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Context Objectives
* A number of efficient ABC schemes have been * Diffusing recent improvements in
developed (Marin et al. 2012, Lenormand et al. sequential ABC methodologies: 4

2012) sequential schemes, 3 MCMC schemes.

* Available ABC tools: ABCtoolbox (Wegmann et ||+Using the @ platform to ease diffusion,
al. 2010), ABC-SysBio (Liepe et al. 2010) but they ergonomy and collaborative

have not benefited from recent improvements improvements.
*The community of R users has grown Easy to pipeline with the package
tremendously « abc » (Csillery et al. 2012)

*To better keep track of on-going improvements, || *Making use of multicore computing
a collaborative toolbox seems advantageous.

The package EasyABC: how to use it?
*Design a simulation code in R or a binary code

function arguments = model parameters

function values = an array of summary statistics

Density

e Use the buili-in ABC schemes

# defining the model
> toy _nodel <-function(x){2 * x + 1 + rnorm 1)}

# defining the prior distribution
> toy prior=list(c("unif",0,10)) 0 2 4 6 8 10

# defining the target summary statistics Posterior Distribution
> sum stat _obs=5

# defining the sequence of tolerance levels okl -

> tolerance=c(1,0.1,0.01) \13\\
\

13 Beaumont et al. (2009)
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# performing a sequential ABC scheme \ G&(Drovcnd' & Pettitt (2011)

Delmoral et al. (2012)
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> post <- ABC sequent i al ( nret hod="Beaunont ",
nodel =t oy nodel, prior=toy prior,nb _sinul=100, o

by
%
1.0 X

Marjoram et al. (2003)

Wegmann et al. (2009)

sunmary stat target=sum stat obs, =
t ol erance_t ab=t ol er ance) ™~
\\h‘
# plotting the results - +H+'++++
> d=densi ty( post $par am wei ght s=post $wei ght s) 01 4 Lenormand et al. (201%) !
> pl Ot (d’ type:" I ’ ! COI = bl ue") EEJlEJD ’lDEIJDD ED[;JDD EDEIJDD 1EJEJ|EJEJD 5[]EJ|EJEJEJ
ALL CONTRIBUTIONS / SUGGESTIONS ARE WELCOME ! Tokdlnuriberof simiidbions
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