Discover Oncomine.
Discover more.

The Potential.

Genomic technology advances have created
unprecedented potential—potential for
discovery, potential for advances in drug
development, but also potential for confusion

and misdirection.

The Need.

There is a critical need for solutions that allow
cancer researchers to simply and effectively
navigate genomics data to make new
discoveries, fo validate these discoveries, and
to apply new discoveries to patients most likely

to benefit.

The Solution.

Oncomine accelerates your cancer research
by providing simple and powerful ways o
navigate and interpret the world’s largest
collection of cancer genomic data to answer

your critical research questions.
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PROFESSIONAL APPLICATIONS

Find your target

Oncomine’s carefully curated data and analyses are served up to . .

users through a unified web interface designed by scientists for the blg pICture
scientists. This interface is inspired by users to reflect workflows

that easily answer key cancer research questions about your target gene expression and cancer
or your drug. e Easily compare gene expression profiles between
cancer and normal samples
Oncomine 4.3: Plot of AGTR1 in breast cancer - the source of a e Compare gene expression between different
new discovery published recently in PNAS molecular, pathological, and clinical cancer subtypes

e Search for genes that distinguish and predict cancer
types and subtypes

identify and validate
¢ |dentify potential drug targets by filtering for
“druggable” gene families such as kinases and
membrane-bound proteins

e Validate target gene expression in normal tissues,
benign conditions, hematological malignancies and
solid tumors

e Investigate expression of genes in pathways and
networks associated with cancer

e |dentify pathways, processes, chromosomal regions,
and regulatory motifs activated in cancer

Oncomine Concepts Edition is a powerful web application that drug and biology interaction
integrates and unifies high-throughput cancer profiling data so e Associate diseases with the gene signature of
that target expression across a large volume of cancer types, a compound

subtypes, and experiments can be assessed online, in seconds.

Additionally, it allows users to search the Oncomine database * Identify pathways regulated by a compound

for enrichment of user-defined gene signatures. These analyses ¢ Use a compound’s gene signature from animal
provide valuable insight into biology, regulation, pathways, drug studies to identify like compounds and potential
response, and patient populations. toxicological associations with it

Oncomine Enterprise Edition provides the ability to securely

share user-defined signatures across an organization as well

as add proprietary gene expression datasets to the Oncomine -I:e atU res

database. Your data go through the same rigorous curation

process as all other Oncomine data, assimilating it to the entire

Oncomine database for more powerful meta-analysis. Oncomine is a database-driven web application providing
users with the ability to navigate, analyze, and visualize
gene expression and copy number data and molecular

Enabling research
concepts.

From the smallest start-up to the biggest multinational company,
Compendia Bioscience has options that can meet both their needs e Smart search with auto-complete
and their budget. . .

9 e Multi-gene and multi-term search

Direct inquiries to sales@compendiabio.com. « Meta-analysis and Meta-COPA
¢ Rapid navigation and visualization of results
¢ Oncomine support community
¢ Export results to Excel and PowerPoint
cempen dia ¢ Proprietary concept upload and association concepts
biescience

www.compendiabio.com




Uncomplicated solutions

Cancer research is full of
complicated questions.

The professionals at Compendia
Bioscience can leverage years of
experience and Oncomine-enabled
research capabilities to help answer

your burning research questions.
Target discovery and validation
Patient population identification

Discovery of genomic biomarkers

ldentification of molecular

subtypes of disease
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ONCOMINE-REEATED SERVACES

Uncomplicated solutions
Cancer research is full of complicated questions. The role that cancer
genomics data plays in answering those questions is not always clear.

experts

Compendia Bioscience’s well-published scientists have unique
experience and expertise in the application of genomics data and
genomics tools to address key cancer research questions and
provide uncomplicated solutions that combine:

An additional advantage of working with Compendia
Bioscience on a professional services basis is that our
scientists have direct access to the Oncomine data
platform and can perform analyses and answer questions

that cannot be addressed directly through the Oncomine
¢ industry leading third-party partnerships web applications.

e the power of The Oncomine Platform

e tailored scientific service projects delivered by our scientists

Compendia has worked with both large and small companies to

perform services such as: SOlutionS

Target validation Compendia will investigate potential cancer
targets in Oncomine and evaluate your target’s expression
in both normal and cancer tissues. We will identify specific
histological or pathological subtypes with unique expression of
your target and investigate outlier status of your target across all
disease types. We will also identify cell lines that share similar
expression to your primary tumor population of interest. Compendia scientists work directly with you to apply

Oncomine to your research question within the

framework of a professional services project.

Oncomine Project Edition

Oncomine Project Edition combines the power of
Oncomine and the hands-on experience of Compendia
Bioscience to answer your key questions.

Discover molecular subtypes of disease Using the enormous
breadth and diversity of the Oncomine database, Compendia

has developed a systematic approach for the identification Included in the project is an Oncomine Project Edition
and application of molecular subtypes of specific cancers. license with direct links to Oncomine analysis results as
Compendia can work with you to refine these subtypes and project deliverables wherever possible. After Compendia
identify specific molecular markers that may be useful in your scientists have done the heavy lifting and provided key
drug discovery or development programs. sets of results, you and your colleagues can pick up
the research from that point in order to ask and answer
Oncomine-Related Services: Identifying patients likely to be additional follow-up questions related to your research
sensitive to tfreatment project.
P . e p— e — OncoPredictor™
- i P—— =) OncoPredictor combines cell line
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profiling services, OncoPanel
240, from Ricerca Biosciences
with Oncomine and Compendia’s
scientific services to identify
ONCOPREDICTOR genomic biomarkers of drug
sensitivity and resistance and
patient populations most enriched for those biomarkers.
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Human Tumor Xenograft discovery and validation
Compendia works with partners who specialize in human
tumor grafts and other in vivo services helping your
program to prioritize lead compounds, narrow down
possible disease indications, and identify biomarkers to
stratify patient populations in clinical trials.
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Patient population identification Compendia has developed several
different and complementary approaches to identify patient
populations most likely to benefit from a specific cancer therapy
or combination. These approaches include:

e utilizing Compendia’s molecular subtyping system to
discover companion diagnostics
e utilizing OncoPredictor (see sidebar) to generate genomic
biomarkers of sensitivity and resistance Compendic

e utilizing partners specializing in human tumor grafts and biescience
in vivo services www.compendiabio.com






