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Microbial Diagnostic Microarray 

(MDM) database website



BRI microarray facility

Italy IZSA&M project (2007):

•Diagnostic microarray for the identification of Brucella sp.

Goal; be able to identify other organisms that may cause abortions in animals or that may elicit an 
immunological response similar to those species.

•Diagnostic microarray for genetic characterisation of rabbits E. coli strains.

Virulence and antimicrobial resistance genes of E. coli.



BRI microarray facility



http://bonsai.ims.u-tokyo.ac.jp/~mdehoon/software/cluster/software.htm

http://bonsai.ims.u-tokyo.ac.jp/~mdehoon/software/cluster/software.htm
http://bonsai.ims.u-tokyo.ac.jp/~mdehoon/software/cluster/software.htm


MDM Database



http://jtreeview.sourceforge.net

GlobalView
ZoomView

GeneTree

ArrayTree

QuantArray Files

• The .cdt (for clustered data table) file 
contains the original data with the rows 
and columns reordered based on the 
clustering result.

• The .gtr (gene tree) and .atr (array 
tree) files are tab-delimited text files that 
report on the history of node joining in 
the gene or array clustering

http://jtreeview.sourceforge.net
http://jtreeview.sourceforge.net


http://jtreeview.sourceforge.net

Java TreeView

http://jtreeview.sourceforge.net
http://jtreeview.sourceforge.net


• http://candida2.bri.nrc.ca/IZSAM/

http://candida2.bri.nrc.ca/IZSAM/
http://candida2.bri.nrc.ca/IZSAM/


Do you want to share your files/clusters with other users ?

Download Key File



• Each Microarray has a key file. There may be different versions (e.g 1.0 and 1.1) when more samples are 
added to the chips.

• Each coordinate in a QA-file is checked against the same coordinate in the key file.

• If the coordinate description of the key file doesn't match the description in the QA-file, we will check if 
it's a small error.  The website will correct small errors in the QA-file, if possible.

• If more than 5 descriptions don't match (or can not be corrected), you are likely uploading a QA-file for 
the wrong Microarray, and the QA-file will be refused.  The best solution will be to download the 
latest key file, and re-analyse your chips with QuantArray.

• If your QA-file contains more coordinates (data lines) than the key file, we will also refuse the file. 
This simply means that a new version of the key was not uploaded to the website yet.  (Please contact Admin!)

Key File
                               QA-file



Select species files



• Normalization.

- Log2((Signal-Bkg)/Empty)       Selected by default

- Log2(Signal-Bkg)



MDM Database
• Option of 4 different clustering 

algorithms.

	
 Specifies how the distance between clusters is 
defined (clustering algorithm):



MDM Database
• Option of 8 different options of distance 

calculation.

	
 How the similarity/distance of two elements is 
calculated 



Delete Cluster
(owner or admin)

Zip all cluster files for download

Regenerate the cluster.
e.g. In case of an error. Start viewing the cluster with TreeView

After 30 days 
   cluster files 
       will be deleted





• Administration features.
Add new Microarrays ...

Change the key of a Microarray to a new version ...

Delete a specie and all the files linked to it.

- QuantArray + Normalized files.

- All the clusters (files) linked to it. 

Requires administration password !



• Web-server platform

JAVA

Resin WebServer

CFML H2-Db

Railo Coldfusion
• Railo open-source Coldfusion server.

• “H2” (Java) database (similar to MySQL).

• CFML-engine + H2-Db are integrated in one server.

• CFML language is an extension of HTML language.

http://www.getrailo.org http://www.h2database.com

http://www.getrailo.org
http://www.getrailo.org
http://www.getrailo.org
http://www.getrailo.org

