


























#example 10.1 by R

> # N = number of clusters in Population
>   # M = number of elements in the Population
>   # m = vector of the cluster sizes in the Sample

>   # y = either a vector of totals per cluster, or a list of the observations per cluster (this is set by total)
> # n= number of sampled clusters
> 
>  # If M is unknown, else M is known 
> y <- c(1843,2206,3085,2582,1292,1627,2686,1471,1234,2449,1242,1935)

> M.vec <-c(15,18,25,21,11,13,22,12,10,20,10,16) 
> Mo=2890
> N= 170
> n=length(y)
>
>     ybar.c = (1/(n*(Mo/N)))*sum(y)

>     ybar.c
[1] 115.9412



>     s2.c= sum((y-mean(y))^2 )/(n-1)
>     var.c = ((N-n)/(N*n*(Mo/N)^2))*s2.c
>     var.c
[1] 105.5155
>     
ME = 2*sqrt(var.c) #margin of error
>   lower.CI=  ybar.c-ME
>   upper.CI=  ybar.c+ME
>   lower.CI;  upper.CI
[1] 95.39703
[1] 136.4853

>   ytotal.c= Mo*ybar.c
>   ytotal.c
[1] 335070
>   
>   var_ytotal.c=  Mo^2 *var.c
>   var_ytotal.c
[1] 881276193


