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Latent Class Model
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1-Cluster Model

Number of cases 129

Number of parameters (Npar) 10
Random Seed 131008

Best Start Seed 131008

Chi-squared Statistics
Degrees of freedom (df) 119 p-value
L-squared (L? 184.6728 0.00011
X-squared 1 13084210615357.3120 0.0e-2147483647

Cressie-Read 1027801643.1718 1.9e-223183861

BIC (based on L? -393.6449
AIC (based on L? -53.3272
AIC3 (based on L? -172.3272
CAIC (based on L? -512.6449
Dissimilarity Index 0.1701
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Model2 - L* =93.5765

2-Cluster Model

Number of cases 129

Number of parameters (Npar) 24
Random Seed 28856

Best Start Seed 676575

Chi-squared Statistics
Degrees of freedom (df) 105 p-value
L-squared (L? 93.5765 0.78
X-squared = 599229.2612 1.0e-129906
Cressie-Read 13339.7597 1.6e-2767

BIC (based on L? -416.7038

AIC (based on L? -116.4235
AIC3 (based on L? -221.4235
CAIC (based on L? -521.7038
Dissimilarity Index 0.0924
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LL BIC(LL) Npar L?/b> df p-value Class.Err.
Modell  1-Cluster -93.7227 | 236.0435 10 184.6728 119 0.00011 0.0000
Model2 | 2-Cluster -48.1746 212.9846 24 93.5765 105 0.78 0.0002
Model3  1-Cluster -88.2292 229.9164 11 173.6859 118 0.00065 0.0000

Model4 | 2-Cluster -42.8252  212.0055 26 82.8778 103 0.93 0.0002
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Model2 - L?=93.5765

2-Cluster Model

Number of cases 129

Number of parameters (Npar) 24
Random Seed 28856

Best Start Seed 676575

Chi-squared Statistics

Degrees of freedom (df) 105 p-value
L-squared (L? 93.5765 0.78
X-squared 1 599229.2612 | 1.0e-129906
Cressie-Read | 13339.7597 | 1.6e-2767

BIC (based on L? -416.7038

AIC (based on L? -116.4235

AIC3 (basedon L?  -221.4235

CAIC (basedon L?  -521.7038

Dissimilarity Index 0.0924



Log-likelihood Statistics
Log-likelihood (LL)
Log-prior
Log-posterior
BIC (based on LL)
AIC (based on LL)
AIC3 (based on LL)

CAIC (based on LL)

Classification Statistics
Classification errors
Reduction of errors (Lambda)
Entropy R-squared
Standard R-squared
Classification log-likelihood

AWE

Classification Table
Probabilistic
Clusterl

Cluster2

Total

Covariate Classification Statistics
Classification errors

Reduction of errors (Lambda)

ERES

-48.1746

-5.5301
-53.7047
212.9846
144.3491
168.3491

236.9846

Clusters
0.0002
0.9941
0.9899
0.9940

-48.3373

401.9457

Modal
Clusterl
125.9795

0.0205

126.0000

Clusters
0.0271

0.0000

Cluster2 Total
0.0000 125.9795
3.0000  3.0205

3.0000  129.0000
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Entropy R-squared 0.0958 ‘ ‘
Standard R-squared 0.0297
Parameters
Models for Indicators
Clusterl Cluster2  Wald p-value R2
spmsg2
0 -25059 25059 0.7411 0.39 0.5613
1| 2.5059| -2.5059
spmsq3
0 -25059 25059 0.7411 0.39 0.5613
1| 25059 | -2.5059
spmsqg4
0 -25059 25059 0.7411 0.39 0.5613
1| 25059 | -2.5059
spmsq6
1 -0.8054 0.8054 5.4621 0.019 0.0859
2| 0.8054| -0.8054
spmsqg9
0 -2.3805 2.3805| 0.3332 0.56 1 0.2785
1| 2.3805| -2.3805
spmsql10
0 -2.3805 2.3805| 0.3332 0.56 1 0.2785
1| 2.3805| -2.3805
spmsql2
0 -0.9828 09828 6.3603  0.012 0.1360
1| 0.9828| -0.9828
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spmsqgl3
-2.5057 1 2.5057 | 0.7411 0.39 1 0.5613
2.5057 | -2.5057
spmsql4
-2.5057 2.5057 | 0.7411 0.39 0.5613
2.5057 | -2.5057
spmsqg15
-2.3805  2.3805| 0.3332 0.56  0.2785
2.3805| -2.3805
Intercepts Overall Wald | p-value
spmsg2
-2.3645  0.6599 0.42
2.3645
spmsq3
-2.3645 1 0.6599 0.42
2.3645
spmsqg4
-2.3645 1 0.6599 0.42
2.3645
spmsq6
-1.2579 | 13.3636  0.00026
1.2579
spmsqg9
-2.8401 0.4743 0.49
2.8401

spmsql10
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-2.8401 1 0.4743 0.49
2.8401
spmsql2
-1.4339 ' 13.7378 |0.00021
1.4339
spmsql13
-2.3644  0.6598 0.42
2.3644
spmsql4
-2.3644 | 0.6598 0.42
2.3644
spmsql5
-2.8401  0.4743 0.49
2.8401
Model for Clusters
Intercept Clusterl Cluster2 | Wald p-value
3.6674 -3.6674 | 6.9088 0.0086
Covariates Clusterl Cluster2 | Wald p-value
old
-0.0180  0.0180 0.9808 0.32
sex
-0.3737  0.3737 | 0.4293 0.51
disease
-0.1604 | 0.1604 0.1784 0.67




Clusterl | Cluster2

ProbMeans
Overall 0.9729
Indicators
spmsg2
0 0.0000
1/ 0.9907
spmsq3
0 0.0000
1 0.9907
spmsqg4
0 0.0000
1 0.9907
spmsq6
1 0.6320
2 0.9815
spmsqg9
0 0.0000
1/ 0.9817
spmsqgl0
0 0.0000
1 0.9817
spmsqgl2
0 0.4587
1 0.9817
spmsql13

0 0.0000

0.0271

1.0000

0.0093

1.0000

0.0093

1.0000

0.0093

0.3680
0.0185

1.0000

0.0183

1.0000

0.0183

0.5413

0.0183

1.0000
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1/ 0.9907 0.0093
spmsql4
0 0.0000 1.0000
1/ 0.9907 0.0093
spmsqg15
0 0.0000 1.0000
1/ 09817 0.0183
Covariates
old
1-10 1.0000 0.0000
11-22 09587 0.0413
23-34 0.9999 0.0001
35-45 0.9998 0.0002
46-63 0.9154 | 0.0846
sex
1/ 09837 0.0163
2 0.9594 0.0406
disease
1/ 09839 0.0161
2 0.9994 0.0006
3 0.9258 | 0.0742

F] b 2 model &

2 T
P(spmsq; |old, sex, disease) = Z P(cluster, | old, sex, disease)H P(spmsg;, | cluster,)
k=1

t=1
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