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HHooww  ttoo  aacccceessss  ggeennoommiicc  iinnffoorrmmaattiioonn  uussiinngg  EEnnsseemmbbll  ((wwoorrkkeedd  eexxaammppllee))  

 

 

STEP 1 

Choose human 

 

‘About Ensembl’ 
plus general help 
and documentation –
multi-species
Multi-species 
text searching 
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Search 
function 

STEP 2 

Help!

Pick 
chromosome 20 

Quick access to 
the different 
“Views” 

 
 
 
 

 

Click to display 
a region 

STEP 3 

Display the 
region between 
markers 
D20S619 and 
D20S1116 

Display a region 
between any two 
features 
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Entire 
chromosome 

Fw
d 

st
ra

nd
 fe

at
ur

es
 

R
ev

er
se

 st
ra

nd
 

‘Overview’ 
displays 
chromosomal 
region
 

STEP 4 

‘B
six
and
pro
Click on location in 
overview panel to 
center on AVP gene 
‘Detailed view’
use menus on 
gold bar to 
customise view
and then zoom  
in using the “plus” 
button 

DNA (contigs) 
sequence assembly 

asepair View’ shows 
 frame translations  
 restriction enzyme 
file 



  

 4

  
  

  
 
  

 

‘Expand’ or 
‘compact’ the 
Unigene 
evidence track 

STEP 6 

Evidence 
tracks 

Customise the display 
– show SNPs, hide 
Genscans, CpG 
islands, Vega 
transcripts and EST 
transcripts 

STEP 5 

Jump to 
CytoView 

STEP 7 

 



  

 

 

STEP 8 

Zoom out to 
view larger 
region 

Dump clones 
and genes 

 
 
 

 

STEP 9 

Use browser 
BACK button 
to return to 
ContigView and 
then click on a 
marker 

Map 
information

 
  
STEP 10
5

Use browser BACK 
button to return to 
ContigView, then click 
on a SNP 



  

 

 

Details of 
this SNP 

Genomic 
neighbourhood, 
showing genes 
and SNP types 

SNP 
location(s) 

  
STEP 11 

Use browser BACK button 
to return to ContigView, 
then click on the AVP 
Ensembl transcript (red) 
6
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View genomic 
location 

 

Ho
oth

 

 
 

 

Ex
ret
an

Refe
from

Ge

Links 
databa

GO

P
s

Look at the 
GeneView page, 
then click ‘View 
transcript info’ to 
go to TransView  
STEP 12
mologies with 
er species 

port data -  
rieve sequence 
d annotation 

rences 
 SwissProt 

neSNPview 

to other 
ses 

 annotation 

Find related 
proteins 

rotein 
tructure 
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Transcript 
sequence 

Exon/intron 
sequence 

Display more or 
all of the intro
sequence 

n  
 

 

STEP 13

Customize: Select 
‘Codons/peptide/SNPs’ 
and ‘number bps’ 

STEP 15 
Go to 
ExonView 
STEP 14
ExonView
Go to 
ProteinView
Evidence used to
build gene 
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Links back to 
TransView 
or ExonView 

STEP 16 

Protein 
sequence 

Domains in 
protein 

SNPs 

Examine 
ProteinView 
page, then 
click to go to 
FamilyView 
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Use browser BA
return to Gene
on ‘Export gen
GenBank or FA

STEP 18 

Fam
in ot
spec

 
 
 
 
 
 
 
 
 
 
 
 
 
 

Chromosomal 
location and links 
to other human 
family members 
See multiple 
alignment 

STEP 17 

CK button to 
View, then click 
e data in EMBL, 
STA’ 

ily members 
her Ensembl 
ies 
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STEP 20 

STEP 19 

Choose the 
FASTA tab 

 
 
 
 

 

STEP 2

  
  
 

Include 500bp on 
either side, genomic 
and select HTML 
format and click 
‘Export’
1 
Copy part of the 
sequence, and 
then click on 
BlastSearch
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Paste the 
sequence, select 
the databases 
Homo sapiens & 
Peptides; select 
BLASTX as 
search tool; 
then click ‘Run’ 

STEP 22 

  
 
 

 

Status of query: C

STEP 23 

Status of query: Job queued 

Display options – 
use default 
Click to retrieve 
results – repeat 
till see that query 
is completed - 
then click ‘view’ 
ompleted 



  

 

 

Show in 
ContigView 

STEP 24 

 
 

(A) Query alignment 
(S) Query sequence  
Query 
sequence 
bases of this 
HSP
13
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STEP 25 

After viewing 
BLAST hits, 
zoom out several 
steps, then use 
‘Export’ pull-
down menu to 
export an 
Ensembl gene list 

View the 
BLAST hits 

  



  

 

 

STEP 2

 
 

15
6 
Request 
positional data 
and external 
gene ID
 

Select Excel 
output format,
and click 
‘export’
EnsMart page, 
ready to export 
gene feature list 
for the region 
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Output in Excel format 
 

 
 
 
 
Output in HTML format 
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