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— A More

B ; recombination
events between A
and C than A and

B

Fior et al., unpublished

Ordering the fragments using recombination rates in the offspring
e Distribution of fragments across the genome
* Scaffolding and comparative analyses of draft genomes
Estimate recombination rate across the genome



L, GWAS)

o0
. o
2
© OO
o o
<
(o'
o
o0
AA AB BB

Looking for loci that are highly
correlated with a certain phenotype

aCorreIatlons vetween phenotype and

GOC

N m < (]
C m m

A3t

Plant height

W

I.IH | III\IIII\II HIIII IIHI\IIIH\ \I\III\I-II II:I IIIIHI III\III\ Il IIII\II\ II\I-I -I\H II\IIIII\
123 4 5 67 8 9 101112
Chromosome

Crameri, Nenadic and Zemp, unpublished



GOC

1 1 mismatch in the barcode
Species A
A\ 16

%‘ / X 18_PPf
g

< ( SRR

Species B . :
P Fischer MC, unpublished



GOC

ystdnz
3J43u?d)
AQTISUdNATIQ
>133U39

o
o_
(@)
o
o_
v
%y
5 S -
300
3 o
[ O
L N
o
o_
=
o - ._ﬂ'h_J-I

I I I I I I
0.0 0.2 0.4 0.6 0.8 1.0

Fst

\ 4

no differentiation complete differentiation
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Position in the genome
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RAD detect every genomic signal?

o
o, = °
17 - ‘ ‘
- ° ¢ o o o
° o
° /]
— Gene under selection _‘L e

Fragment 1 Fragment 2

* Linkage decay (LD)
* Fragment density
* |sland size
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High stochasticity in read coverage

Consistent library preparation, appropriate filtering
Reconstruction of loci can be difficult because of short single-end reads

Long paired-end reads can improve the de novo assembly
Wrongly inferred SNPs due to PCR duplicates

Modifications of the protocol, few PCR cycles during library preparation

Single individuals

Use replicates or apply stringent demultiplexing
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Potential challenges

Allele dropouts

Biased population genetic estimators

Often not in gene regions

Possible signals could not be detected in genome scans or GWAS

Single loci

The reconstruction of single loci can be challenging even with a genome
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 Take home message

* Useful and inexpensive approach for a wide range of genomic
guestions

* There are limitations
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