
MicroArray Data Repository
o shared resource uploads 

experiment data
o system notifies the PI
o PI downloads their files
o Access controlled site
o Could support MIAME 

annotation

MicroArrays Database
o query of a maintained database 

of Agilent chips
o search by any or combination of 

GB accession number, gene 
symbol, gene name, Unigene 
name, or LocusLink ID

o enables investigators to select 
the optimal chip for an 
experiment

MicroArray Data Analysis
o implementation of R on the web
o using algorithms from bioinformaticists
o users can upload experiment data results
o yields annotated results

The Stanford HIVDB web service (Sierra) allows users to obtain the latest 
Stanford HIV Drug Resistance Algorithm scores, comments, and inferred levels 
of resistance to 17 FDA-approved protease and RT inhibitors. However the 
provided Perl program requires modification to be used for each sequence.

We developed the following algorithm to automate the process:
Using Cold Fusion program:

1) read 1100 sequences from files with all provided characteristic such as 
patient ID, patient visit etc and insert them into the Oracle table

2) extract the user requested number of codons from our database 
3) use the WSDL specification to determine the number and structure of 

all inputs and outputs
4) interface with the Stanford algorithm for each sequence to produce an 

XML document
5) perform an XSL transformation on each XML document
6) insert the parsed results into our Oracle database
7) send users output in dynamically created Excel format

BayesMendel R package Distribution:
o World-Wide Statistical Software 

Dissemination
o User Administration and Authentication
o Email Notification
o CRM System

Summary of Conclusions:
o every application developed is web-based, supported by a robust database engine
o Use of CDEs and ontologies from SPOREs and CaBIG
o Rapid Application Development

Introduction:
Needs:

o web-based storage for experiment results
o statistical analysis of microarray data
o querying of commercial gene chips
o correlating microarray data with specimen bank data for clinical trials

Constraints:
o staff of three
o customized user requirements
o users' tight budgets
o compressed production schedules

https://www.rig.onc.jhmi.edu
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