



Agilent Genomic Workbench  
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DNA Analytics has now become Agilent Genomic Workbench 
Workbench 5.0 is the next generation in Agilent’s genomic-based analysis package, containing new functionality that expands beyond the DNA Analytics paradigm, meeting the growing needs of researchers investigating copy number variation, protein binding events, and DNA Methylation.
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 Workflow Manager - utility that provides a “one-click” solution for data analysis – enabling scanned images to be turned into analyzed data in one step 
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 Sample Manager Utility - which enables uses to easily associate sample information with an experiment, making it easier to track information through analysis 
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 Methylation Analysis Algorithm - which enables you to define methylation events in your experiment (license required) 

· Analyze large array set experiments – analysis includes Agilent’s SurePrint G3 array formats 

· Upload, view, and use genome tracks as - part of data analysis 

· Link out to the UCSC genome browser - more contextual information for your experiment

Three different parts of software:

Oligo aCGH Array Solution
Agilent’s microarray-based comparative genomic hybridization (aCGH) technology is a powerful solution to your research in cancer and developmental disorders. Choose from our wide product offerings of whole genome and zoom-in 60-mer oligo CGH microarrays for human, mouse, and rat. Agilent’s CGH end-to-end solution consists of flexible microarray formats, optimized and easy-to-use protocol, high resolution microarray scanning, and powerful analytics software to give you the best quality results. 

ChIP-on-chip Solution
The ChIP-on-chip DNA microarrays allow the monitoring of binding events of DNA-binding proteins to areas around the human and mouse promoters, yeast genome and defined regions such as the Human ENCODE region. In addition, custom ChIP-on-chip arrays can be constructed from almost any organism including Zebrafish, Drosophila, Arabidopsis, and more. 

 DNA Methylation Solution
The DNA methylation microarrays allow the monitoring of methylation events in CpG Islands, areas around the human and mouse promoters, and defined regions such as those found in Human ENCODE. In addition, custom tiling arrays can be constructed from almost any organism including Zebrafish, Drosophila, Arabidopsis, and more. 

The Software is power-packed and offers unique functionality for better productivity and performance---all in one package. This showcase will acquaint you with just a few of the user-friendly views and features.

Utilize the Multiple Data Views
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The software provides multiple views of the data including a data and experiment browser; three levels of zoom-in including Genome, Chromosome, and Gene views; and a tabbed view of the feature by feature probe data and annotations. A toolbar displays the major settings currently in use for the analysis.
Application Modules
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In order to support a growing list of applications, DNA Analytics 4.0 provides the user the ability to activate different ‘application modules’. Currently, there are Application modules for CGH, ChIP, and Methylation. The users can switch between different modules depending upon their application of interest.

Filter Identified Variations
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Edit Aberration Filters

Name  DefaultAberrationFilter

Minimum number of probes in region ﬁ

Minimum absolute average log ratio for region 5.0

Maximum number of aberrant regions

Percent penetrance per feature





Use the built in filtering mechanisms to create, save and apply criteria for selection of features, arrays, and aberrations/ enrichment sites that will be analyzed.

View Graphical Variation Summaries
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Use the graphical report generator to produce summary views of aberrations or enrichments across many samples. Aberrations for CGH arrays are displayed in a heatmap like view with their relative position displayed against an ideogram of the chromosome with each array analyzed in a separate column.

Workflow View
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Manage the analysis process through the new Workflow mode in DNA Analytics. This makes it easier to save all analysis parameters, and to create workflows to be used again and again.

Genomic Tracks
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Upload and/or reference genomic tracks as part of your analysis. Genomic Tracks can be viewed along with data, and can be used as genomic boundaries in your analysis process.

Cytogenetics Reports
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Once you have identified aberrations of interest, you can save them as a user-friendly report that can be printed, and shared with others.

Perform Joint Analysis of CGH and Gene Expression Data
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Explore the correlation between copy number measured by Agilent microarrays and expression levels measured in any platform using matched samples. The joint analysis tool takes the aberration calls detected from CGH analysis and finds correlation with expression values for the same samples from the expression arrays.[image: image13.png]
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