
SUBA Tutorial 
 
This interface is written for and optimized for Mozilla FireFox, a free browser (download 
~ 7 Mb at many download sites world wide), it will also work on Microsoft Explorer (6 
and above), but is a bit slower in the database searching. 
 
Then you open the SUBA URL at : http://www.suba.bcs.uwa.edu.au
 
 
You will see the contents of the Search Tab (below) 
 

 
 
In the Top Box the “Search for Arabidopsis genes where…” is the beginning of the 
Boolean query sentence that will form your query of the database. To add to and refine 
this query you use one of the lines of pull down menus below the box.  
 
For example: 
If you look at the first line and pull down the first box to select “mass spectrometry” and 
the location menu to select “plastid”, then add this to the query using the “add to query” 
button on the far right of this row. The words will appear in the Top Box to show you are 
now asking for “Search for Arabidopsis genes where found by mass spectrometry in 
plastids”. Further additions can now be made, but first you must select the Boolean 
linker, the “and” or “or” command buttons (or brackets for more complex queries) are 
below the query sentence box. If you make a mistake, CLEAR LAST will remove the last 
part of your query, if you hit CLEAR ALL, you will delete the whole query. If you select 
“and” and then use the pull down boxes for found in “GFP analysis in plastids” and add 
to query, then you will be selecting the set confirmed to be in plastids by both GFP and 
mass spectrometry. If you used “or” instead between these two commands, you would be 

http://www.suba.bcs.uwa.edu.au/


selecting the much larger set where GFP, mass spectrometery or both GFP and mass 
spectrometry had located gene products in plastids.  
 
Much more complicated queries than this can be made using this interface. Note that you 
can look at the claims of particular research papers using the “found in reference” line, 
this allows combinations of sets from specific papers (by using “or” linkers) or looking 
for the set of proteins claimed by multiple papers (using “and” linkers). 
 
The targeting predictor sets can also added to queries, and they can be further refined by 
using word searches of the descriptions of genes (eg. you can limit your search to genes 
with the word “dehydrogenase” or “kinase” in the description). Alternatively , or in 
combination with the above, you can list specific loci (Atxgxxxx.1) in your search 
criteria using the Bottom Box to rapidly view a specific subset of gene products and the 
evidence for their location.  
 
 
Once a query has been built and the database queried, then the Results Tab will 
automatically be displayed.  
 

 
 
The default is to show six columns: the chromosome locus number (chrlocus), the short 
gene name (if known) the description, (ie. long gene name), and the reduced information 
for GFP, MS and SP source data. One hundred results are shown at a time, further pages 
can be displayed by using the forward and back arrows at the top of the page. The total 
number of results is noted at the top of the page.  
If you click on the Columns Tab you can now select other columns to be added to this 
search.  
 



 
 
 
These are broken into sections: 
“Commonly used” being the default columns 
“Characteristics” being protein sequence attributes such as location in the genome, 
number of matching ESTs, descriptions of gene function, MW, pI, GRAVY etc.  
“Prediction” and “Prediction details” provides much more detail on the prediction 
programme results, most of these programmes provide numeric scores that relate to the 
likelihood of prediction, all these can be displayed. Refer to the details of each 
programme in the original articles for interpretation of these numbers. The columns with 
“x_x_x_location” are the final claim of location by each programme.  
“Data sources” provides the individual columns for FP (Fluorescent Protein 
Localisation) , MS (Mass spectrometry localization) and SP (Swiss-Prot database 
information) in different locations that can be useful if downloading larger datasets to 
excel and wanting to sort by location details.  
 
Individual columns can be added, or alternatively, add them all by ‘mouse over’ of the 
blue dots to the left of the column descriptions, and “Add Selected Data” on the top tag.  
If you return to the Results Tab, these columns will be added. If any are now not wanted, 
these can be hidden by simply clicking on the top of the column, or a return to the 
Columns Tag can change the columns required. 
 
All the data selected and present in the Results Tab can be downloaded using the button 
on the bottom of the Results Tag to Excel for further analysis by the user.  
 
Each column of the “Data Sources” data provides a link to the data. For GFP and MS this 
is a PubMed ID number or ISI ID number, these can be easily used to find the articles, 
these are hyperlinked to the articles online. For the Swiss-Prot columns these are Swiss-
Prot IDs, again these are hyperlinked to the Swiss-Prot database.  
 
Each loci number (Atxgxxxx) operates as a link to a ‘flat-file’ presentation that provides 
a variety of information and links that we hope are helpful to the user. These include a 
display of the different names of the gene, a variety of database lookups to well known 



resources online, and a picture presentation of the hydropathy plot so the user can get 
some idea of the likely orientation of the protein in membranes etc. 
In addition a series of pull down menus at the base of the page provide information on the 
physical characteristics of the protein, InterPro domains and targeting prediction 
programme outputs. 
 
 

 
 


