	Deployment Request
	#    

	Submitted by
	Mark Lewis
	Date
	7/22/08

	Application
	CMA  (Cancer Molecular Analysis Portal)
	Release
	0.75

	CVS

	Code Repository
	Module
	cma
(/share/content/gforge/cma)
	Tag
	CMA_22JULY2008

	Code Repository
	Module
	caintegrator-analysis-commons
(/share/content/cvsroot)
	Tag
	CMA_22JULY2008

	Code Repository
	Module
	caintegrator-spec
(/share/content/cvsroot)
	Tag
	CMA_22JULY2008

	Code Repository
	Module
	caintegrator-application-commons
(/share/content/cvsroot)
	Tag
	CMA_22JULY2008

	Code Reposoitory 
	Module
	kaplan-meier

(/share/content/gforge/kaplan-meier)
	Tag
	CMA_22JULY2008

	Dependencies

	Software
	**********************************************************************************

New Technology Stack (jdk1.5.0_06, jboss 4.0.4, ant 1.6.2)

**********************************************************************************

Utilizes the java.awt package, thus it is required to start the java process with the following command when running on Unix and Linux:

    "-Djava.awt.headless=true”
**********************************************************************************

	Hardware
	We currently have a 2 Gig RAM minimum requirement for any server that this application is deployed on.  This is due to the extremely large data sets that we are processing and returning to the user.  This requirement will almost certainly grow as our datasets grow.

	Additional Instructions

An alternative to the CVS checkout and ant build procedures defined below in ‘Additional deployment instructions’ (Steps 1 - 5) is to simply fetch the cma.war file located at L:\NCICB\CMA_PORTAL\cma.war and deploy it into the JBoss installation.


	Additional deployment instructions 
	Step 1:  caintegrator-analysis-commons.jar
Do a CVS checkout of the caintegrator-analysis-commons module using the tag CMA_22JULY2008.  Execute the default ant task to create  the jar file:  caintegrator-analysis-commons.jar
Step 2:  caintegrator-spec.jar
Do a CVS checkout of the caintegrator-spec module using the tag CMA_22JULY2008.  Execute the build script for the caintegrator-spec project to create the jar file: caintegrator-spec.jar
Step 3:  caintegrator-application-commons.jar  

Do a CVS checkout of the caintegrator-application-commons module using the tag CMA_22JULY2008.   Execute the build script for the caintegrator-application-commons project to create the jar file:  caintegrator-application-commons.jar  

Step 4: kaplan-meier.jar

Do a CVS checkout of the kaplan-meier module using the tag CMA_22JULY2008.   Execute the build script for the caintegrator-application-commons project to create the jar file:  caintegrator-application-commons.jar
Step 5:  cma.war
Do a CVS checkout of the cma module using the tag CMA_22JULY2008.   Execute the ant build file’s default task which will create the cma.war file.




	
	Step 6:   Setup the system properties

Add the properties block for the cma portal in the properties-service.xml file located in the JBoss directory: /usr/local/jboss-4.0.2/server/ncicb-app/deploy.
The block to add is:
<attribute name="Properties">

               gov.nih.nci.cma.propertiesFile=/local/content/cma/config/cma.properties

 </attribute>
Step 7:  cma.properties file
If they do not exist on the Production system, create the directories:
/local/content/cma/config  and

/local/content/cma/data
Copy cma.properties from the Staging instance into the directory /local/content/cma/config.
Additionally, transfer the file pid_pathwayNames.txt into the directory /local/content/cma/data. 
Check to make sure that the file /local/content/cma/conf/cma.properties has the following contents (Note: The below content may be out of date in places, see Staging cma.properties for latest and modify that where necessary):
#properties for gene pattern

gov.nih.nci.caintegrator.gp.server=http://caintegrator-dev.nci.nih.gov/
gov.nih.nci.caintegrator.gp.desencrypter.key=<decrypt key>
gov.nih.nci.caintegrator.gp.publicuser.poolsize=50

gov.nih.nci.caintegrator.gp.publicuser.name=<Genepattern public user name>
gov.nih.nci.caintegrator.gp.publicuser.password=<Genepattern public user password>
gov.nih.nci.caintegrator.gp.modulename.geneexpression=ConvertToGctAndClsFile

gov.nih.nci.caintegrator.gp.modulename.copynumber=ConvertToCNFile

#analysis server properties

gov.nih.nci.cma.jms.factory_jndi=ConnectionFactory

gov.nih.nci.cma.jms.analysis_request_queue=queue/SharedAnalysisRequest

gov.nih.nci.cma.jms.analysis_response_queue=queue/CMAanalysisResponse

gov.nih.nci.cma.jms.jboss_url=cbiovdev5024.nci.nih.gov:51599
#for annotation properties

gov.nih.nci.cma.annotations.links.reporter=http://lpgws.nci.nih.gov/cgi-bin/AffyViewer.cgi?st=1&org=1&query=

gov.nih.nci.cma.pathwayList=/local/content/cma/data/pid_pathwayNames.txt

#pathway link URL

gov.nih.nci.cma.links.pathway_url=http://tcga-portal-stage.nci.nih.gov/tcga-portal/pathwayDiagram.portal?context=cabig&pathway=



	
	#genome worlbench URL

gov.nih.nci.cma.links.genomeworkbench_url=http://cgwb.nci.nih.gov//cgi-bin/fwd?gene=

#heatmap viewer URL

gov.nih.nci.cma.links.heatmap_url=http://lpgws.nci.nih.gov/perl/heatmap?xml_dump=1

#genome workbench genomic 

gov.nih.nci.cma.links.cgwb_genomic_url=http://cgwb-dev.nci.nih.gov/cgi-bin/fwd?hint=tcga&hint2=genomic

# UNCOMMENT THIS LINE FOR STAGE AND PROD 

cma.register.mailTo.support=ncicb@pop.nci.nih.gov

cma.register.mailSubject.support=CMA: Request username/password

cma.register.template.support={first_name} {last_name} is requesting an account for the CMA Application. \n\nFirst Name

 - {first_name}\nLast Name - {last_name}\nEmail -  {email}\nInstitution - {institution}\nDepartment - {department}\nPho

ne - {phone}\n\nThis is an automated email sent from the CMA Application.\n

cma.register.mailSubject.user=CMA: Thanks for registering

#cma.register.template.user=Dear {first_name} {last_name},\nThanks for registering for access to the CMA Application.  

You will receive your official account information via email shortly.  Until you receive your full account you may logi

n with the following username/password - 'RBTuser/RBTpass'.  Please contact ncicb@pop.nci.nih.gov for further assistanc

e.\n\n\nSincerely,\n-The CMA Team

cma.register.template.user=Dear {first_name} {last_name},\nThanks for registering for access to the CMA Application.  You will receive your official account information via email shortly.  Please contact ncicb@pop.nci.nih.gov for further 

assistance.\n\n\nSincerely,\n-The CMA Team

cma.feedback.mailSMPT=mailfwd.nih.gov

cma.feedback.mailFrom=no-reply@caintegrator.nci.nih.gov

	
	Additionally, in the cma.properties file:
Change the gene pattern server property:  gov.nih.nci.caintegrator.gp.server to point to the Production gene pattern server. 
Change the gov.nih.nci.cma.jms.jboss_url property to point to the 

jms provider host name and port number for the Production tier.

	
	Step 8:  Configure the oracle-ds.xml file:  
Go to the directory: /usr/local/jboss404/server/ncicb-caint/deploy and edit the file: oracle-ds.xml 

Add the below block, and change the connection-url, user-name, and password to the correct values for the Production database. 

   <local-tx-datasource>

               <jndi-name>cma</jndi-name>

               <connection-url>jdbc:oracle:thin:@cbiodb2-d.nci.nih.gov:1521:TARDEV</connection-url>

               <user-name>cmadev</user-name>

               <password>cmadev1234</password>

                           <min-pool-size>25</min-pool-size>

                           <max-pool-size>50</max-pool-size>

               <driver-class>oracle.jdbc.driver.OracleDriver</driver-class>

               <exception-sorter-class name>org.jboss.resource.adapter.jdbc.vendor.OracleExceptionSorter</exception-sor

ter-class-name>

            </local-tx-datasource>
Step 9: Configure the login-config.xml file.  
Go to the directory /usr/local/jboss404/server/ncicb-caint/conf and edit the file 
login-config.xml Add the following block: 

<application-policy name="cma">

         <authentication>

            <login-module code="gov.nih.nci.security.authentication.loginmodules.LDAPLoginModule" flag="required">

                <module-option name="ldapHost">ldaps://ncids4a.nci.nih.gov:636</module-option>

                <module-option name="ldapSearchableBase">ou=nci,o=nih</module-option>

                <module-option name="ldapUserIdLabel">cn</module-option>

            </login-module>

         </authentication>

     </application-policy>

Step 10: Configure JMS in JBoss

a) Copy the file cma-jbossmq-destinations-service.xml from Staging JBoss directory <JBOSS_HOME>\server\default\deploy\jms to Production equivalent. Contents of file are:

  <mbean code="org.jboss.mq.server.jmx.Queue"


name="jboss.mq.destination:service=Queue,name=CMAanalysisResponse">

    <depends optional-attribute-name="DestinationManager">jboss.mq:service=DestinationManager</depends>

  </mbean>


	
	Step 11: Check that the Analysis Server nodes (currently there are three) serving the production tier are running, and that they are the correct version. The required version is 12.9.1, and can be verified by examining the version logged to the Analysis Server log file.
Step 12: Fetch the logging configuration file log4j.xml from the Staging instance (at 
/usr/local/jboss404/server/ncicb-caint/conf) and copy to the Production equivalent.
Step 13: Copy the Rbinary files from the Staging tier to the Production tier.
a)  Copy the Rdata files starting with TCGA_ from the /local/content/caintegrator/RdataFiles directory to the /local/content/caintegrator/RdataFiles directory on each of the Production Analysis Server machines. Copy all of the files starting with TCGA_ to each of the Production machines. 

b) Copy the Rdata files for gene pattern.   Copy the files starting with TCGA_ from the /usr/local/genepattern/resources directory on the Staging machine to the /usr/local/genepattern/resources directory on the GenePattern server for the Production tier. 
Step 14: CSM and UPT 
This deployment requires that the CMA database tables be moved from Staging to Production.  This includes an upgrade from CSM 3.2 to 4.0.  Verify that all the CMA schema tables related to CSM have been replicated. On the UPT side, the CMA application needs to be added to the CSMUPT application within the UPT.  It’s not really possible to go into much more detail because the information that’s added is specific to the installation tier (QA, STAGE, PROD, etc.). Both of these steps are a one-time setup. Verify that all users from the existing tier are included in the new tier. 
Step 15: Deploy the cma.war file to the staging server and start JBoss.

Step 16: Quick verification of the deployment

a) Navigate to the url for the deployment:  

http://cma-stage.nci.nih.gov or http://cma-prod.nci.nih.gov
b)  Select Gene View on the left-hand side of the page
c) Select the Gene Expression plot radio button and enter EGFR for the gene
      symbol.  You should see a histogram popup. 

Steps a,b,c will verify that the application is correctly deployed and that the 
analysis server is functioning properly. 

Next click the analysis tools tab and select GenePattern Home button. 
A GenePattern window should appear. 

This will verify that GenePattern is installed correctly and that the link between 
the portal and GenePattern is working correctly. 

	Additional post-deployment test case instructions
	. 
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