IN ALL STEPS, THINK

e are any of these models
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A BIOLOGICAL MODEL

Pr(killed) = Pr(detect) x Pr(kill)
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A BIOLOGICAL MODEL

prob.detect <- function( a , b , x ) {
(1 - exp(-(a+b*x)))
}

prob.kill <- function( a , b, x ) {
a + exp(-b*x)
}
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FIT!

m5 <- mle2( d$Killed ~ dbinom( prob=prob.detect(al,bl,d
$Initial)*prob.kill(a2,b2,d$Initial) , size=d$Initial )
start=list( al=0 , bl=0.05 , a2=0.3 , b2=0.1 ) )
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