
• Session 3
• Sequence DB refs and 

Sequence Features
• Protein secondary 

structure prediction
• Protein disorder 

prediction

• End of Session 2
• Alignment & analysis



Sequence Features
Manual section 2.8





Creating Sequence Features
Section 2.8.1-3 & Ex 28

• Tasks
– Visualise, create, modify, import and export features.



Sequence Features
Section 2.8.1-3 & Ex 28

• Tasks
– Visualise, create, modify, import and export features.

• Questions
– What are the different types of file formats available 

for import and export ?



Files supporting sequence 
feature data

• Jalview sequence feature files
• GFF files
• Certain ‘rich’ alignment formats

– Stockholm
– AMSA



Sequence Features
Section 2.8.1-3 & Ex 28

• Tasks
– Visualise, create, modify, import and export features.

• Questions
– What are the different types of file formats available 

for import and export ?
– What services allow you to discover annotation and 

sequence features for sequence ?



Retrieval from External Databases
Standard DBs



DAS allows Jalview access to
Over 270 Sequence Databases… 





Sequence Features Dialog box
DAS

ANNOTATION
SERVERS

•Query matches ID to Authority
•Map to local reference frame

•Mouse over for feature 
name, links and scores

•Group features by source
•Type==colour
•Highlight start-end
•Order for optimal display

•Select specific sources
•Filtered list
•Add user defined 
sources



The Distributed Annotation System
Section 2.9.2, Exercise 31

• Task
– Browse available DAS sources for protein 

sequences
– Retrieve annotation for the ferredoxin

alignment.



The Distributed Annotation System
Section 2.9.2, Exercise 31

• Task
– Browse available DAS sources for protein 

sequences
– Retrieve annotation for the ferredoxin

alignment.
• Question

– What does the ‘optimise order’ button do ?



Shading, thresholding, colour by 
label.



Sequence features 
are overlaid on 

alignment to highlight 
key regions

Alignment annotation area 
shows graphs and symbols 

from calculations and manual 
curation

Just to recap…

Annotation can be 
used to shade 

alignment







Protein secondary structure 
prediction

Section 2.6 onwards
in the Manual

Page 65



Protein Secondary Structure 
Prediction Sec. 2.6

• Neural network trained on amino acid profiles
– Predicts Helix, shEet, or Coil based on sliding window

• Also predicts coiled coils and surface accessibilities

• Server can take
– Single Sequence

• Service find homologs with PSI-Blast

– Alignment
• Service uses MSA to calculate profile for prediction



Exercise 26

• Tasks
– Perform a variety of Jnet predictions

• Note the effect of hidden regions
• Learn about sequence associated annotation

• Questions
– …



Exercise 26

• Tasks
– Perform a variety of Jnet predictions

• Note the effect of hidden regions
• Learn about sequence associated annotation

• Questions
– What other data does Jnet provide ?
– Which is better – a PSI blast prediction or an MSA 

based prediction ?
– What happens when you have hidden regions ?


	Slide Number 1
	Sequence Features�Manual section 2.8
	Slide Number 3
	Creating Sequence Features�Section 2.8.1-3 & Ex 28
	Sequence Features�Section 2.8.1-3 & Ex 28
	Files supporting sequence feature data
	Sequence Features�Section 2.8.1-3 & Ex 28
	Retrieval from External Databases
	DAS allows Jalview access to�Over 270 Sequence Databases… 
	Slide Number 10
	Sequence Features Dialog box
	The Distributed Annotation System�Section 2.9.2, Exercise 31
	The Distributed Annotation System�Section 2.9.2, Exercise 31
	Shading, thresholding, colour by label.
	Slide Number 16
	Slide Number 17
	Slide Number 18
	Protein secondary structure prediction
	Protein Secondary Structure Prediction Sec. 2.6
	Exercise 26
	Exercise 26

