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Abstract Stage 1: Creation of resource-based databases D(J (b ?L,-"
Cassava 1s a starch crop known for 1ts ability to grow i ‘ Mujor datahnscs
in diverse environments, nfng'mg from dry to humid Information such as genome, CDNAQ, sm [Arabidopsis cDNAs, M and Microarrays)
climates and acidic to alkaline soils. Further, this crop markers, and mutants of each species has been RARGE - RIKEN Arabidopsis Genome Encyclopedia

can grow n nutrient-poor soil and 1s found worldwide
Cassava 1s considered an energy source and is used i : Rice Annatation Project Dmbm
industries and as food. Therefore, it 1s thought that I Wl {Cassava cDNAs]

cassava is a relatively better energy source than other Cassava Full-Length ¢DNA Database
starch crops, such as com. In fact, information on

aeq.lmulm: [Rice Genome]

cassava, such as published joumal articles and Rexource types

sequence registration in public databanks, is increasing, | + Genome + Gene Markers
and this increase is associated with high expectauons. !'L; + ESTs + Mutants
However, unfortunately, the information is scattered ;‘-"". + Microarrays + Traits

and not organized. Therefore, at present, we are unable 15 4 + Small RNA ..

to refer to 1t effecuvely Similar to the study of
Arabidopsis, comprehensive researches such as a
c¢DNA collection and microarray experiments will be

The available data on prnimary resources such as
genome and ESTs of cassava are inadequate. therefore,

performed for cassava [n fact, we have succ:ssf\‘:]ly il Sabursl 1 o incloi Acids Res. 2005, 3%¢ lssuc) D64T-DES0 data improvement is necessary.

obtained a cassava full-length ¢DNA collection J[E e bitp:/irarge.pec.siken jp/ RIKEN and CIAT have particularly focused on the

Because it is expected that the volume of information 4 Sakurai ¢f al,, BMC Plant Biol. 2007, 7:66 creation of such resources Hence, we have good

will be generated from such researches will be large, hitp://amber.gsc riken jplcassava/ experience in data handling and database development.
g of the wnf wll be important. The

TAIR and GRAMENE portals for Arabidopsis and
monocol crops, respectively. play important roles

Stage 2: Integration and Comparison

Hence, | would itke 10 explain our concepuion for J ‘ Major databases
organizing information on cassava. =y e LTt P R .

Accumulation of information is increasing; {Ereioms]

i | i I TriMEDB - Triticeae Mapped EST DataBase

Status of plant database therefore, comparison. “’P"_ “““““".ﬂ“"“’_’e"»f-‘ [Transcriptian Factor]

can be peffonned. ittt Il ‘ Plant Transcription Factor Darabase
Until July 2008, the number of databases related to I | f - RIKEN Arabidopsis Ty ption Facior Datab
plants, particularly model plants, has increased The

diff release of cassava genome sequence would

numbers of databases related to different plants as e — The o e

published i a Nucleic Acids Research Database 1ssue P et e EEEs e ot deaclion B posstbie Vi difforoat

are as follows.

Sl of data. Cross-sectional or exhaustive analysis of the
ErE=ins data gathered would be possible by using approaches
Arabid 26 S-S L : ;
R‘m wopes W ‘ EELE such as comparison between species, gene
ice; o === classification, and alternative splicing events.
Other Plamts; 1 i SN o T T Obtaning new findings by combining several data
R TR would also be important.
Database Summary Paper Categories [ - e — * RIKEN has alreads § such daisb
hip://www.oxfordjournals org/nar/database/c il mo o g‘ . 2
clusi == = Mochida e al., BMC Plaat Biol, 2008, 872
Con i hip/Arimedb pse nken jplegi-bin TnMEDB/Andex pl
lida er al , DNA Res. 2005, 12 247256
We propose 1o construct a portal sie for Cassava btp: irarge.gac.ciken jpyian
which is one of the imponiant crops. To consinucl a Stage 3: Portalization
ponal site, enrichment of information such as genome
and expression of genes and gene markers is necessary, i it ik 5 Major databoses
Therefore, we ex co-ordination among n eSS X ; I col ] £ z
research institutes \';::npe lhl111he use of mf:mm:: Since lu.. h'ls ampunts; o futa & I {Arabidopsis)
available on the portal site will result i the generation collected, a portal site that provides ﬂle R‘TMR - The Arghidopsis Infommation Resource
of & new breed, hence, immediate improvements in available data for various analyses will be i {Rie]
. GRAMENE
information management are required constructed. !
RIKEN Plant Science Center is _ .
W ar— Tepes of Information provided by TAIR
in Yokohama, Japan = - Genome Sequence « Mulanls
3 » Genome Annoiation * Microamay
» Gene markers * Pathway
- RFLP = Chenucal Structure
» SSR £}

Tvpes of Information provided by GRAMENE

+ Genome Sequence » Comparative Map

« Gene markers » Biochemical Pathway
= RFLP * Traits
+ §SR - Genetic Diversity

* Protein ~




