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ABSTRACT checked for the presence of InterPro domains using the InterPro
Summary: With the Dictyostelium Genome Project nearing database (Apweileet al., 2000). The gene ontology terminology
completion, we initiated the construction of a data repository for all Dic- (http://www.geneontology.org/) (The Gene Ontology Consortium,

tyostelium discoideum genomic data. Up to now this database, called 2000) was applied to determine potential roles for the proteins in
DictyMOLD (Dicty Map Of Linked Data), incorporates the recently the cell.

completed D.discoideum chromosomes 1 and 2 sequences together To facilitate storage and exploration of the data, we developed
with related annotations. To visualise maps, sequences and annota- the DictyMOLD genome browser together with its underlying
tions and to provide access for the scientific community a perl-based database.

browser was developed.

Availability: The DictyMOLD database is freely accessible via .
vareotiy: - The BIey abase s lreely accessble Vi@ THE DictyMOLD INTERFACE
http://genome.imb-jena.de/dictyostelium/

Contact: gernot@imb-jena.de To enter the chromosome browser different possibilities are offered.
Two of the entry points can be accessed via http://genome.
imb-jena.de/cgi-bin/dicty/analysis.cgi. From there further links lead

INTRODUCTION to a search interface and the genome browser. The search page

provides an easy way to query the DictyMOLD database with search

for the investigation of cell functions related to growth, motility, dif- strings (e.g. gene identifiers, InterPro numbers). The users can also

L . . . enter the chromosome browser via a second link, through a specially
ferentiation and development (Loomis, 1996). Aninternational effort . . o
P ( ) ;eveloped DictyMOLD interface. The web interface allows easy

The lower eukaryotBictyosteliumdiscoideumis a well suited model

to sequence the genome of this organism was initiated in 1998 (Ka i lected reqions by clicking on th ropriat N

and Williams, 1999). The current version of the sequence assemb ccess fotﬁe e(;]e egions %/hctlc ng Oh etf_:lpﬁilop ate seclug ce

(May 2002 freeze) covers6.8 Mb of chromosome 2 (C2) in 66 ange ot the chromosomes that are scnematcally represented on
this page. Alternatively the search function can be used to search

ordered and oriented contigs (Glockreeral., 2002). Another 0.9 ; e -
Mb of C2 sequence is available but not mapped yet. The chromo©F 9ene identifiers, accession numbers, HAPPY markers, ESTs

some 1 (C1) assembly (July 2003 freeze) covers with 4.7 Mb th@nd direct access to the corresponding chromosomal location is

whole unique part of the chromosome in 4 ordered and orientegrg\;"dEd' ioate th hthe ch d bet
contigs (G. Glockner, unpublished data). e user can navigate through the chromosome and zoom between

Using the gene prediction program GenelD (Patral., 2000) 2100 kb (Fig. 1) and a 10 kb range view using navigation buttons.

in the gene prediction process for C1 and C2 yielded, in totaI,The graphical representation of each annotated gene incorporates a

4599 predicted genes40 amino acids (C1: 1770 genes; C2: 2829 ?r:rect link to tze cia?hshti(_atdcon:amlng ?Itl a}[/:llan_Ietlr:\;c())rangt(ljortl atf)out
genes). BLAST searches (Altschatlal., 1990) were used to deter- € gene product. the third entry point to the icty atabase

mine the chromosomal location Dfdiscoideum repetitive elements IS _pl)_Lowded V'ta a B'LASIISQ"etN:/IrbLD id basic set of i
(Gléckneretal., 2001), mapping markers (Williams and Firtel, 2000) . € current version ol Dicly provides abasic set ot annota-
. tions that will be expanded in the future. Furthermore, the database
and ESTs (Moricet al., 1998). ” b tended to ch 3
The amino acid sequences of all predicted genes were compargﬂ soon be extended 1o chromosome 5.

to the full sets of proteins from completed model organism genomeﬁtfq/%t.'cinsl D.dlscorllf[:itel{;/nd_ iiatabasesb aret ava:jlla/blﬁtt l.J/?der:
as well as against SWISS-PROT and TrEMBL. They were also p-iidictybase.org, nhttp-/idictygenome.hem.ime.edul, Nip-/Www.

sanger.ac.uk/Projects/D_discoideum/, http://www.uni-koeln.de/
dictyostelium/ and http://glamdring.ucsd.edu/others/dsmith/dictydb.
*To whom correspondence should be adressed. html.
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Graphical representations above and below the contigs show the location of the predicted genes on the forward and reverse strand of the contig, respectively. The
colour coding of the genes reflects their assigned functional classification based on the gene ontology (GO) terminology. Introns are displayed as black blocks, ESTs
and repeats that are located on the contigs can be accessed by clicking on the appropriate scale range. By clicking on the accession number you get linked to the
Entrez record of the corresponding segment. Sequences of the predicted genes as well as the annotation results can be viewed by clicking on the appropriate gene.
Green triangles depict the positions of Happy Map markers. The name of a marker can be seen by moving the mouse over the appropriate triangle.
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Fig. 1. Screenshot of the genome browser displaying a 100 kb segment of C2.
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