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	Impact Analysis
Estimated labor categories and hours required: 

Software Engineer: 420 hrs.

QA: 20 hrs.

Cost Estimates:

N/A
Estimated schedule with dependencies (include Gantt chart): 

Precise scheduling is unavailable at this point.
Risks and risk mitigation strategies (attach additional documents if necessary):

1. For clinical trials information, caMod would need to replace caBIO with CTRP as data source. This requires modification to CTRP. Discussion with CTRP is ongoing and information not available at this point.
2. Not replacing caBIO with alternative data source would result in loss of functionalities.

3. No scheduling information from each team. It is unclear the modifications can be accomplished by the requested complete date (August, 2013).



*Attach Impact Analysis from all impacted projects.
	Implementation Plan: 
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	Impact Analysis
Estimated labor categories and hours required: 

If we were to just remove caBio and its functionality from the application, the estimate is:

* Software Engineer: 24 person-hours

If we have to replace caBIO, we would have to pull that information from various sources, just as caBio did. Our rough estimate is:

* Software Engineer: 240 person-hours

Existing functionality: 

caIntegrator uses caBIO to 'Choose Genes' for all of its interfaces where one or more genes can be used as a search criteria. caBIO helps to narrow down on the search of Genes using any of the items like Gene Keywords, Gene Symbols, Gene Alias, Database Cross Reference Identifier or Pathways.
· Gene Keywords searches the description field in caBIO; the result displays in the Full Name Column.

· Gene Symbols searches only the Unigene and HUGO gene symbols in caBIO.

· Gene Alias searches for one or more gene symbols which are synonymous for the current gene symbol.

· Database Cross Reference Identifier searches for the symbol for this gene as it appears in other databases.

· Pathways searches only the pathway names in caBIO. Note that searching in Pathways is a two step process. First, the initial Pathway search produces search results which are pathways. Second, from the pathway search results screen, you must select pathways of interest, then click Search Pathways for Genes to obtain a list of genes related to the selected pathways.

https://wiki.nci.nih.gov/display/caIntegrator/4+-+Searching+a+caIntegrator+Study#id-4-SearchingacaIntegratorStudy-ChoosingGenes 

Cost Estimates:

Estimated schedule with dependencies: 

Risks and risk mitigation strategies (attach additional documents if necessary):



	Reasons for Rejection (attach additional documents if necessary):



· If multiple projects are impacted, fill one out for each project.

· Please use Jira “comments” to post questions or request clarifications.
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	Impact Analysis
Estimated labor categories and hours required: 

For impact analysis – see comment to JIRA entry

Replace caBIO with BioDBNet as data source for gene and pathway information – 60 developer hours, 5-10 QA hours

Replace caBIO with CTRP as data source for clinical trials information – LOE on modifications to caMod is 60 developer hrs and 5-10 QA hrs. LOE on modifications to CTRP is still TBD, discussions with CTRP team ongoing

Cost Estimates:

Estimated schedule with dependencies:
ICR maintenance contract ends on 10/23/2012. These changes will have to be done during a new contract cycle. Therefore, precise scheduling can not be provided at this time.

Risks and risk mitigation strategies (attach additional documents if necessary):

Risk – not to replace the data sources  - will result in loss of functionality of caMOD


	Reasons for Rejection (attach additional documents if necessary):



· If multiple projects are impacted, fill one out for each project.

· Please use Jira “comments” to post questions or request clarifications.
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	Impact Analysis
Estimated labor categories and hours required: 

Currently version of caMOD uses caBIO client jar for gene and clinical trials information.

We found that there is a project at NCI Frederick called bioDBnet (http://biodbnet.abcc.ncifcrf.gov/) that might work as replacement for the gene information. It allows Entrez Gene ID as input to the query and the output can be the official gene name, the gene ontology information, and maybe even the biocarta pathway information. It also offers web services.

We went through the bioDBNet and here is the workflow:

bioDBNet - http://biodbnet.abcc.ncifcrf.gov/
Click dbReport

Enter Gene id: 18128

Click 'Submit Query'

On the next screen,

Gene Name is under: Sequence, Gene, Protein 

                Gene Info

Gene Ontology is under: Annotations, Features

                GO - Cellular Component

                GO - Biological Process

                GO - Molecular Function

Biocarta pathways is under: Pathways, Interactions, Metabolites 

                Biocarta Pathway Name (Only description, No links exists)

So, it looks like it has all the gene related info we need for caMOD. We also looked at the java client it provides.

Our estimation is an LOE of 60 hours that includes removing the existing caBIO configuration, add the new bioDBNet configuration, change the code to retrieve the data from bioDBNet, display the data and final testing.

Cost Estimates:

Estimated schedule with dependencies: 

Risks and risk mitigation strategies (attach additional documents if necessary):



	Reasons for Rejection (attach additional documents if necessary):



· If multiple projects are impacted, fill one out for each project.

· Please use Jira “comments” to post questions or request clarifications.
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	Impact Analysis
Estimated labor categories and hours required: 

Currently version of Rembrandt uses caBIO client RESTful for Pathway information.

We found that there is a project at NCI Frederick called bioDBnet (http://biodbnet.abcc.ncifcrf.gov/) that might work as replacement for the gene information. It allows Entrez Gene ID as input to the query and the output can be the official gene name, the gene ontology information, and maybe even the biocarta pathway information. It also offers web services.

We went through the bioDBNet and here is the workflow:

bioDBNet - http://biodbnet.abcc.ncifcrf.gov/
Click dbReport

Enter Gene id: 18128

Click 'Submit Query'

On the next screen,

Gene Name is under: Sequence, Gene, Protein 

                Gene Info

Gene Ontology is under: Annotations, Features

                GO - Cellular Component

                GO - Biological Process

                GO - Molecular Function

Biocarta pathways is under: Pathways, Interactions, Metabolites 

                Biocarta Pathway Name (Only description, No links exists)

So, it looks like it has all the gene related info we need for Rembrandt. We also looked at the java client it provides.

Our estimation is an LOE of 60 hours that includes removing the existing caBIO configuration, add the new bioDBNet configuration, change the code to retrieve the data from bioDBNet, display the data and final testing.

Cost Estimates:

Estimated schedule with dependencies: 

Risks and risk mitigation strategies (attach additional documents if necessary):



	Reasons for Rejection (attach additional documents if necessary):



· If multiple projects are impacted, fill one out for each project.

· Please use Jira “comments” to post questions or request clarifications.
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