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Copyright © 2016 GGA Corp. All rights reserved.

» This presentation and/or any related documents contains statements regarding our plans or
expectations for future features, enhancements or functionalities of current or future products
(collectively "Enhancements"). Our plans or expectations are subject to change at any time at our
discretion. Accordingly, GGA Corp. is making no representation, undertaking no commitment or legal
obligation to create, develop or license any product or Enhancements.

* The presentation, documents or any related statements are not intended to, nor shall, create any legal
obligation upon GGA Corp., and shall not be relied upon in purchasing any product. Any such
obligation shall only result from a written agreement executed by both parties.

* In addition, information disclosed in this presentation and related documents, whether oral or written,
Is confidential or proprietary information of GGA Corp.. It shall be used only for the purpose of
furthering our business relationship, and shall not be disclosed to third parties.
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Basic training course
A. Introduction and Getting Started in IPA
IPATT 48 EA RN EDIPA

B. Searching and Accessing the Knowledge Base
MNHAIPAETES

C. Building and Editing a Pathway for Publication
ERIPAET Y FREEEB I AN B EERE

_ Copyright©2016 GGA Corp. All rights reserved.
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IPAZ All-in-one, web-based M3 HERBSEIE R E - EBMARAESWF LD F
EMBEERENER  TEEHAEA SESHEENYBERBERNER
B REB AR EE T DI HAYRER -

INTERPRET BIOLOGICAL MEANING

Generate Perform Basic Query Ingenuity® Analyze Visualize Data
Data Statistics Knowledge Base Affected Biology in Context

+ mRNA - Background « Accurate data + Diseases - Exploration

» miRNA Correction » Detailed structure + Functions - Navigation

« Protein - Normalization « Millions of findings « Networks + Interaction

« SNP « p-value + Up-to-date + Pathways - Discovery

- Metabolite » SNP call

_ Copyright©2016 GGA Corp. All rights reserved. 4
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IPA X IERVE B & B i iy

« ERFIRE R
gPCR analysis
Microarray
RNA-Seq (NGS)
microRNA
mRNA

- EAERER « UHESER

Understand Complex ‘Omics Data

IPA helps you understand complex ‘omics data at multiple levels
by integrating data from a variety of experimental platforms and
providing insight into the molecular and chemical interactions,
cellular phenotypes, and disease processes of your system.

_ Copyright©2016 GGA Corp. All rights reserved.
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SRR Peer-reviewed publications citing Ingenuity &pps:

>10,000 publications that used IPA -- and growing!
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>10,000 publications that used IPA -- and growing!

Discovery Genomic analysis of increased host immune and cell *
LETTERS death responses induced by 1918 influenza virus
Gene
nanire Expression

Classification and prediction of clinical Alzheimer's diagnosis based on
plasma signaling proteins

TOXICOLOGICAL Vel . &
Toxicology SCIENCES ) % 3

Correlation between protein accumulation profiles and conventional
toxicological findings using a model antiandrogenic compound, flutamide.

Biomarkers

Metabolomics

Proceedings of the National Academy of Sciences of the United States of America PN A S
Mechanism of Action MYC inhibition induces metabolic changes leading to
accumulation of lipid droplets in tumor cells

Genotyping

An iPSC Line from Human Pancreatic Ductal
Adenocarcinoma Undergoes Early to Invasive : .
Cell Stages of Pancreatic Cancer Progression Epigenetics

Disease Models

NEUROBIOLOGY

AGING

Pharmacogenomics Pharmacogenomics in Alzheimer's disease: a genome-wide

association study of response to cholinesterase inhibitors

Copyright©2016 GGA Corp. All rights reserved. 7
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Relationships

@ binding only @
inhibits :®

2H/&H
g/1CHEY/

224

2RA/&H AR EER

EYIRE g/E/ EEACHIR

i) @

reaction

enzyme icawyﬁs

O—==

direct interaction

indirect interaction

Note: “Acts on” and “inhibits” edges
may also include a binding event

_ Copyright©2016 GGA Corp. All rights reserved. 8



Original sentence

from publication

NNOS
overexpression
mice showed
reduced
myocardial
contractility.

: Sample & Assay Technologies
N
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Ingenuity Expert Findings GGA

From full text, contextual detail, experimentally demonstrated

Ingenuity Expert
Findings

Transgenic NNOS in
myocardium from mouse
heart decreases the
contractility of
myocardium in left
ventricle from mouse
heart.

Francisella
organisms
efficiently induce
IL-1beta
processing and
release.

Francisella tularensis
subsp. novicida U112
increases (in a time-
dependent manner)
release of human IL1B
protein from human
monocytes.

Contextual details: Manual curation
process captures relevant details

Experimentally demonstrated:
Findings are from full text articles —
includes tables and figures

Structured: Supports computation
and answering in-depth biological
guestions in the relevant context

High quality: QC’d to ensure
accuracy

Timely information: Weekly updates
SO up to date information is captured

_ Copyright©2016 GGA Corp. All rights reserved. 9
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hBZEZEL LEIPA Finding - BFREM D FRIEIZRER

zygosity gene disease/phenotype

4 v v

In mouse, homozygous mutant mouse Abcb4 gene (knockout) increases chronic cholestasis in mouse.

Experiment Type: bilirubin quantification assay_# vitro phosphatdse assay

22982378 Hochrath K, Krawczyk
H, Gailus-Durner Vv,
transporter ABC

oebel R, Langhirt M,JRathkolb B, Micklich K, Rozman ], Horsch M, Beckers ], Klingenspor M, Fuchs
olf E, Acalovschi M, Volmgr DA, Hrabé de Angelis M, Lammert F. The hepatic phosphatidylcholine
s modulator of glucose homostasis. FASEB J. 2012 Dec;26(12):5081-91. Epub 2012 Sep 14.

Source: Ingenuity Expert Findings

v

mutation type direct of the effect on disease/phenotype C'ﬁ%ﬁbis

[
ABCB4

IPA Findingi 9B TR A BHETERTEFS=FENEZNMS - M5 NIE:

« Species Direction of change

« Synonyms Tissue context

« Experimental method Cell line context

« Site of post-translational modification Original source

- A

_ Copyright©2016 GGA Corp. All rights reserved. 10
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Entry Points in IPA £ DRy

Biological Questions

!

Experiment Data
A..‘ ‘;u‘!‘ .';

Expression arrays Mass spec

Search

Custom Pathway

[ Genes and Chemicals |  Diseases and Functions |  Pathways and Tox Lists

|E\‘:s\ gene names/symbols/IDs or chemical/drug names here

|

Protein arrays 2D Gel electrophoresis

ittt : a g
Networks

Core IPA-Biomarker Bio/Tox Functions

Diseases/Disorders
. /1 Canonical Pathways
..l /N ! Upstream regulators

Mechanistic/Casual Network
Interaction Network
CP: Axonal Guidance Signaling

IPA-Tox IPA-Metabolomics

CP: Actin Cytoskeleton Signaling

£
©P: RhoA Signaling

Communicate & Collaborate

_ Copyright©2016 GGA Corp. All rights reserved.
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Gene View, Chem View, and
Disease/Function View

Human and Mouse
Isoform Views

Canonical Pathways

Upstream Analysis

Diseases and
Biological Functions

Regulator Effects

Comparison Analysis

Interaction Networks,
Build and Overlay tools

BioProfiler

IsoProfiler (Beta)

EM?EB&
IPA: Unique Tools for Biological Analyses and InterpretaEn I

IPA Gene View: RSAD2 {Mammalian) = Interaction Network = View Reagents (87) Provide Feedback | Live Support

Review the categorized literature findings and database information for this node.

Fgé% GT{%Q*
N\ A /]

Table ' Heatmap \

ATP2AZ T

rSettings /Legend : Pathway ', Molecules !
More Info Overlay: Cardiomyocytes vs ES
e
Score: Activation z-score _ﬁ,gusm 6.675 ;2 N show legend |4
Ol@[O Cd!_in?ﬁl-i*‘lif.mgﬁﬁm
= CAGNAIC
Sort Method: visualize: © £ !

/‘ INHA

rTrend Controls

4]

E-]—
g -

E =
me-_v:
Hﬂ_"‘-\-\_\_\_\_\_\‘

5 (=]

b
q

b
ERAE] cor nerwors

=
=
= I

- T=1
»

Upstream regulators wv i 4
d o E v ’
S|4 X
R L
2 2

3 30 MYLPF
- [STATE = S <

STAT4 | e

HIFLA ] _

TCF3 POSTN oy N NR&A2

PLAGL

CATA4

SMARCEL | | © 2000-2013 Ingenuity Systems, Inc. All rights reserved.

'BCL2L11 -001 lBIMEL J +-4114 J Q |increased activ...|increases apoptosus |not applicable |causal 2

| | T [ | [ [
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A. Introduction and Getting Started in IPA
IPATT 4R EA RIENIPA

_ Copyright©2016 GGA Corp. All rights reserved. 13
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M Easier access
B Faster launch

B Can launch without a browser or Java plugin

INGENUITY

PATHWAY ANALYSIS

Welcome! Please login Contact Customer Support

Customer Support

Phone: +1.650.381.5111

Hours: 6am - 5pm (PST)

Monday - Friday (excluding holidays)

Email

Password

Remember my password support@ingenuity.com

For Product and Sales related

LOGIN inquiries contact:

+1.650.381.5056

i = =
Sign Up | Forgot Fassworsd sales@ingenuity.com

https://www.ingenuity.com/products/login

_ Copyright©2016 GGA Corp. All rights reserved. 14
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Ingenuity Platform: 15-years, massive investmemt

: Sample & Assay Technologies
N

Highest-quality interpretation of genomics and sequencing data

Manually
curated scientific
literature
ST W Patient phono
Pathway and . (0.g., Docetax

systems models ,
Disease mechonisms

je.g., prostate cancer)

Public ‘ e e - Cellular mechanisms
. f{e.g., opoplosis,
databases : , angiogenesis)
Molecular mechonisms
. fe.g., Fos, Vegf)
Experimental
data sets Sequence mechanisms
le.g., DNA, RNA)

Customer
proprietary data

Content acquisition Ingenuity ontology

_ Copyright©2016 GGA Corp. All rights reserved. 15
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B. Searching and Accessing the Knowledge Base
A AHIPAETT =

_ Copyright©2016 GGA Corp. All rights reserved. 17
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« Searching Basics

* Gene/chemical search and results

* Function/Disease search and results
« Pathway/Tox list search and results

» Advanced search: Limiting results to a molecule type, family
or subcellular location

rra I

Provide Feadback / Live Suppart Joe Hung  Sign Out
==

‘ ‘ Advanced Search @

( (enes and Chermicals |’ Fonetions and Diseases [’ Fathways and Tox Lists |

U ——— |Enter gene namessymbolyTDs or chemicalddg names here
hig
Proj N

|-|__"| My Projects
ﬁ.#tww - Y. sarnina

I INGENUITY)
S Tanswens

Tngenuity Answers Alpha to answer binlogizal questions

_ Copyright©2016 GGA Corp. All rights reserved. 18
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e Finding:

— A single piece of evidence from a literature source or
database in the Ingenuity Knowledge Base

—Includes context of the fact such as experiment type,
species, tissue/cell location, etc.

« Canonical Pathway (Signaling and Metabolic)
— Are generated prior to data input, based on the literature
— Do NOT change upon data input
— Do have directionality

_ Copyright©2016 GGA Corp. All rights reserved. 19
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’IPA

Live Demo

_ Copyright©2016 GGA Corp. All rights reserved. 20
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C. Building and Editing a Pathway for Publication
ERIPAETT D FIREZ B I A& R B EIREEE

_ Copyright©2016 GGA Corp. All rights reserved. 21
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Grow Upstream from AKT1 to .
kinases and phosphatases ROCK2

Ingenuity Relationships
phosphorylation [9]

In Pc 2 cells, PTEN protein decreases (in a dose-dependent manner) phosphorylation of human PKB [AKT1] protein to phosphorylated (5473) human PKB
[AKT1] protein.

10716737 Persad S, Attwell S, Gray V, Delcommenne M, Troussard A, Sanghera 1, Dedhar 5. Inhibition of inteagrin-linked kinase (ILK) suppresses
activation of protein kinase Bfakt and induces cell cycle arrest and apoptosis of PTEN-mutant prostate cancer cells. Proc Natl Acad SciU S A
2000 Mar 28;97(7):3207-12.

Source: Ingenuity Expert Findings
In U87MG cells, human PTEN protein decreases phosphorylation of human PKB/AKT [AKT1] protein.

10554022 Maier D, Jones G, Li ¥, Schonthal AH, Gratzl O, Van Meir EG, Merlo A, The PTEN lipid phosphatase domain is not required to inhibit invasion
of glioma cells. Cancer Res 1999 Nov 1;59(21):5479-82.

Source: Ingenuity Expert Findings

o,

1

_ Copyright©2016 GGA Corp. All rights reserved.
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Introduction to Pathway Building

Key Terminology

Adding Molecules to a New Pathway
General pathway navigating

Using the Build Tools How to build pathway
Understanding the legend
Using the Overlay tools

Saving work for future analyses

_ Copyright©2016 GGA Corp. All rights reserved. 23
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Networks:
B Generated de novo based upon input data
B Do NOT have directionality

Canonical Pathways (Signaling and Metabolic):

B Are pre-built and generated prior to data input, based on the literature
® Do NOT change upon data input

® Do have directionality (proceed “from Ato Z7)

My Pathways and Path Designer Pathways:
B Custom built pathways manually created based on user input

Relationship Type:
B An interaction between two molecules in IPA (seen as a line)
® Direct (physical contact) and Indirect (do NOT require physical contact)

_ Copyright©2016 GGA Corp. All rights reserved. 24
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’IPA

Live Demo

_ Copyright©2016 GGA Corp. All rights reserved. 25
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» Calculates the “Shortest Path” between 2 molecules or 2
sets of molecules

* If 2 molecules/sets don’t have specific connections in IPA,
Path Explorer will find how many and which molecules
can be added to this pathway to create the shortest path

— Shortest Path (n)
— Shortest Path + 1 (n+1)

o0

_ Copyright©2016 GGA Corp. All rights reserved. 26
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GGA

Advanced training course
A. Data Upload and How to Run a Core Analysis

FEERSRIERIPADMTIIEE

B. Functional Interpretation in IPA
IPA *ﬁnﬂ%ﬁmﬂ

C. Comparison Analysis

[ER DT RIERE

D. Q&A

_ Copyright©2016 GGA Corp. All rights reserved. 27
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Advanced training course
A. Data Upload and How to Run a Core Analysis

FEERSRIERIPADMTIIEE

_ Copyright©2016 GGA Corp. All rights reserved. 28
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Supported Identifiers for Data Upload
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s
CAS

Affymetrix

Agilent

Life Tech
(ABI)

Codelink

Hlumina

Ingenuity

_ Copyright©2016 GGA Corp. All rights reserved.

Entrez Gene miRBase Affy SNP .
(LocusLink) GenPept Ensembl (mature) IDs Registry
Number
International miRBase
GenBank Protein RefSeq dbSNP HMDB
Index (IP1) Bl

Symbol- :

human St/Jv?sIE-rF?K)t Uesc KEGG

(FICIE0) Accession (hg18)

HGNC, EG)

Symbol- UCSC PubChem
mouse (EG) (hg19) CID
Symbol- rat

(EG)
Gl Number
UniGene
IPA
29
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Ingenuity Pathways AnalysisB95 #rid 45 R E]{E

B HERERERNEMINEREERDT

B AT ERISignaling Pathway&iMetabolic Pathway MUK BRI L 73 F
B SEZfTranscription requlatorfVfEE MU R EBERBEEH

B ERERDPND ARG AEE

S InBETEER:
IPA-Core Analysis 2 4fmRNA, miRNAZ EproteinIEREER
IPA-Tox Analysis: D2 SEISFHEBMHEEER

IPA-Metabolomics Analysis: EZRIR 72 #E(Metabolomics)EtHRAE R

_ Copyright©2016 GGA Corp. All rights reserved. 30
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B 5o or oo st it Frcions sk Comses <] 008
o
TopBomrters =

Nane

B
AC

e
distidhan

-
B L PN B L ]

Genomic, exon, miRNA, P
SNP, protein arrays; |dentify functions,
Any molecule lists; diseases, and canonical
Other proteomic & pathways associated with
metabolomic assays your data

_ Copyright©2016 GGA Corp. All rights reserved. 31
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%_ IPA Data Analysis Workflow & om

Run Core Pathways Functional
Analysis (overlay) Effects

Research
Genes of
Interest

Experiment
approval

- |bPA_ W Userplatform |

General Analysis Workflow in IPA

_ Copyright©2016 GGA Corp. All rights reserved. 32
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Observation:

B An experimental condition such as a time point, disease subtype, or compound
concentration

Expression Value:

B Numerical value indicating level of expression, significance, or other assay result for a
specific identifier (gene, RNA, protein, or chemical)

Reference Set:

B The set of molecules used as the universe of molecules when calculating the
statistical relevance of biological functions and pathways with respect to a
dataset file. The set of molecules are the user's dataset or molecules in Ingenuity's
Knowledge Base (genes, endogenous chemicals, or both).

Focus Molecule:

B Molecules that are from uploaded list, pass filters are applied, and are available for
generating networks

_ Copyright©2016 GGA Corp. All rights reserved. 33
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2EHBIPAD T AAIDataset

e

<

GGA
AR — I AID g
ARR Replicates ' \V€r398  Other observations
(Comparison)
[ | l
A B C D E F G H | ] N 8] P Q R 5

1 |CECR-T In_l Clone ID Unigene C Accession Gene Sym MAME BPH-205 BPH-202 BPH-203 BPH-201 BPH-204 BPH Ave FPCA-402 PCA-403 PCA-404 PCA-410 PCA-408 PCA-401 PCA-409

2 1-10-10-1f 770850 Hs.109851 AA434409 ESTs 0.938 0.993 0.544 1.201 0.995 1.019 0.912 0.861 0.869 0.706 0.781 0.716 0.821
3 1-10-10-2 753420 Hs.240112 AAA0B422 KIAADZTE KIAADZVG 0.942 1.083 1.312 1.115 1.285 1.113 0.724 0.868 1.021 0.742 0.551 0.491 0.531
4 1-10-10-3 366154 Hs.222909 AADG2813 DKFZP434 DKFZP434 0.941 0.913 0.968 0.941 0.908 -1.06298 1.453 0.991 1.052 0.903 1.087 1.07 0.907
5 |1-10-10-5 51746 Hs.79348 H23046 RGS7 regulator 1.054 0.9 0.853 0.826 0.8 -1.10102 1.113 1.082 0.803 1.031 1.003 0.942
6 1-10-10-6 781704 Hs. 77558 AA431611 TRIPT thyroid hc 0.996 1.38 1.605 1.172 1.115 1.28825 0.692 0.944 1.022 0.91 0.51 0.769 0.747
7 1-10-10-8 282051 Hs.71741 N53616 ESTs, High 1.016 1.051 1.062 0.952 1.027 1.03025 1.03 1.043 1.054 1.043 1.237 1.117 1.105
8 |1-10-1-11 366966 Hs.27865 AA026562 ESTs 0.965 2.153 2.193 1.665 1.789 1744 0.47 0.833 0.291 0.644 0.669 0.683 0.775
9 |1-10-11-1 280752 Hs.79362 N50554 RBL2 retinoblas 0.993 1.229 1.39 1.146 1.107 1.1895 0.776 0.89 1.125 0.938 0.964 0.736 0.752
10 |1-10-11-1C 123646 Hs.117331 R02728 ESTs 1.007 0.904 0.895 0.818 0.892 -1.10375 1.033 0.889 1.07 0.919 1.081 1.143 1.016
11 1-10-11-1: 200307 Hs.68647 R96804 ESTs, Wea 1.031 1.085 1.396 1.268 1.091 1.195 0.773 1.025 0.998 0.958 0.987 0.982 1.086
12 |1-10-11-1% 325138 Hs.82035 W49785 ESTs 0.868 0.995 1.124 1.211 1.219 1.0455 0.626 0.823 0.724 0.798 0.611 0.661
13 |1-10-11-1¢ 502287 Hs.83992 AA156781 ESTs 0.918 1.246 1.253 1.419 1.51 1.209 1.402 0.931 1.26 1.896 1.277 1.004 0.834
14 /1-10-1-17 809473 Hs.29759 AA443119 Homo sap 0.929 0.993 1.756 1.359 2.58 1.26925 0.571 0.743 1471 0.626 0.464 0.514 0.628
15 |1-10-1-20 137890 Hs.92202 REB581 ESTs 0.931 1.218 1.226 0.969 1.313 1.086 0.415 0.689 0.744 0.728 0.946 0.897
16 |1-10-12-1: 213118 Hs.37978 H69576 ESTs 0.893 0.796 0.973 0.796 0.951 -1.15674 1.089 0.995 1.19 1.111 1.153 1.164 0.978
17 |1-10-12-20 198607 Hs.58617 R54547 ROCK2 Rho-assoc 0.963 1.137 1.236 1.038 1.483 1.0935 0.65 0.866 1.154 0.68 0.76 0.778 0.758
18 1-10-14-2 735752 Hs.6151 AAA96327 Human ml 0.944 1.141 1.221 1.11 1.077 1.104 0.963 0.987 1.053 1.053 0.9732 0.942 0.873
19 1-10-14-2( 427980 Hs.150390 AAOD01B35 ZNF262  zincfingel 0.951 1.043 0.91 1.004 0.86 -1.02354 0.807 1.116 0.922 1.032 1.054 0.932 1.083
20 |1-10-14-6 49260 Hs.12840 H16573 Homo sap 0.975 0.861 0.907 0.9 0.92 -1.098 1.124 1.067 0.938 1171 1.122 1.113
21 1-10-15-14 810741 Hs.7719 AAA57725 GABARAP GABA(A) r 1.016 1.096 1.281 1.318 1.17 117775 1.14 1.291 1.178 1.156 0.986 0.908 1.128
22 |1-10-15-17 265592 Hs.29826 N21407 ESTs L11 1.261 1.391 1.482 1.084 1.311 0.842 1.073 1.068 1.307 0.847 0.755 0.989
23 |1-10-15-20 428737 Hs.103280 AADD4648 ESTs 1.089 0.879 0.884 0.819 1.069 -1.08962 1.191 1179 1.092 0.979 1.147 1.086 1.114
24 |1-10-15-21 50182 Hs.89591 H17882 KALL Kallmann 0.958 1.564 1.208 1.224 0.79 1.2635 0.662 1.162 0.652 0.456 0.749 0.73 0.558

_ Copyright©2016 GGA Corp. All rights reserved.
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B FERUEBMEIETL - p-valuegifold-changeE#istatE - EXE
IPAS TR 2ZBUSEhRY °

B FERENA Excel RIBERMT - EXEBEREF—{ESheetFE -

O Excel SheetE2 W /EEBE—HZE5]LH 57 FHID (WGene Symbol, Refseq number,
Uniprot number, HMDB% & Han & &< 18)

= 1EExcel Sheet &2 0JLAR A 201& observations (EI20EEfEEHMNERENER
B EObservationt] LI 3{E A RRZRIRETELR (ex. p-Value - fold-change%s)
Figw & LA ReEBF—(EHead row (B17)

it LERIPAR - ol cut-off ERUETRE - EEAZREFVEIORERIREE
AEENEY D ERERBERERPELED FRBEAEE - o/l MHcut-offE
TERPIEBEERIR 2173 ”ZEP RE@Bcut-of ERY D FMEIPAD#E Z B Analysis-

Ready Molecules -

O O O 0O
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’IPA

Live Demo
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B. Functional Interpretation in IPA
I PA *ﬁ/ul:l % }/|\n\|:|

_ Copyright©2016 GGA Corp. All rights reserved. 37
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Upstream Analysis

%

Dataset Molecules

Function Analysis

Dataset Molecules

Diseases / functions

Network types in IPA & wms

Mechanistic Network of Upstream Regulators

Upstream
Regulator

Other upstream
regulators

DatasetMolecules @ @' @ @ @® © @

Regulator Effect Network Interaction Network
Any

. Dataset Molecules

Diseases / functions

_ Copyright©2016 GGA Corp. All rights reserved. 38
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QIAGEN GGA

Functions analysis: 2IRER 2 FEEMBFENEYIINEE - ERESUHBER -
Canonical Pathways : FIh 2B % ZrSignaling Pathway&iMetabolic Pathway -
Upstream Analysis: 5 BAE Y p & &) 57 F B RARIUpstream molecules - LIKRRIBEIHAS
XRAFAEMEESHESSHIMNE -
Networks : 2IREBBEMN P FRENAEIER% - I HoFIABuild ToolEOverlay
Tool3ETTIEBEIANEAER - LEB N MERMEARGEERBEIIMNIRSE
MEZKIE -

Early COPD ws. Non

Surnrnnfll}f\'.I Functions\',l Canonical Pathway‘s\'\ Upstream Analg,-sis"! Networks",l Molecules",l Lists"! My F"athwag,-s\',l

-}: Download Summary (FDF)

e

Analysis settings

Top Networks

ID Associated Metwork Functions Score
1 VWiew Endocrine System Development and Function, Energy Production, Small Maolecule Biochemistry 34
2 Wiew Cellular Compromise, Cardiovascular System Development and Function, Cell Morphology 22
3 View Cell Death and Survival, Hereditary Disorder, Cardiovascular Disease 21
4 Wiew Connective Tissue Disorders, Hereditary Disorder, Inflammatory Disease 1%
5 VWiew Lipid Metabolism, Small Molecule Biochemistry, Amino Acid Metabalism 15

Top Bio Functions
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Focus molecules are “seeds”

Focus molecules with the most

Interactions to other focus molecules

are then connected together to form a
network @

Non-focus molecules from the
dataset are then added

Molecules from the Ingenuity’s
Knowledge Base are added ™~

Resulting Networks are scored and
then sorted based on the score

Molecules per Network  Networks per Analysis
35 - |25 -
35 10

70 25
140 50
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C. Comparison Analysis
[EB DA RAVEE
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Single Experiment

« Time Course
* Dose Response

M

« System biology

« Combining SNP, CNA, mRNA, microRNA, proteomics,
etc.

Set Analysis

« Exploring Common Molecules across one or more
experiment (s)
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