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The annotation of the Poplar genome is one of many tasks that will be done by the IPGC
(International Populus Genome Consortium) in order to provide the scientific community with the
genome of a new plant model organism.

The IPGC is a cooperation between the U.S. Department of Energy (DOE) Joint Genome
Institute (JGI, USA), INRA — Nancy (France), Umea Plant Science Centre (Sweden), National
Center Genome Research (USA), Oak Ridge National Laboratory Plant Genomics Group (USA),
Université Laval (Canada) and Ghent University VIB-PSB (Belgium) in which the tasks of
sequencing, providing full length CDI.\IAS and gene prediction are distributed.
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The poplar tree is a perennial plant with glrgat econe nrJ. :1;1 Ind |q ﬂ a'SI[]E scientific importance. Poplar is rapidly
becoming the model organism for the tre lqmte Nl "'r‘ gfact, g __1:_:48 a perennial tree makes it an excellent
organism for researé _I:L bu{i_'ﬂe "' \aht; Jdermanc) anc wood-formation.
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ﬁ’oplar genome. . Populus balsamifera ssp, 'Ei-?l ) -!" "\ f'-r Sequer ing;‘- sequencing was done by the JGI (USA) \
* 19 chromosomes ; 1 |. -.-'_. = ol i 5 R .+ whole-genome shotgun strategy

» estimated genome suie +60 lm. »
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ﬁSTI cDNA resources: - 44¢ Ul th Nsert _-‘I 'J- r.' der I -—,'!';‘_-'JJEIL._ ' Mbly:: 2447 scaffolds \
. AETS.': aa'c " OBR U . T biggest 9.97Mbp, smallest2.5l<.bp
° .ﬂ'-ﬂ';,. ";‘”1' ‘;-..1.| r = 14+ total size current assembly : 40 Abp
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Creating a training set:
semi-automated
pipeline. ;
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Because manually
checking full length (FL)
cDNAs is a very time
consuming task we ve
created an semi-' ', .
automated pipeline B'y
using our annotation
platform EuGene.

The EuGene platfor
particular due to it's
ablility to use extrinsic
data as input to egha
its predictions. B for_ |
the prediction plati
§trlctl'y follow extrin [
d'ata we ca st oulkll
‘i- 11u[',' ation I‘I

u 5

N

H ? J- o

. -
B .L ‘l I Ara 1dopsis Op ar 1

l || F | J o - J RepBase l protelns | cDNA & EST 1

.
-1 1'

= -'r--.._ " |IJ l|l:||..- .

(& '-1‘ a :

(1l
§5557% “-f::
. rl- 1 l r o .

-1'*.- .l -

T rp 908 Ko, . e =
: L'-' ..|."-" i ] “‘ -
|.. — ﬁ p':_ CCION Das
Intrinsic L
approa¢hes."

L ﬂ‘.... |
“ q.-' fa
F ‘Il-l-l* ‘

l"' L -I."J'-:I.I'_




