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The genomes

Arapldepsis thaliana
Ostreococcus taur (green algae)

Populus balsamifera ssp. thchocarpa
Medicago: truncatula

Lacaria bicelor (fungr)... startingsoon



Arabidepsis

TIGR : 29 993 total genes/ 26 207 predicted coding genes

(without pseudogenes)

EUGENE : 27 979 predicted protein encoding genes

49% of EuGene predictions have identical CDS compared to
TIGR (13727 genes)

22880 genes located on same locus (but are different for at least 1 position)
2051 genesfrom TIGR not predicted by EuGene

1392 genes from EuGene not predicted by TIGR

Pilote-project at TIGR to sequencethose genes TIGR ‘missed’
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Ostreococcus...
what did we know.

Littienis knewn...
s Smallest etkayete, green algae

not much data availanle

s Nogenetic map
m < 3000 ESTs (contaminated...)

We theought it weuld be easy...

m expected to be like yeast due to the geneme compactness,
With streng signals



Ostreococcus...
what have we learned already/

3 different kinds; eff genes
5 SiRgIEe exonl Genes > great majority.

m SallF=IRireRIGENES
Withi a typical sizerrange: ofi 36-70b)p

Splicingl signals are , as I higher plants
clear branch-peint moif:
resemble higher plant inrkeing AT-richr than the nearhy exons

Restricted to 1 chromoseme

n[Eger=IntenRTgEnES
typicall size range of 80-500bp
Very: splicing signals (denoer — branch-point — acceptor)
contrary to Ath introns, they are AT-rich
Eew: introns



Ostreococcus...
what have we learned already/

: Artemis Entry Edit: Chrl_embl
File Entries Select View Goto Edit Create Write Graph Display

Selected feature: bases 51 intron ()

Entry: IV thr 1 emhl

intron intron intron intron
l09s300 109a900 1097000 1097100 1097200 1097300 1097400 1097500 1097600

intron intror

| It v o ¥ ®m . ¥ P I E V¥V I R * N * & P F O P WER T
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;I:'LSKH?STDRS?[}+HKLSTFSTLEHS—Fl,
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[
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Poplar

Intermational Poplar geneme: consertiun (1PGC)
Seguencing dene by JGI

(Whole genemer shotgun sequencing)

Gene stiucture annotation:

x i parallel whoele genome annoetation aiming at the: best
possible annotation: frem the very first public release on
ORNL = Grail-exp
JGI > EGenesH + Genewise
Ghent > EuGene

n JGI's Rule-system to) elect for each locus: the hest” gene-
moedel



Poplar

(first: preliminary. results)

56036 gene-models; selected
59.6%)  EUGEne;

359.0% EGenesH,

14°3%  Glrall-exip,

6.9% Genewise

Press release 21-09-2004
a Results will'be accessible through the JGI geneme: brewser
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Medicago truncatula

USEpreject and Eureopean preject (EP6)
x 67 members for the Etrepean side: anly.

» Annotauien; (In Eurepe) shared hetween INRA=
floulouse Ry, Ghent @) and MIPS (GER)

= BAC-sequencing

Generating training setsiand Bullding medelsiis Iess
PErormIng due te a gradual accessibility of data

Models ready, =350 BAC annotated



Structurail

Annoetation



Gene prediction platferm: EuGene

Intrinsic IVIMI erErers
MM coclirie)
SoliceMzicrine IVIVIRRLEIIERIE
Sl
Whole
enes
chromosomes EUGENE /g

£\

TBlastX BlastN Blastx

I I I 'i'iihiL' 1 'I T
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Needs for structural annotation

To build models for the intrinsic part of EuGene

Curated gene-moaeels, fiel:

 [Atron; borders;

x AlG-mogaelling

a Coding-1MV;

m lntren-1MiVi

GEenes In: thelr genemic context

x Noen-coding IIMME(IRtergenic)

Need e asymany. as pessikle transcrpts mapped on
GENOMIC SEguUence

s [ranscripts = full length or ESTS, noe assembled ESTS
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Structural Annotation: the models

s AlIG-prediction
As reliable: as pessihle starnts ofi genes
x [IVIV]
as many. as pessible complete genes!
+ Jntrens, ++ Intergenics

s [raining off ELGeEne
= funing the o & [ (cr.scored)

as many/:as pPoessible Completie gEnes
INNGERGMIC ConiiguiEtien
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Preposall fior Payscomitrella

VWe hoest someone at our institution tor learn
and use alll our teels @ months min).

s Build training set
s [rain seftware
= Run; structural gene prediction

Share similary:as with poplar all data and
results With 1in consertivm

Regular contact through conference: calls.
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Additional analyses

IFADHORE! for geneme: structure and
eliganisation

MIRTIRAEr el mICie=RINAS
Other ncRNAS
Transpesable elements

Alse possible:
» EUnctional annetation
x Prometer analysis
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Data display.

Show data through Gbrowse
(= Genome annotation browser)
and share it through LDAS or bioMoby

Restricted
access for
consortium

Showing 100 kbp from LG_|, positions 100,001 to 200,000 d u ri ng

Instructions: Search using a sequence name, gene name, locus, or other landmark. The wildcard character = is allowed. To center on a location, click the ruler. Use the

Scroll/Zoom buttons to change magnification and position. =
Examples: LG I p rOJ eC y

[Hide banner] [Hide instructions] [Bookmark this view] [Link to an image of this view] [Publication quality image] [Help]

SEARCH
Landmark or Region Scroll/Zoom:

I_'_'Search\ I'.'_Resetjl CIFlip K< 'm bdPod

World wide
| - | consortium
after
project
completion

DATA SOURCE SELECTION
Data Source 16
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