
in all steps, think

• are  any  of  these  models  
sa/sfactory?
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a biological model

Pr(killed) = Pr(detect) × Pr(kill)
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a2 + exp(−b2x)1 − exp(−a1 − b1x)



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(a1,b1,d
$Initial)*prob.kill(a2,b2,d$Initial) , size=d$Initial ) , 
start=list( a1=0 , b1=0.05 , a2=0.3 , b2=0.1 ) )

Coefficients:
         a1          b1          a2          b2 
-0.81734127  0.23596031  0.30170248  0.08144609 

Log-likelihood: -43.2 

20 40 60 80 100

0
.0

0
.2

0
.4

0
.6

0
.8

1
.0

Initial number

A
v
e

ra
g

e
 f
re

q
 k

il
le

d


