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How are these numbers calculated?

The fraction of the human genome represented by Dec¢ 12, 2000
finished and draft sequence was estimated as outlmed
below, However, it important to understand that this ~ pran | 827%

calculation is sensitive to a number of assumptions.

The total size of the euchromatic portion of the genome
was taken as 3,200,000 kb (3.2 Gb). Although some
uncertaintly in the true size wall remain untl the last base Total 93.1%
is sequenced, this number is consistent wath published ?
values and is supported by more recent results,

Finished I 30.4%

Total sequence Non-redundant  Percentage of

(kb) sequence (kb) genome

Finished 1,074,728 973,013 30.4%
Unfirushed 3,519,368 2,006,040 62.7%
Total 4,594,096 2,979,053 93.1%

The total sequence column in the table is a straight tally of the sizes of bulk
human genomic sequence in GenBank. Unfinished sequence entries are
those having one of the keywords HTGS_PHASE] or HTGS_PHASE2
(see HTGS Phase Definitions)

Because finished sequences have been melded into sequence contigs as
provided through this resource, the amount of non-redundant finished
sequence is simply the sum of the contigs lengths. Unfinished sequence have
not yet been combined into conhigs, although work to do this is underway.
The non-redundant sequence m the unfirshed category was estimated by
assuming that approximately 42% of the bases overlap other entries (either
findished or unfinished).

e b7/ LEHE] @HTKRERY HP

(http://www.ncbi.nlm.nih.gov/genome/seq)
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Mapping :
0 Clones
2001/2/2

*Ensembl

oMap viewer (NCBI)
eHuman Genomics
Studio (DDBJ/CIB)

Site navigator
[Top |

Chrososone
Contig
Clone
Fraganet
Gene

.. HHGREP

Topl2345678910111213141516171819202122X Y Usmappod

What's HGREP

The international consortium for human genome
sequencing finished the working draft of the human
genome on Jun 26, 2000, This working draft is expected
to reveal various features of the human genome. For this
reason, we have developed a database which gives an
overview of the entire human genome structure. The
database contains working draft and finished sequences
which cover more than 85% of the human genomic
sequences. Moreover, sequence entries are aligned
along the chromosomes based on sequence similarities
to STS markers, BAC-end and other entry sequences.
Further, biological features, such as genes, gene
functions, repeats and CpG islands, are fully annotated

on these entries.

HGRERP is a joint project between the Human Genome

Research Group (Genomic Sciences Center, RIKEN)

and the Laboratory of Genome Database (University of

Tokyo, Institute of Medical Science, Human Genome

Center).

Keyword search Access to Contig Map from Chromosome
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Direct Access to Contig Map

Input GenBank Accession number,
and access analysis result of it

Blast Server

You can perform homology searchs with your
query

against Human genome seguences
(Finished and Unfinished).

20 27 22 X ¥

click »> Unmapped

—

click »> Blast
Server



What's New...

2 February. 2001. Data is updated.

(draft sequences:2000/11/13; Unigene:Human #123 Mouse #82).
Full-length cONA (frorn NEDO project) is added to annotation
resource.

24 October. 2000. Data is updated (Unigene: Hurnan #7123 Mouse
#32).

17 October. 2000. New organism (Cattle) is added {Unigene: Catltle
#1).

17 October. 2000. Data is updated.

(draft sequences:2000/10/17, Unigene:Hurman #122,Mouse #30).
21 August. 2000. Analysis results of Fgenes, Fgenesh and
HhMMgene are integrated into annotation.

10 August. 2000. Data is updated.

{drait sequences:2000/8/2; Unigene:Human #1717, Mouse #78).

18 July. 2000. Human Genome Reconstruction Project HomePage
is opened.

Future Works

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

« Representation of gene positions (annotated hy informatic
analysis) in "Chrormosome page” and "Contig map page”.

« Functional extension of "Keyword search”,

« Homology search with Human genome sequences against
SWISS-PROT for gene function annotation.

« Construction of consensus sequences within contigs, and
annotate (mapping of genes, calculation of G+C contents and
prediction of CpG Islands) the sequences.

Send Comments or Questions conceming.this web page to
i .

ErNT/LRS T MEREIEET—FXN—ZXDO HP (http://hgrep.ims.u-tokyo.ac.jp)
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