ChIP Analytics 1.2 software is an
easy-to-use application for analyzing
data from Agilent ChIP-on-chip
microarrays. It accepts data output
from Agilent Feature Extraction
software or AXON GenePix®
software and analyzes the
significance of protein binding
events without extensive processing
and manipulation. The software
takes advantage of the high-speed
statistical analysis functions that
include user-configurable heuristics
for binding event identification
based on p-values and adjacent
probes, as well as inter- and intra-
array intensity normalization and
error modeling.

Figure 1. The peak detection visualization feature
allows inspection of the regions of interest and a

display of nearby genomic features.
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Agilent ChIP Analytics
1.2 Software

Features and Benefits at a Glance

* New visualization capabilities with
reference genome, QC plots, and
binding event data

* Qutput reports containing probe,
sequence, and gene detail

+ UCSC track report option allows

* Peak detection algorithm for conven- visualization of binding event data in

ient visualization of binding sites the UCSC Genome Browser

« Simultaneous analysis of sets of « Support for multiple biological and

microarrays and experiments technical replicates
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Simultaneous Analysis of Sets of
Microarrays with Annotations
Overview of ChIP Analytics workflow
and inputs and outputs. Software
supports use of multiple biological
and technical replicates.

Output Reports Containing Probe,
Sequence, and Gene Detail

Output allows identification of probes,
genes, and genomic loci that exhibit
significant binding. ChIP Analytics reports
its findings in file formats that can be
easily loaded into other analysis software.
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Option of UCSC Track Report
Compatibility with the UCSC Genome
Browser view allows you to easily
visualize binding data (shown here is a
May 2004 human reference sequence
based on NCBI Build 35).

QC Report

Shown here is an example of the
convenient, at-a-glance visualization for
key experimental elements. The QC report
shows a plot of the immunoprecipitated
extract (IP) vs. the whole cell extract
(WCE) and allows identification of
enriched vs. unenriched targets.
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Total Number of Skdes 10
Total number of Probes 442900
Significant Probes (p < 0.001) 3279
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Segments Total bound segments = 983. corresponding to 1472 bound genes.
Blanks subtraction normalization
Normalizations. Inter-array median normalization
Intra-array (dye-bias) median normalization
Error Models ‘Whitehead Neighborhood Error Model v1.0

Details for each array

Shide Name Number of Probes  Significant Probes Bound Probes  Derivative Log ratio spread
Agilent-013149 HPOla 251314910018 44290 301 296 0.0123
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Specifications
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Product number (commercial use)
Product number (academic/non-profit use)
License type and duration

Operating system

RAM
Hard disk space

Additional software

CPU

About Agilent’s

Integrated Biology Solutions
Agilent Technologies is a leading
supplier of life science research
systems that enable scientists to
understand complex biological
processes, determine disease
mechanisms, and speed drug
discovery. Engineered for sensitivity,
reproducibility, and workflow
productivity, Agilent's integrated
biology solutions include
instrumentation, microfluidics,
software, microarrays, consumables,
and services for genomics, proteomics,
and metabolomics applications.

G4477AA, option CML
G4477AA, option NFP
One year, single workstation

Windows® 2000
Windows® XP SP2
Mac 0S8 X

Minimum 512 MB (1 GB or more preferred)
200 MB (software)

2 GB or more (design files and Feature Extraction

data files)

Internet Explorer 6.0 or later
Adobe® Reader 4.0 or later
Java 1.4.2_08 or better

2.0 GHz processor or faster

Agilent online resources

at your fingertips

* Ask the Experts — Learn how
to get the most out of your
Agilent products.

* Special offers — Benefit from
savings on Agilent products and
services.

* Events calendar — See Agilent
at leading industry conferences
and trade shows.

* Web links — Go directly to

detailed information on the Web.

Product Note

For more information
Learn more:

www.agilent.com/chem/informatics

Find an Agilent customer center in your
country:

www.agilent.com/chem/contactus

U.S. and Canada
1-800-227-9770

agilent_inquiries@agilent.com

Europe
info_agilent@agilent.com

Asia Pacific
adinquiry_aplsca@agilent.com

Research use only. Information, descriptions, and
specifications in this publication are subject to
change without notice.

Agilent Technologies shall not be liable for errors
contained herein or for incidental or consequential
damages in connection with the furnishing, per-
formance or use of this material.

GenePix® is a registered trademark of Molecular Devices
Corporation.

Adobe® is a registered trademark of Adobe Systems
Incorporated.

Windows® is a U.S. registered trademark of Microsoft
Corporation.
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