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' The Ensembl website.
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Human Genome Project Working Draft at UCSC

Genome Download Download ;
Browser BLAT Search Sequence Annotations About the Draft | Email Group

Human Genome Browser

* Dee. 12, 2000 freeze - Browser for December freeze. Not many tracks y

® Oct. 7, 2000 freeze - Most complete browser, based on the Jan. 9, 2001 asscmbly of the October freeze.
® Sept. 5, 2000 freeze - Browser based on September assembly.

o July 17, 2000 freeze - Lots of tracks, some not on more recent browsers, but older assembly.

BLAT Search the Human Genome

© Dec. 12, 2000 freeze - New assembly, annotations just beginning. Centromeres fixed
o Oct. 7. 2000 freeze - Most completely annotated assembly.

Downloading the Human Genome

* Mirror Sites.

® Dee. 12, 2000 full data set. Centromeres ﬁxcd

® Dee. 12, 2000 data set by ct fixed
® Oct. 7, 2000 full data set

® Oct. 7, 2000 data set by chromosome

® Sept. 5, 2000 full data set

® Sept. 5, 2000 data set by chromosome

® July 17, 2000 full data set

® Archive of older assemblics
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Figure 2

The UCSC Human Genome Browser (the ‘Golden Path’).
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The NCBI Map Viewer presents a graphical view of the available Human Genome sequence data as well as cytogenstic, genstic, physical, and radiation hybrid
maps

‘The Map Viewer provides displays of the Human Genome sequence for the NCBI contigs (the ‘Contig' map; see assembly description), the BAC ting path (the
‘GenBank' map), and the location of genes, STSs, FISH mapped clones, and variation on the config sequence.

You can find genes or markers of interest by submitting a query against the whole genome, or a chromosome at atime. Results are indicated both graphically, as tick
marks on the ideogram, and in a tabular format. The results table includes links to a chromosome graphical view where the gene o marker can be seen i the confext x|
3 Document Done

Figure 3
The NCBI Map Viewer.
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