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In The Post-Genomics Era,

• Classical Repository databases, such as
GenBank, may be obsolete.. (Use RefSeq)

• Results of many useful programs, such as
BLAST, are already presented in DBs

• Many databases are inter-linked and so it
may not be important where to start

• Genome Browsers can be a good portal site



Genome Browsers

• NCBI
– http://www.ncbi.nlm.nih.gov/Genomes/

• Ensembl
– http://www.ensembl.org/index.html

• UCSC Genome browser
– http://genome.ucsc.edu/



UCSC Genome Browser
http://genome.ucsc.edu/



Input

chr3:1-1000000,
NM_000984….



Genome View



UCSC genes and Reference
Sequences



Conservation



Customization of The Display



Information of the Sequence



Amino Acid Sequence



Proteome Browser



Gene Ontology

http://www.geneontology.org/

・Hierarchical structure of biological
terms

・These terms are used for gene
annotation



Subcellular Localization
（PSORT)

http://psort.ims.u-tokyo.ac.jp/

Input: Amino acid
sequence
(FASTA format)



WoLF PSORT

Input the query
sequence



Results for uc002gig.1



Output of PSORT II

• Prediction
results for
– Signal peptides
– Transmembrane

regions
– Other sorting

signals



GeneCards



Add Your Own Data to Browser



Your Data on the Browser

http://genome.ucsc.edu/cgi-bin/hgTracks?hgsid=137297224&Submit=go+to+genome+browser

You can access to your data at
http://genome.ucsc.edu/cgi-bin/hgTracks?hgsid=137297224

within 48 hours after the last access



Inside of Genome browser: download



The Genome Sequences



refGene.txt

26250 rows



Exercises

Let’s access
http://www.hgc.jp/~ryamasi/others/2009IUPS_lecture/

and find the exercises.


