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WWe have developed a database which enables ug to
averviewy the human genome structure. The database
contains working draft and finished sequences which
cover more than 85% of the human genomic seguences.
Maoreover, sequance entries are aligned along the
chromosomes based on seguence similarities to 5T3
markers, BAC-end and other entry sequences. Further,
hiological features, such as genes, gene functions,
repeats and GpC islands, are fully 2nnotated on these
entries.

HGREP is a jont project hetween Human Genome
Research Grous (Genomic Sciences Center, RIKEN)
and Laboratory of Genome Database (University of
Tokyo, Institute of Medical Science, Human Genome
Center).
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Direct Access to Contig Map

Input GenBank Accession number,
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an perform homalogy searchs with your
click »> Blast

against Human genome sequences Server
(Finished and Unfinished].

What's New. ..

26 Jun. 2000, Human Genome Reconstruction Project HomePage
5 opened.

Future Works

Integration of information about SNPs (positions, substitution
patters) into "Condg map page".

Representation of gene positions (annotated by informatic
analysic) in "Chromosome page” and "Contig map page".
Functional extension of "Keyword search”.

Homology searchwith Hurnan genome sequences sgainst
SWISS-PROT for gene function annotation.

Integration of analysis result of Fgenes, Fgenesh and
HhiMgene into annotation.

Currstruction ul cunsensus sequences within conligs, and
annntate (mapping nf genes, calculation of G+C contents and
prediction of Cpi5 Islands) the sequences.



