#                  DEFINITION OF THE FUNCTION

MichGrowth <- function(predictor, a, k)
 {


a * exp(k/predictor)


}

#    ESTIMATION OF INITIAL VALUES OF PARAMETERS


MichGrowthInit <- function(mCall, LHS, data) {

 
    
xy <- sortedXyData(mCall[["predictor"]], LHS, data)

 

lmFit <- lm(log(xy[, "y"]) ~ xy[, "x"])

 

coefs <- coef(lmFit)

 

a <- exp(coefs[1])

 

k <- coefs[2]

 

value <- c(a, k)

 

names(value) <- mCall[c("a", "k")]

 

value

 

}


SSMich <- selfStart(MichGrowth, MichGrowthInit, c("a", "k"))

Explanations:

· mCall: the nls() call where all of the specified arguments are specified by their full names (see the help for match.call())
· LHS: the left-hand side in the model formula supplied in the nls() call (that is, the response)

· data: the data frame used in nls()
· xy  - A data frame xy with predictor and response values (two columns) sorted according to increasing predictor values is created using the function sortedXyData(). The step may be useful as the first step in most initial value routines (for univariate predictors). Note how the name of the first argument in the mean function is referred to as ("predictor"); this name needs to correspond exactly to the first argument in the mean  function (here MichGrowth()).
· lmFit  - The linear regression model is fit 
· coefs -  The parameter estimates are extracted from the fitted linear regression  model.
· a, k – computation of real values of parameters (conversion from „linear“ parameters to „nonlinear“ parameters)

· value - The two initial parameter values are concatenated into a vector  named  value
· names(value) - The components in the vector value are given the names specified in the call to the self-starter function, so if, for example, you specify the names a and k, then those will be the names given to the vector components. This line is needed in order to satisfy the requirement for the argument start in nls().
· Finally, the vector value is returned by the initial value routine.
