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Data analysis

One method for comparison of feeding trial data, for each predator-prey and primer combination, is to
calculate a median detection time or molecular half-life (Greenstone & Hunt 1993). This is defined as the time
after feeding when 50% of the predators test positive for the target prey DNA. For this to be calculated, the
feeding trial data need to be fitted with a regression model that describes the decline in positives over time.
The most frequent method of analysis has been to fit a linear regression to the number of positives against time
since feeding (Agusti et al. 2003a; Harper et al. 2005, 2006; Sheppard et al. 2005; Read et al. 2006), although
Probit models (Chen et al. 2000; Ma et al. 2005; Greenstone et al. 2007) and logisitic regressions (Foltan et al.
2005) have also been used. Additionally, 95% confidence limits can be calculated for the observed
amplification success at specific time points after feeding (Juen & Traugott 2007) and differences in prey
DNA detection compared by G-test (Dytham 2003). A comparative weighting can then be placed on prey
positives obtained from field-collected predators, so that predation by predators with long detection times is
not overestimated in comparison with predators with shorter detection times.

L paly ol g dijad
e dad et ilay 5 S0ke deslow 515855 o SHET LS sl wsldin slefolall slecaly duslia gl gy S
e SIS ) doyd 50 ke al 33 o el 005 iy =5 435 ) e Ole) Dijpe 4 45 (Greenstone & Hunt 1993) Sl JsSse
gy Jda S b b sladss slepiolal slacals as dad delos $ly dites Cuda B 3ge dask DNA a0 b )
hasi 4y Gt Jpae Sy K il Gl Sgy GaA0lE ed (Sl S e Ciuasi | Ol Jsb j3 Cule sladiad LalS oS
Agusti et al. 2003a; Harper et al. 2005, 2006; Sheppard ef al. 2005; Read et al. ) el 43dif 3 e Glo) iy 30 ledide
3o (Foltan ef al. 2005) Sawcd 5 (Chen et al. 2000; Ma et al. 2005; Greenstone et al. 2007) Coagp Jde 42,51 (2006
Juen 8 ) 43iss 31 gy ol glagle) o oud saslin gle, 255 gl wlgh 0 W05 Gliebl dgus ol g ogile WDl ad aslizul
1 3 et ed diwlos (Dytham 2003) G Oeal b oud dwglie jI55 DNA 2b3) 35 2975a $laciglss g (Traugott 2007
2 85EE plply osd pledl de)a 1 0ud )sTpas GlaSHEE ) sl Cuwd 4 Cula sladigd )0 Wlgie e S830)3

D530 00) (3285 4o I bt <8BS o3y 3la) b Al SHCE L dglia 33 o gl et 3o s LoleS 5

D dgs

o [ e85 0 daz s e g Shy blige doz s ) iand 4B b o
dole SIS lows) i udSS) dseud U ol o (ialng J0B) 5y

dwolé S Ll 0uds dos 3 OYBa (p Juuds Gesxiuws (Sl

000 *

aiz e Ol i oKy 5



http://iranarze.ir/%D8%AC%D8%B3%D8%AA%D8%AC%D9%88/
http://iranarze.ir/molecular+analysis+predation+practice+dna+approaches

