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GeneCards

The Human Gene Conpendium

http://www.genecards.org/

If you know gene

Symbol, change the 
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http://www.genecards.org/cgi-

bin/carddisp.pl?gene=APOE
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APOE
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USCS genome browser

http://genome.ucsc.edu/cgi-bin/hgGateway
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Choose RefSeq APOE
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APOE
Thick blocks: codon regionThin blocks: UTR (untranslated regions)

Lines: intron

Arrow >>>>> shows: positive strandClick any of the APOE RefSeq area
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Detailed information
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Example tasks

b) Identify the function of the gene (helpful 
sites: http://www.genecards.org, http://www.ncbi.nlm.nih.gov/gene)

c) Find its genome position (helpful sites: http://genome.ucsc.edu/cgi-
bin/hgGateway, http://www.ncbi.nlm.nih.gov/gene)

d) What is the total number of transcribed sequences?

e) Find the mRNA sequences. No need to worry about U/T conversion or 
upper/lower cases. T will be considered as U (helpful upper/lower cases. T will be considered as U (helpful 
sites:http://genome.ucsc.edu/cgi-
bin/hgGateway, http://www.ncbi.nlm.nih.gov/nuccore).

f) Find only coding sequences among the mRNA sequences. No need to 
worry about U/T conversion or upper/lower cases. T will be considered as 
U (helpful sites: http://genome.ucsc.edu/cgi-bin/hgGateway: use 
“Genomic Sequence” rather than “mRNA” sequence for this 
task, http://www.ncbi.nlm.nih.gov/nuccore).
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Let’s get all exon sequences

Choose

Genomic sequence
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Let’s differentiate UTR and CDS
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Output
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Tasks for your gene

• Find chromosome positions (start and end)

• Find entire DNA sequence with exons in capitals and 
introns in lower case.

• Find entire mature mRNA sequence with coding regions in 
capitals and UTRs in lower case.

• Find only coding regions.• Find only coding regions.

• Find amino acid

• Connect 11th – 20th amino acids to the corresponding RNA 
coding sequences

Database to use:

http://genome.ucsc.edu/cgi-bin/hgGateway

http://www.ncbi.nlm.nih.gov/gene
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Tasks for your gene

• Find all alternative splicing isoforms among 
RefSeq genes

– http://genome.ucsc.edu/cgi-bin/hgGateway

• What are most commonly used exons among • What are most commonly used exons among 
the isoforms?

– Ex) exon1, exon2, exon9

• What are other genes directly interacting with 
your gene?

– http://string-db.org
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