
WORKED EXAMPLE – A walk through the main pages of the Ensembl 
browser, using the EPO (Erythropoietin precursor) gene as an example. 
 
 
 
 
 
 
 
 
 
 
 
 

 
 

Navigation 
column 

Search 

Help 

STEP 2: 
Click on 

“Homo sapiens” Help pages and 
Documentation 

What’s new 

STEP 1: 
Load Ensembl 

www.ensembl.org 



 
 
 
 
 
 

 
 
 

Source and version of 
assembly and genebuild 

Karyotype 

STEP 3: 
Type in ‘EPO Gene’. 

Click ‘Go’. 



STEP 4: 
Click on ‘ENSG00000130427’ 

A ‘Vega’ gene 
(a consortium external to Ensembl) 



 

STEP 5: 
Click on ‘Transcript Information’ 

The Gene View Page 

Orthologues in 
other species 

Matches in other 
databases 

GO  
(Gene Ontology) 

terms 

Gene Model 



 

Spliced transcript 
sequence 

STEP 6: 
Select ‘Exons, Codons, 
Translations and SNPs’. 
Select ‘Number residues: 

Yes’ and click on [Refresh]

STEP 7: 
Click on ‘Exon 

information’ 



 
 
Result of STEP 6: 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 
 
 
 
 
Result of STEP 7: 
 
 

 
 
 

STEP 8: 
Choose ‘Flanking sequence 
at either end of transcript – 
500’, tick ‘Show full intronic 
sequence’ and click on [Go] 

Supporting 
evidence 

Coding sequence 
(black) 

Intron 
(blue) 

UTR 
(purple)

Flank 
(green) 

STEP 9: 
Click on 

‘Graphical view’ 



 
 
 
 
 
 
 
 
 
 
 
Result of STEP 8: 
 

 
 
 
 
 

Coding sequence 
(black) 

Intron 
(blue) 

UTR 
(purple)

Flank 
(green) 



 
 
 
 
 
Result of Step 9: Contigview 
 
 
 
 

 

Assembly 

Gene models 

Chromosome 

STEP 10: 
Click on the ‘+’ in front 

of ‘Basepair view’ 
(collapse it afterwards) 

1 kb – 1 Mb 
region 

1 Mb region 

Mapped 
proteins and 

cDNAs 

STEP 12: 
Go back one page in the 
browser to return to the 

EPO gene. 
Select from the ‘Features’ 
drop-down menu ‘SNPs,   

and ‘Ensembl genes’ 
(deselect other options) 

and close the menu

STEP 11: 
Click and drag the 
mouse to draw a 

box around another 
gene (Trip6).  Zoom 

into the gene in 
Detailed View. 



 
 
 
 
Result of STEP 10: 
 

 
 
 
 
 
Result of STEP 12: 
 

 
 
 
 

25 –  500 bp 
region 

STEP 13: 
Click on a SNP 

(vertical line) and 
subsequently on 
‘SNP properties’



STEP 14: 
Go back to 

ContigView with the 
back button of the 
internet browser.  

SNP of interest 
(boxed) and 

other SNPs in 
the region 

Allele and genotype 
frequencies 

dbSNP 
identifier 

Alleles 



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

EPO gene 

STEP 15: 
To see the same 

chromosomal region 
in the UCSC 

genome browser, 
click on ‘Show in 

UCSC browser’ on 
the left of the page.  
A new window will 

open. 

STEP 16: 
Once you see the EPO 

gene and close this 
window.  (You can turn 
on ‘Ensembl genes’ by 
changing ‘hide’ to ‘full’) 

 
Click on ‘Graphical 

Overview’ on the left 
hand of the ContigView 

page to reach 
CytoView. 



 
 
 

 
 
 

200 kb – 50 Mb 
region 

Export cloneset 
information

Tiling path clones 

BAC clones 

STEP 18: 
Click on ‘View 

Syntenic regions … 
with Mus musculus’ 

STEP 17: 
Make sure ‘1Mb clones, ‘30k TPA clones’, ‘32k 

clones’ and ‘Human tilepath clones’ are selected 
under ‘Decorations.’  Zoom out 2 steps. 



 
 
 

Human genes 

Syntenic block 

Human 
chromosome

STEP 19: 
Click on 

[MultiContigView] 

Mouse homologues 
Mouse chromosomes 



 
 
 
 
 
 
 
 
 
 
 
 

STEP 20: 
Click on ‘Export 

sequence as FASTA’ 

Mouse EPO 
homologue 

Ensembl 
EPO gene 
(Human) 

Mouse 

Human 

Vega EPO 
genes 



 
 
 
 

 
 
 

STEP 23: 
Click on ‘BLAST’ 

STEP 22: 
Select and copy a part of the sequence 

STEP 21: 
Click  on 

[Continue>>] 



 
 

 

STEP 25: 
Select ‘Homo_sapiens’ 
and ‘BLASTN’ and click 

on [RUN>] 

STEP 24: 
Paste the copied 

sequence 

STEP 26: 
Click on [Retrieve] 
to check for results 

Summary of 
BLAST search

STEP 27: 
Click on [VIEW] 



 
 

 
 

STEP 28: 
Click on [C] in front 

of best hit 

Alignment of 
hits to query 
sequence 

Best hit 

Location of hits 
on the genome 



 
 
 
 
 
 
 
 
 
 

 
 
 
  

 
 

BLAST hits 

END of the 
Worked Example 

Back in the contigview page… 


