used to train a classifier based on these clusters, where the cluster labels are viewed as the classes. In this work we use a standard Random Forests classifier, as it was shown to be highly accurate in a variety of cases.23 

The classifier is then used to classify the Ctest set,and the agreement between the cluster labels assigned to Ctest data by the unsupervised clustering algorithm and by the Random-Forest classifier is calculated. The agreement is measured by the adjusted Rand index (ARI),24 which is calculated as described next.

For a dataset X, let C and P be two partitions, C={C1,..CN} and P={P1,..PM}, where 
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Let xi(X be a data point in X. We denote by C(xi) the subset Ck, to which xi belongs under partition C and  P(xi) the subset Pl, to which xi belongs under partition P. Let A be the set of pairs of points xi, xj(X that are placed in the same subset according to both partitions, formally: 

A ={<xi, xj>| C(xi) = C(xj) AND P(xi) = P(xj)},

and D be the set of pairs of points xi, xj(X, that are placed in different subsets according to both partitions, formally: D ={<xi, xj>| C(xi) ≠ C(xj) AND P(xi) ≠  P(xj)}.

Denote by |A| and |D| the number of pairs in the sets A and D, respectively. The adjusted Rand index (ARI) is defined as: 
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where R = (|A|+|D|)/(# of pairs <xi, xj> in X), E(R) is the expected value for R under chance agreement between C and P, and 1 is the maximum value that R can obtain (when C and P the same). The value of the ARI ranges between -1 and 1. The larger the ARI is the better the agreement between the partitions C and P. 


For each of the clustering methods, the replication analysis process was repeated using about 200 random splits of the data, and the number of clusters k for which the ARI values are statistically significantly
 larger than those produced for any other k, was taken as the optimal number of clusters, denoted kopt. The best clustering solution with kopt clusters was used as a component in the cluster ensemble in this study.

Applying all three clustering methods and choosing the best solutions according to the two criteria (stability and fitness) gives rise to three pairs of best clustering solutions (the most stable and the most fit solutions, for each of the clustering methods). When the two criteria arrive at the same number of clusters k, the pair of solutions for each clustering method consists of two identical clustering solutions. We consider them both as distinct solutions in the integration step, as two separate criteria identified this solution as optimal, and as such it should carry twice the weight in the integration step. 

Cluster Integration: To arrive at a unique clustering solution based on the 6 best solutions described above, each subject is represented as a 6-dimensional vector, where the ith  position in the vector is the cluster label assigned to the subject by the ith clustering solution (where 1≤i≤6). We call these vectors prototype vectors. The 6-dimensional vectors obtained are shown in Table 3, along with the number of subjects represented by each vector. The 6 values in each (column) vector have no numerical interpretation, as they denote cluster labels. Therefore k-modes clustering25, a variation of the k-means applicable to non-numerical data, was used to produce a single stable consensus clustering solution. The metric used to evaluate the distance of each vector to the mode of its cluster is the Hamming distance, which essentially counts the number of positions on which two vectors disagree. Future studies will experiment with other consensus clustering methods and measures.

Results


Table 2 shows the optimal number of clusters, kopt, obtained for each clustering method, based on the fitness and stability tests. About 200 random splits of the data were used for each of the clustering methods, thus obtaining statistically significant differences, (p ≤ 0.05), between the ARI calculated for the different number of clusters k (where 3≤k≤7). 



While for each of the methods, the 3-cluster solution produced is considered to be optimal in almost all cases (the exception is the 5-cluster solution which is most stable for hierarchical clustering), the different 3-cluster solutions produced by the different algorithms typically do not agree with one another. This is a well-known problem of using a single clustering method in cluster-analysis, and justifies our use of an ensemble to resolve the differences. To obtain a unique and unified solution, the ensemble of clustering results is integrated through consensus clustering.


Table 2: kopt from Cluster Validation


		

		k-means

		Hierarchical

		EM



		Fitness

		3

		3

		3



		Stability

		3

		5

		3





Clustering Integration: 

Table 3 shows the distribution of the 6-dimensional vectors across the subjects.  The table shows that only 19 of all possible 6-dimensional combinations of cluster assignments were actually obtained and that the vast majority of the subjects (297) are represented by the 4 highly distinct prototype vectors shown as the 4 left columns of the table. The subject distribution based on their respective prototype vectors is thus clearly 4-modal.

Table 3: Frequencies of prototype (column) vectors. Each entry corresponds to the cluster assignment according to the most fit (f) and most stable (s) solutions based on each of the three clustering methods,


k-means, Hierarchical and EM. The four modes are shown in boldface.

		Prototype No.

		1

		2

		3

		4

		5

		6

		7

		8

		9

		10

		11

		12

		13

		14

		15

		16

		17

		18

		19



		Proto. Vector

		k-

means

		f

		1

		2

		3

		3

		3

		1

		2

		2

		1

		2

		2

		3

		3

		1

		2

		2

		2

		3

		3



		

		

		s

		1

		2

		3

		3

		3

		1

		2

		2

		1

		2

		2

		3

		3

		1

		2

		2

		2

		3

		3



		

		Hier.

		f

		1

		1

		1

		1

		1

		1

		3

		1

		1

		1

		2

		1

		2

		1

		1

		1

		1

		1

		2



		

		

		s

		1

		2

		2

		2

		1

		1

		5

		1

		1

		2

		4

		1

		3

		2

		1

		1

		2

		1

		4



		

		EM

		f

		3

		2

		2

		1

		1

		2

		2

		2

		1

		1

		2

		2

		1

		1

		1

		3

		3

		3

		1



		

		

		s

		3

		2

		2

		1

		1

		2

		2

		2

		1

		1

		2

		2

		1

		1

		1

		3

		3

		3

		1



		Subject Freq.

		123

		90

		52

		32

		12

		9

		8

		6

		5

		5

		4

		3

		3

		1

		1

		1

		1

		1

		1
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We thus obtain a partition of the data into 4 main clusters, whose modes are the 4 leftmost prototype vectors in Table 3. Each of the remaining 61 subjects is assigned to the cluster whose mode is closest to the subject’s corresponding prototype vector, based on the Hamming distance between prototypes. The exact same clustering is obtained by the 4-mode algorithm.


Figure 2 shows the feature values associated with each of the 4 clusters. The rows correspond to the 22 features (listed in Table 1), and the columns are the cluster labels. The number of subjects in each cluster is shown underneath each column. Feature values range from 0 to 1, and darker shades correspond to higher values for each of the features. The Wilcoxon rank-sum test is used to ensure that the difference in feature-value distribution is indeed statistically significantly different between every pair of clusters (p≤0.05). 

Relation to clinical diagnoses: For 210 of the 358 subjects studied here, the Autism Genetic Resource Exchange (AGRE) provides clinical diagnoses that were made by a physician based on DSM-IV criteria. These diagnoses include: Autism, PDD, PDD-NOS (PDD-Not-Otherwise-Specified), Asperger’s syndrome and a few cases of Attention Deficit Hyperactivity Disorder (ADHD).

Table 4 shows the correspondence between the  clinical diagnoses and the cluster memberships. The highest number of subjects sharing a diagnosis within each cluster is shown in bold. Clusters 1, 3 and 4 are dominated by Autism diagnoses while Cluster 2 is dominated by Asperger’s syndrome. The Chi-square test validates that the distributions of clinical diagnoses are statistically significantly different (p≤0.05) between clusters 1, 2 and either 3 or 4. (The diagnoses distributions for patients in clusters 3 and 4 are not statistically significantly different from one another).

[image: image6.png]Figure 2: Feature Profile for the 4-Cluster Consensus Solution.

             Table 4: Clinical Diagnoses and Clusters


		

		1

		2

		3

		4

		Total



		Autism

		76

		19

		14

		16

		125



		Asperger’s

		0

		21

		2

		4

		27



		PDD-NOS

		2

		9

		2

		3

		16



		PDD

		10

		17

		7

		6

		40



		ADHD

		0

		0

		1

		1

		2



		Total

		88

		66

		26

		30

		210





Discussion


Each of the clusters shown in Fig. 2 is characterized by a distinct distribution of feature values, where Cluster 2 is clearly different from the other three, while the differences among Clusters 1, 3 and 4 are more subtle.  



Cluster 2 (denoted C2) contains the least impaired subjects, and, as shown in Table 4,  includes most  of the Asperger’s syndrome patients – a relatively mild form of PDD. Notably, subjects in C2, show a close-to-normal age of language acquisition (feature 3, f3 for short), and the onset of the abnormalities in this group is late. While most of the symptoms are less severe in this group, social abilities and communication (f4 ,f7-13) are clearly impaired, and patients are hypersensitive to stimuli (f17).

Clusters C1 and C4 group the most severely impaired patients, corresponding to the typical Autism subtype in DSM-IV. Both clusters show highly impaired social functions (f8-13), and a higher tendency to epilepsy (f21) compared with C2 and C3. However, the two clusters are still distinct.


Subjects in C1 demonstrate late language acquisition and language impairment so severe that they are considered non-verbal, have no functional use of three-word phrases, and at times are completely mute. Notably, their score on features 4 and 5 is 0, as they cannot be evaluated due to the lack of speech. Almost 2/3 of them have problems understanding other people’s language (f6), and their social reciprocity is significantly worse than that of C4 subjects. Stereotyped motor mannerisms (f15) – possibly as a result of their very limited communication skills – and hypersensitivity to stimuli (f17) are apparent. 

In contrast, the subjects in cluster C4 are characterized by overly persistent (f16,18) as well as more aggressive behaviors (f20). While they do demonstrate some language skills, their verbal development is delayed (f3), and severely impaired as shown by stereotyped speech and poor conversational ability (f4,5). 



Cluster C3 is characterized by an intermediate level of severity. It is similar in characteristics to C4, but shows lower scores for almost all features except for delayed language acquisition (f3). For 12 of the features, the lower scores compared to C4 are highly statistically significant (p≤0.05). We note that the characteristics of the subjects in this cluster are generally those of PDD-NOS, and the fact that the cluster contains subjects that were not diagnosed as such, highlights the value of cluster-analysis as a method for identifying subtypes in the data that may not be identified using a rule-based algorithm such as that defined for ADI-R.


Conclusion


Using an ensemble of clustering methods and cluster validation, we identified four clusters that roughly correspond to – and further refine – three main subtypes of PDD, namely Autism, PDD-NOS and Asperger’s syndrome. The dataset used here is the largest ADI-R dataset analyzed so far. We note that our clusters are characterized by a distribution of scores along many questions and features, and thus distinguish among subgroups based on finer criteria than those defined by DSM-IV.  The clusters form a continuum of severity along the different impairments and thus agree with the opinion held by many researchers that PDD subtypes should not be distinguished based on discrete, mutually exclusive, impairments but rather form a spectrum of disorders varying in severity from almost normal to highly impaired.19 In future studies we plan to examine other clustering consensus strategies, as well as integrate other forms of information (such as genomic data, IQ data, family information etc.) into the clustering process.
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1. Early onset of symptoms


2. Impaired early development


3. Late acquisition of language


4. Abnormal conversational interchange


5. Stereotyped speech


6. Impaired receptive communication


7. Impaired gesture communication


8. Impaired behavior to regulate interaction


9. Poor peer relationship


10. Impaired shared enjoyment


11. Impaired social Reciprocity


12. Impaired social development


13. Lack of initiation of activities 


14. Encompassing preoccupation


15. Stereotyped motor mannerism


16. Ritualistic behavior


17. Sensory issues


18. Adherence to routine


19. Symptoms of Rett’s Syndrome


20. Aggression 


21. Epilepsy 


22. Demonstration of savant skills  











� Significance measured using the Wilcoxon signed-rank test.
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