AGEMCE MATIOMALE DE LA RECHERCHE

N

\ -

g 5.2

Analyse du GENome des Animaux d’Elevage

!
! #$ %& %



L # (

)*+

((2+3

(()+"
58 -

(<(+"#

(<<<+"

+ -
45
7 4
H# + $
" #45
| 45"

#

+

#

9

/01 #

6

66
#

(<<=+1#

i

45



AGEMCE MATIOMALE DE LA RECHERCHE

N

\ -

2 e e

Animaux d’Elevage

# ?

@ #



AGEMCE MATIOMALE DE LA RECHERCHE

Gene expression profiling by massively parallel sequencing

Tatiana Teixeira Torres, Muralidhar Metta, Birgit Ottenwalder, et al.

Genome Res. 2008 18: 172-177; originally published online Nov 21, 2007;

Massively parallel sequencing holds great promise for expression profiling, as it combines the high throughput of
SAGE with the accuracy of EST sequencing. Nevertheless, until now only very limited information had been
available on the suitability of the current technology to meet the requirements. Here, we evaluate the potential of
454 sequencing technology for expression profiling using Drosephila melanogaster. We show that short (< ~80 bp) and
long (> ~300-400 bp) cDNA fragments are under-represented in 454 sequence reads. Nevertheless, sequencing of
3" (DNA fragments generated by nebulization could be used to overcome the length bias of the 454 sequencing
technology. Gene expression measurements generated by restriction analysis and nebulization for fragments within
the 80- o 300-bp range showed correlations similar to those reported for replicated microarray experiments
(0.83-0.9); 97% of the cDNA fragments could be unambiguously mapped to the genomic DNA, demonstrating the
advantage of longer sequence reads. Qur analyses suggest that the 454 technology has a large potential for
expression profiling, and the high mapping accuracy indicates that it should be possible to compare expression
profiles across species.
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Genome-wide in situ exon capture for selective
resequencing

Emily Hodges'!, Zhenyu Xuan'*, Vivekanand Balija®, Melissa Kramer®, Michael N Molla®, Steven W
Christina M Middle®, Matthew ] Rodesch?, Thomas ] Albert’, Gregory ] Hannon' & W Richard McCo

Microarray-based genomic
selection for high-
throughput resequencing

David T Okou!, Karyn Meltz Steinberg',
Christina Middle', David | Cutler!,
Thomas ] Albert® & Michael E Zwick!?

HATURE METHODS | VOL4 MD.11 | NOVEMBER 2007 | 007
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A genome-wide association study identifies six
susceptibility loci for chronic lymphocytic leukemia

Maria Chiara D Banardo' ", Dalaman CrowtherSwanapoel'®, Pater Broderick!", Emily Wabb!,
Gabriell: Sdlick!, Ruth Wild', Kate Sullivan', Jayaram Vilayakrishnan'!, Yufd Wang', Alan M Pittman',
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Highly ettective SNP-based association mapping and
management of recessive defects in livestock

Carole Charlier!, Wouter Coppieters!, Frederic Rollin®, Daniel Desmecht’, Jorgen § Agerholm?,

Nadine Cambisano', Eloisa Carta’, Sabrina Dardano®, Marc Dive, Corinne Fasquelle', Jean-Claude Frennet,
Roger Hanset!!!, Xavier Hubin’, Claus Jorgensen®, Latifa Karim', Matthew Kent”, Kirsten Harvey,

Brian R Pearce’, Patricia Simon’, Nico Tama', Haisheng Nie'"'?, Sébastien Vandeputte®, Sighjorn Lien®,
Maria Longeri®, Merete Fredholm®, Robert ] Harvey® & Michel Georges'
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Efficient mapping of mendelian traits in dogs through
genome-wide association

Elinor K Karlsson'?, Izabella Baranowska®, Claire M Wade', Nicolette H C Salmon Hillbertz?,

Michael C Zody', Nathan Anderson', Tara M Biagi', Nick Patterson!, Gerli Rosengren Pielberg”,
Edward ] Kulbokas 111, Kenine E Comstock®, Evan T Keller®, Jill P Mesirov!<, Henrik von Euler’, Olle Kimpe®,
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Figure 3 Fine-mapping of coat color in boxers and bull terriers. (a} Broad association in boxers (max y® = 92) and bull terriers {max »* = 104) results in a
smaller, highly associated region after combining the two breeds (max xz = 184). Coincidental allele sharing between the long, breed-specific white boxer
and white bull terrier haplotypes produces an isolated single peak at 25.4 Mb, but the SNP shows only partial correlation with phenotype (Supplementary
Fig. 4a). (b} The 102-kb region of association contains two blocks of perfect correlation of % to one haplotype (R2 and R4). The white boxer allele is shown
in red, and the alternative allele, when present, in blug. Also in the 102-kb region are a block with no apparent polymaorphism that cannot be definitively
excluded (R1) and an intermediate, uncorrelated region that does not show perfect genotype-phenotype correlation and thus is unlikely to contain the
causative mutation (R3). Outside the associated region, the two alleles for each SNP are shown in light and dark gray. The position of sach SNP relative to
the start of the 102-kb region is shown on top. Frequency is shown to the right of each haplotype, and common haplotypes (= 5%) are in bold. Haplotypes

were inferred with Haploviewa:". Dogs used for fine-mapping are listed in Supplementary Table lc.
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Integrated detection and population-genetic analysis
of SNPs and copy number variation

Steven A McCarroll'™ 1%, Finny G Kuruvilla'~%1°, Joshua M Korn'"®, Simon Cawley’, James Nemesh!,
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Analyse du GENome des Animaux d’Elevage

Epigenetic Transgenerational
Actions of Endocrine Disruptors
and Male Fertility
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Inherited variation at the epigenetic level: paramutation from the

plant to the mouse
Francois Cuzin'*, Valérie Grandjean'? and Minoo Rassoulzadegan’+
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RNA-mediated non-mendelian inheritance
of an epigenetic change in the mouse
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Adenovirus Small e1a Alters Global
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adult diseases: Programming by oxidative stress?
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Structural and functional analysis of a 0.5-Mb
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| rarent-of—origin specific QTL - a possibility
towards understanding reciprocal effects in
chicken and the origin of imprinting

M. Tuiskula-Haavisto J. Vilkki

Biotechnology and Food Research, MTT Agrifood Research Finland, Jokicinen (Finland)
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Trends in large-scale mouse
mutagenesis: from genetics to
functional genomics

Yoichi Gondo
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