	Table 3


 Results of seven GLMs Fit to the Respiratory Infections SMRs (a)
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(1) PR               -2.9977 ( 0.1873        0.0348( 0.0370               -                        -                        - 
        <.0001

(2) PR+OD       -2.9977 ( 1.0671        0.0348( 0.0211               -
        32.4638
        -
        0.0989

(3) Glimm (M) -2.9977 ( 1.0671        0.0348 ( 0.0211              -                    32.4638
        -             0.0996

(4) Glimm (P)  -4.2609 ( 1.0310        0.0541 ( 0.0246              -                      1.7241
        -
        0.0081

(5) GLMMI(*) -2.9977 ( 1.0671        0.0348 ( 6.4126         41.1208             32.4638               -              0.9957

(6) GLMME    -4.8934 ( 1.0778        0.0664 ( 0.0216           1.7673                  -                  0.5104         0.0023

(7) GLMMS    -4.8972 ( 1.0423        0.0666 ( 0.0208           1.7797                  -                  1.1166         0.0015
(1) PR=Proc Genmod procedure, Poisson Regression, no adjustments for overdispersion
(2) PR+OD=Proc Genmod procedure, Poisson Regression with Scaled Pearson to adjust for overdispersion

(3) Glimm (M)=Glimmix Macro adjusted for overdispersion for Poisson regression

(4) Glimm (P)=Proc Glimmix adjusted for overdispersion for Poisson regression

(5) GLMMI(*)=Glimmix Macro with nonspatial random effects adjusted for overdispersion. Hessian matrix is

      negative and did not converge.                                  

(6) GLMME = Glimmix Macro Conditional spatial GLMM, no overdispersion, exponential

(7) GLMMS = Glimmix Macro Conditional spatial GLMM, no overdispersion, spherical.

     (a) The units of the spatial autocorrelation parameter
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are in kilometers. The p-value is based on testing 
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