Sage Bionetworks Mission

Sage Bionetworks is a non-profit organization with a vision to create a “commons”
where integrative bionetworks are evolved by contributor scientists with a shared vision
to accelerate the elimination of human disease
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Need: Community-based analysis is required to build accurate
models of disease
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Within the analytical community:

* Quality assessment of data, tools and models

» Reproducibility of models

* Reusability of data

« Validation of models across multiple disease models and patient subtypes

Across the field of biology:
 Validation of model predictions in experimental/clinical setting
» Accelerated pace towards improved therapeutic development
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Home = All Projects * Federation Warburg Project = Network Generstion Anslysis

Network Generation Analysis
Overview

In this analysis, we generate a list of key drivers for
the network model governing prostate cancer. The
methodology is based on the Rosetta Bayesian
network approach

” Read more. ..

Analysis

Select a step to view its details and resources

= Follow this analysis

Created by: Hudong Dai on 01-Dec-2011

Last modified by: Xudong Dai on 12-Apr-2011

Version: 2.0

Public datazsets  MSKCC Prostate Cancer - exon expression

used: MSKCC Prostate Cancer - QC'd phenotypes
MSHKCC Prostate Cancer - CHW

Public tools Coexpression Module
used: Bayesian Network Generation

Public networks Warburg Cancer Network
generated:

Welcome Michael K.
My profile | Logout

Privacy Setting: Public » Learn more...

Notes for this analysis & View Al
B Add a note
Expression Mormalization rerun Xudong Dai v i
12-Apr-2011
‘Gene List Selection run xudong Dai 16-Feb-2011 hd
Hetwork Module run Xudong Dai 15-Feb-2011 v =

Ok, ready to go.

Xudong Dai 20-Jan-2011

We need to build the priors for sample matching before .
n Zhu 20-Jan-2011

£¥ Load in Taverna
= Add a step

Step types

Dataset

Nomnalization

MSKCC Prostate

Cancer exon expression

h
Expression
Normalization

v2 by Xudong D. 12-Apr-2011

B MSKCC Prostate
{{{ Gene List Cancer Phenotypes
-w v
Survival Coexpression Network
Analysis A Generation

v1 by Xudong D. 16-Feb-2011

v1 by Zhang B. 02-Feb-2011

»

MSKCC Prostate
Cancer.CNV

v
- Sample
Matching A

v1 by Xudong D. 20-Jan-2011

Real-time tools to track data analysis projects



Reduce, Reuse, Recycle
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Home > All Datasets

All Datasets

Sage Bionetworks has established a catalog of datasets for use in integrative genomics analysis and building
predictive computational disease models. The goal is to collate, curate, and host these datasets for use by the entire

Welcome Michael K.
My profile | Logout

Invitation to Participate

Do you know of or have you generated a
dataset that you would like to have curated
and quality controlled to Sage Bionetworks
standards?

research community.

" Read more. ..

FILTER LIST: | By Keywords(s) Q. Any Sample Size +  All Species v  All Tissues v  All Diseases
Dataset Name Layers Number of Samples. Status Species Tumor / Tiszue Type
MSKCC Prostate a 261 Current Human Prostate
Cancer
Mouse Model of ] 111 Current Mouse Liver
Diet-Induced
Atherosclerosis
Mouse Model of 334 Current Mouse Muscle, Liver, Brain,
Sexually Dimorphic Adipose
Atherosclerotic Traits
Human Liver Cohort a 51 Current Human Liver
Heterogeneous Stock a 1800 Current Mouse Hippocampus, Lung,
Nice Liver
Cancer Cell line Panel a 649 Current Human Cell Line
Harvard Brain Tissue a 203 Current Human Brain visual cortex,
Resource Center Brain cerebellum,

Brain prefrontal
cortex

Mouse Model of Biood ] 350 Current Mouse Kidney cortex, Liver,
Pressure Kidney medulla,

Adipose

LFN-Kronos-PHASE | a 354 Current Human Brain Cerebellum,

Page 1

PO

of 12

Brain Parietal Cortex;,
Brain Temporal
Cortex, Brain Frontal
Cortex

- _ﬂ Add / remove columns
Diseaze Investigator Created On
Cancer Charles Sawyers 1-Apr-2011 *
Metabolic Dizease Jake Lusis 11-Apr-2011
cvD Jake Lusis 11-Apr-2011
CvD Fred Guengrich/Steve  11-Apr-2011
Strom/ Erin Schuetz
Multiple Flint/Mott 11-Apr-2011 L
Cancer Richard Wooster 11-Apr-2011
Meurclogical Diseazse  Francine Benes/ Eric  11-Apr-2011
Schadt
CvD Eric Schadt 11-Apr-2011
Alzheimers Amanda Myers 11-Apr-2011

=

Displaying 1 - 10 of 115

A Repository of Data, Tools, and Models



Most of the People You Need to Work with Don't
Work with You

My profile | Logout
yna pse CONTRIBUTE to the CURLE

MNetworks

Datasets Tools People Projects

Home = All People =

Charles Sawyers, Howard Hughes Medical Institute

E Profile

Dr. Sawyers is investigating the signaling pathways that drive the growth of cancer Profession(Title: Chair, Human Oncology and Pathogenesis

i . - - - . Program Investigator
cells, l_n.nth an eye toward designing newtn_aatment options for patients with chronic Afiliation: oward Hughes Medical Institute
myeloid leukemia, prostate cancer, and glioblastoma.
Contact Info: martinb@mskce. org

Cur laboratory is focused on characterizing signal transduction pathway Website(s):
abnormalities in various cancers with an eye toward translational implications.
One example is chronic myeloid leukemia (CML) which is caused by the Follawed

. . . Frojecis:
BCR-ABL fusion gene, gxpressed as a consequence of the Philadelphia Followed MSKEE Eroctate Cancer
chromosome translocation. Datasets:

IATIOMNA] [ s ;
Crestive Commons License % '(,\!:\f LR [Jf(:’ SC":'IW_CCS Sage Bionetworks
|-\\' T 1100 Fairview Ave N

FAQ Submit feedbac Visit the Sage website - DISCOVERY FUND Seattle WA 38109

An online community to connect people and projects



My Other Computer is Amazon

Welcome Michael K.

My profile | Logout
YNAPSE | conrieure to e cune

Welcome to SYNAPSE Featured PROJECT

Datasets Tools Networks

People Projects

Synapse is an online community built for a new biology... Synapse is currently hasting over 20 L TR SR D T S i T T
more open, more collaborative, more data-driven, and curated global coherent datasets in which SR UECEE LEUREIEIE iRl
more re ro,ducible ! ! genomic variation and molecular traits are by exploring a set of genes whose expression
p : combined with clinically-relevant levels are tightly associated with age.
phenotypes.
» Leam more...

On Synapse you can: We are actively working to build an open

 Discover and explore new Datasets repository of high value studies.

¢ Leam new Tools and run powerful analysis in the cloud Call for DATA Synapse STATS

# Explore cutting edge Metwork Models Do you know of a ™ 134 People Top Synapse CONTRIBUTORS

« Find People to collaborate with dataset that you " 45 Projects Charles Sawyers et al, MSKCC

e Start new research Projects, with anyone working anywhere would like to see " 78 Networks E.m;“,ﬁﬁﬂﬁﬁ:’:ﬂﬁ';”ng,m

made available? » 14 Tools clinical traits from 218 prostate tumars.

- Amanda Myers, University of Miami

i~ = i i

antact Lls Reqgister Genotypes, mRNA expression profiles, and
CootaciUs 2 clinical traits from 178 Alzheimer dissase
and 188 non-diseased brain samples.

Beatriz Carvalho & Gerrit Meijer, VUMC
DMNA copy number, mRNA expression, and
tumeor traits from 36 colorectal

inoma and 33 ad tumors.

B
£
&

Example of an EXPERIENCE IN SYNAPSE:

]

all contributors...
ToxTS To5x 75 Tox TS ToxTS To5x 75 Tox TS ToxTS

Synapse NEWS
12-Apr-2011: A new analysis methed for normalizing
m m data was published by Brig Mecham. ® Lesrn more. .
= with i
oW |proj new 08-Apr-2011: Eric Schadt and colleagues have published
an article on a new model for diabetes. ® Learn more...

Privacy Policy Platform support Creative Commeons License %[f::\lig\l;\{: Life SCienceS ‘.;!h Sage Bionetworks

1100 Fairview Ave N

Browse
datasets &
projects

Cloud-based data stores and compute resources



Do: What will the Synapse Platform and Sage Commons Enable?

Development of Robust, Reproducible, and Reusable analytical methods
Integration of Data, Tools and Methods from across community
Development of a Disease Model Repository

Forum for New Collaborations between technically and geographically distinct
scientific groups

Access to Cloud-Compute resources co-located with large-scale data

See also the Platform Vision Document posted on our wiki

- Translation of Data to Knowledge to Improved Therapeutic

Approaches to Disease: Animproved molecular understanding of the causes of
disease leading to quicker, more rational and more successful development of new drugs


http://sagebionetworks.jira.com/wiki/display/PLFM/Synapse+Vision+Document

Welcome Michael K.

My profile | Logout
yn a pse CONTRIBUTE to the CURE

Projects

Tools Networks

Welcome to SYNAPSE Featured PROJECT

People

Synapse is an online community built for a new biology. Synapse is currently hosting over 20 Rl i e e oLl
more open, more collaborative, more data-driven, and curated global coherent datasets in which I I L bl
more reproducible genomic variation and molecular traits are by exploring a set of genes whose expression
: combined with clinically-relevant levels are tightly associated with age.
phenotypes.
» Leamn more...

On Synapse you can: We are actively working to build an open

e Discover and explore new Datasets repository of high value studies.

¢ Learn new Tools and run powerful analysis in the cloud Call for DATA Synapse STATS

* Explore cutting edge Network Models Do you know of a ¥ 134 People Tﬂp Synapse CONTRIBUTORS

# Find People to collaborate with dataset that you ” 45 Projects Charles Sawyers et al, MSKCC

» Start new research Projects. with anyone warking anywhere would like to see * 78 Networks E.::L:,mﬂﬁﬁ;ﬁ:fxﬁlz:g,and

made available? clinical traits fram 218 prostate tumors.

” 14 Tools

Amanda Myers, University of Miami
Genctypes, mRMNA expression profiles, and
dinical traits from 178 Alzheimer disease
and 188 non-diseased brain samples.

Contact Us

Beatriz Carvalho & Gerrit Meijer, VUMC
OMNA copy number, mRNA expressicn, and
tumor traits from 26 colorectal
adenccarcinoma and 33 adenoma tumaors.

Example of an EXPERIENCE IN SYNAPSE:

® See all contributors. ..

ToxTs T5xT5 ToxTs T5xT5 ToxTs TxT5 T5xTs

Synapse NEWS

12-Apr-2011: A new analysis method for normalizing

Browse data was published by Brig Mecham. ® Learn more...

datasets &
AtASEts 08-Apr-2011: Eric Schadt and colleagues have published

an article on a new model for diabetes. ® Learn move .

projects

y Policy Platform support Creative Commons License Q[f}.\lli\\f\l"?il Li fe SCienCE‘S ‘-‘!\\' Sage Bionetworks

MTCTITTIITL 1100 Fairview Ave N




Welcome Michael K.
My profile | Logout

Syn a pS e CONTRIBUTE to the CURE

Datasets

Tools Networks People Projects

Home = All Datasets Invitation to Participate

All Datasets

Sage Bionetworks has established a catalog of datasets for use in integrative genomics analysis and building
predictive computational disease models. The goal is to collate, curate, and host these datasets for use by the entire
research community.

Do you know of or have you generated a
dataset that you would like to have curated
and quality controlled to Sage Bionetworks
standards?

” Read mare...

FILTER LIST: | By Keywords(s)

MSKCC Prostate
cancer

Mouse Model of
Diet-Induced
Atherosclerosis

Mouse Model of
Sexually Dimorphic
Atherosclerotic Traits

Human Liver Cohort

Heterogeneous Stock
Mice

Cancer Cell line Panel

Harvard Brain Tissue
Resource Center

Mouse Model of Blood

Pressure

LFN-Kronos-PHASE |

R | |F'E|E|E1

Layers

F ]
1]

F ]

]
F ]

1]
1]

F 1]

F 1]

2, Any Sample Size ~

Number of Samples

261

111

334

517

1900

G649

803

350

354

of 12| B Bl | 22 |

Status

Current

Current

Current

Current

Current

Current

Current

Current

Current

All Species -

Speciez

Human

Mouse

Mouse

Human
Mouse

Human

Human

Mouse

Human

All Tissues -

Tumor / Tizsue Type

Prostate

Liver

Muscle, Liver, Brain,
Adipose

Liver

Hippocampus, Lung,
Liver

Cell Line:

Brain vizual cortex,
Brain cerebellum,
Brain prefrontal
cortex

Kidney cortex, Liver,
Kidney medulla,
Adipose

Brain Cerebellum,
Brain Parietal Cortex,
Brain Temporal
Cortex, Brain Frontal
Cortex

All Diseases

- [ Add /remove columns

=

Dizease

Cancer

Metabolic Dizeaze

CWD

CWD

Multiple

Cancer

Neurological Disease

CWD

Alzheimers

Investigator

Charles Sawyers

Jake Lusis

Jake Lusis

Fred Guengrich/Steve
Stromd Erin Schuetz

FlintMott

Richard Wooster

Francine Benes/ Eric
Schadt

Eric Schadt

Amanda Myers

Created On
11-Apr-2011

11-Apr-2011

11-Apr-2011

11-Apr-2011

11-Apr-2011

11-Apr-2011

11-Apr-2011

11-Apr-2011

11-Apr-2011

»

m

-

Di=plaving 1 - 10 of 115



Welcome Michael K.

My profile | Logout
YNAPSE | conrmovre o tna ouse =

Datasets Tools MNetworks People Projects

Home = All Datasets = MSKCC Prostate Cancer

MSKCC Prostate Cancer Privacy Setting: Fublic » Learn more...

& Follow this Dataset

Overview :
=] See Terms of Use

> E)(pﬂﬂd Dizease(s): Cancer Posted:
Genetic and epigenetic alterations have been Species: Human Creator
identified that lead to transcriptional Annotation of
prostate cancer genomes provides a foundation for
discoveries that can impact disease understanding TissueTumor: Prostate Contributor{s)iInstitution: Memaorial Sloan Kettering Cancer
and treatment. Concordant assessment of DNA Center

Tizssue Type(s) GCD Curated On:

; Reference Integrative genomic profiling of human Followess: 7 view
copy number, mRMNA expression, and focused exon Putblication: prostate cancer. Taylor BS et al., Cancer Cell. —
resequencing in the 218 prostate cancer tumors 2010 Jul 13;18{1}:11-23. Mumber of Samples: 281
represented in this dataset haveidentified the Dther Publications: O view Mumber of Downloads: 32
nuclear receptor coactivator NCOAZ as an Status: Cument o -
oncogene in apprcsximately... eion. oo Download Awailakility: unspecified

Releass Notes: wiew

Dataset Laye ¥ Download Dataset Conversations and W View Al Analyses using A View Al

Events for this Dataset B Add a note this Dataset ¥ Suggest an anal

Select a name to vi mple data

Wame Type Version Mumber of S Downlead MNewr analysis using this dataset in the Federation v -
Warburg Project Xudong D. 21-Now-2010 Analysis Project Last Modified
Curated (G 1.0.0 261 download s
. Federation
henofypes The paper references 149 matched normal samples. Do you Metwork Generation Warburg 12-Apr-2011
sequencing 1.0.0 50 download have this data? )
Sam 5. 22-Dec-2010 Federation
Network Survey Warburg 23-Mar-2011
CHY 1.0.0 230 download Warburg
‘We have only able to obtain 28 matched normal samples. = Federation
miRHA - 1.0.0 142 download Matt F. 22-Mov-2010 Interactome Warburs O4-Mar-2011
EXPression
Mew analysis using this dataset in the MetaGEQ Project ™ GSE 21034 MetaGED 2-Apr-2011
exon 1.0.0 184 download Brig M 01-Ape-2011
EXpression
Look cut, there is a large batch effect in this data. Have been
OCed a 1.0.0 261 downioad working on a way to remove it. b
henotypes Brig M. 02-Apr-2011

Appreciate the help. We can post new version of the
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C

harles Sawyers, Howard Hughes Medical Institute

Profile

Dr. Sawyers is investigating the signaling pathways that drive the growth of cancer
cells, with an eye toward designing new treatment options for patients with chronic
myeloid leukemia, prostate cancer, and glioblastoma.

Our laboratory is focused on characterizing signal transduction pathway

Welcome Michael K.
My profile | Logout

Advanced
Search

ProfessioniTitle: Chair, Human Oncology and Pathogenesis

Program Investigator
Howard Hughes Medical Institute

Affiliation:

Contact Info: martinb{@mskce.ong

Website(s): www. mskoc org/mskee'html 72308 . ofm
abnormalities in various cancers with an eye toward translational implications. http:/fwarw. mskoe, org/pro/pro/bios/394. ofm
One example is chronic myeloid leukemia (CML) which is caused by the ;':'”F' ed Federation Warburg
H . . rojecis:
BCR-ABL fusion gene, gxpressed as a consequence of the Philadelphia Followed MSKOD Prostate Canoer
chromosome translocation. Datasets:
Frivacy Folic Flatform supe Ciestive Commins License LAI K “‘ \ L{: S ~1 Ly i
ac c stform supp Creative C License \1\‘{ 1 Iirc ci1ences Sage Bionetworks
| | | 1100 Fairview Ave N
FAQ Submit feedbacs isit the Sage website _ DISCOVERY FUND Seattle WA 38102

ameifeameho -

sagefdrsagenase. oig



Welcome Michael K.

My profile | Logout
YNAPSE | conrmovre o tna ouse =

Datasets Tools MNetworks People Projects

Home = All Datasets = MSKCC Prostate Cancer

MSKCC Prostate Cancer

Privacy Setting: Fublic » Learn more...

Qverview & Follow this Dataset
| See Terms of Use

> E)(pﬂﬂd Dizease(s): Cancer Posted: 11-Ape-2011
Genetic and epigenetic alterations have been Species: Human Creator Charles Sawyers
identified that lead to transcriptional Annotation of
prostate cancer genomes provides a foundation for
discoveries that can impact disease understanding TissueTumor: Prostate Contributor{s)iInstitution: Memaorial Sloan Kettering Cancer
and treatment. Concordant assessment of DNA Center

Tizssue Type(s) GCD Curated On: 13-Sep-2008

; Reference Integrative genomic prefiling of human Followess: 7 view
copy number, MRMNA expression, and focused exon Publication: prostste cancer. Taylor BS et 5|, Cancer Cell. -
resequencing in the 218 prostate cancer tumors 2010 Jul 1318{1):11-22. Number of Samples: 264
represented in this dataset haveidentified the Ditner Publications: 0 view Mumber of Downloads: 32
nuclear receptor coactivator MNCOAZ as an Status: Cument

oncogene in approximately._. Version: . Download Awailakility: unspecified
Releass Notes: wiew

Dataset Laye ¥ Download Dataset Conversations and W View Al Analyses using A View Al

Select a name to vi mple data Events for this Dataset B Add a note this Dataset st an anal

Wame Type | \ersion Mumber of S Downlead Mew analysis using this dataset in the Federation v -
Warburg Project Xudong D. 21-Now-2010 Analysis Last Modified
Curated (G 1.0.0 261 download s
y Federstion
henofypes The paper references 149 matched normal samples. Do you Hetwork Gens@tion Warburg f-Apr-2011
seguencing 1.0.0 50 download have this data®
T ey Metwork Survey 23-Mar-2011
CHNW 100 230 download Warbrg
‘We have only able to obtain 28 matched normal samples. = Federation
miRHA 1.0.0 142 download Matt F. 22-Mov-2010 Interactome Warburs O4-Mar-2011
EXpression
Mew analysis using this dataset in the MetaGEQ Project ™ GSE 21034 MetaGED 2-Apr-2011
exon 1.0.0 184 download Brig M 01-Ape-2011
EXpression
Look cut, there is a large batch effect in this data. Have been
OCed a 1.0.0 261 downioad working on a way to remove it. b
henotypes Brig M. 02-Apr-2011

Appreciate the help. We can post new version of the
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Home = All Projects > Federation Warburg Project

Federation Warburg Project

Overview

In oncology, the Warburg effect is the observation that most cancer cells predominantly produce energy by a
high rate of glycolysis followed by lactic acid fermentation in the cytosol, rather than by a comparatively low rate
of glycolysis followed by oxidation of pyruvate in mitochondria like most normal cells. The latter process is
aerobic (uses oxygen). Malignant rapidly-growing tumor cells typically have glycolytic rates that are up to 200
times higher than those of their normal tissues of origin; this occurs even if oxygen is plentiful.

The aim of this project is to improve understanding of the mechanism by which cancer cells underge a transition
in their metabolic state associated with immortalization.

” Read more. ..

B Add analysis

M View Al
B Add a note

Analyses
Select a name to view the analysis
details and resources

Conversations and
Events for this Project

Latest Modified by / Expression Normalization step in Network Generation @ %
Activity Date updated Xudong O. 12-Apr-2011

sion Mormalization Xudong D, =

. Thanks Brig, can you have 8 look at my new results?

generation Step ug atedF : 12-Apr-2011 Xudang D. 12.Apr-2011

1ption Facior -

#ript Mariana A. ) .
eFrediction 02-Mar-2011 I've: looked st this data and found a huge batch effect. You
STEp created -viar- may get cleaner results if you use my normalization method, =

. . let me know if you need help.
Metwork  Correlation calculation Andrew B. Brig M. 08-Ngv-2010
sunve Step updated 25-Mar-2011

Looks good to me.
Maring A 27-Mar2011

A 22-Mar-20

Hew analysis Network Survey created Andrew Beds w» =
21-Mar-2011

Can somecone please have a lock at the way we're

INLATIORNAL

Welcome Michael K.
My profile | Logout

Advanced
Search

Privacy Setting: Public » Learn more...

& Follow this project
2! Send leaders a message

Project formed: 01-Mow-2010

Leaders: Xudong Dai, Mariano Alvares, Andrew
Beck

Members: 8 view

Publications: 5 view

Status: Active

Project Web Site; Federation Google Site

W View Al

Project History

Action User Date

Step updated Kudong D. 12-Apr-2011 =
Document updated Eric 5. 11-Apr-2011 [ ]
Document updated Marino A. 11-Apr-2011
Document updated Hudong D. 09-Apr-2011
Step created Andrew B. 21-Mar-2011
Step created Andrew B.  20-Mar-2011 | _
Analysis created Andrew B. 20-Mar-2011|™
Document created Hudong D. 19-Mar-2011
Member added Antonina M. 18-Mar-2011
Step updated Mariano A. 02-Mar-2011
Step created Mariano A. 01-Mar-2011(_|
Step created Mariano A. 01-Mar-2011 _
Lo Ty S Elarmiama A M4 Afdae N4

I ri:.r_"x Cr*;aﬂr*r_w‘ I .




Welcome Michael K.

My profile | Logout
YNAPSE | conmisure toma cure =

5 A, d
Projects Seach

Datasets Tools MNetworks

People

Home = All Projects > Federation Warburg Projedt > Metwork Generation Analysis

Network Generation Analysis

Privacy Setting: Public » Learn more...

OVEW'EW & Follow this an ﬁ|‘3|"3|5 Motes for this analysis [ View Al
B Add a note
Expression Mormalization rerun Xudong Dai w
In this analysis, we generate a list of key drivers for Created by: Xudong Dai on 01-Dec-2011 12;“_2911 N
the network n’_lcudel governing prostate cancer. The Last modified by: Xudong Dai on 12-Apr-2011 _ _ .
methodology is based on the Rosetta Bayesian o . Gene List Selection run udong Dai 18-Feb-2011 v
network approach e - Hetwork Modul Hudong Dsi 15-Feb-2011 W =
» Read Public datazsets MSKCC Prostate Cancer - exon expression r sl e = 3
read mare. .. uzed: MSKCC Prostate Cancer - @C°d phenotypes Ol v
MSHKCC Prostate Cancer - CNV Cf readyte ge.
udong Lal SU-Jan-2u
Public tools Cosxpression Module e
used: Bayesian Metwork Generation

We need to build the pricrs for sample matching before | |

e T T A A
Jun Zhu 20-Jan-20

Public networks Warburg Cancer Network

generated: - G A e -

Analysis £¥ Load in Tavemna
Select a step to view its details and resources = Add a step
Step types nd
MSKCC Prostate
@ Dataset Cancer exon axprassion
Nomalization
v
@ Comrelation Expression
MNormalization
@ Network v2 by Xudong D. 12-Apr-2011
E MSKCC Prostate MSKCC Prostate
H{] cene List Cancer Phenatypes Cancer, CNV

w
Survival
Analysis A
v1 by Xudong D. 16-Feb-2011

w
Sample
Matehing A
v1 by Xudong D. 20-Jan-2011




Welcome Michael K.

My profile | Logout
YNAPSE | conmisure toma cure =

. Advanced
Projects S

Home = All Projects > Federation Warburg Project = Metwork Generation Anslysis = Coexpression Metwork Generation Step

Datasets Tools

Networks People

Coexpression Network Generation Step

Privacy Setting: Public » Learn more...

Overview &' Rerun this step Notes for this step W View Al

B Add a note

Warning: This input has changed since the latest version of this analysis step.

In this step, we generate a coexpression network Created by: Bin Zhang on 15-Feb-2011
based on gene expression levels as measured by

. Last modified by: Bin Zhang on 15-Feb-2011
affymetrix arrays.

Inputs: Mormalized Expression
»
Read mare...
Qutputs: Warburg Cancer Network
Tool: Coexhet. SHIN

Documentation: CoexMet SNW

Analysis ¥ Load in Taverna
Select a step to view its details and resources = Add a step
Step types < Return to Workflow Overview il
plype MSKCC Prostate
. Dataset Cancer exon expression
Normakzation
v
@ Cormrelation Expressaon
Normalization
Network v2 by Xudong D. 12-Apr-2011
E MSKCC Prostate @ MSKCC Prostate
Gene List Cancer Phenotypes Cancer. CNV
v 4
Survival Sample
Analysis A Matching A
v1 by Xudong D. 16-Feb-2011 v1 by Xudong D. 20-Jan-2011




MSKCC Prostate

Cancer exon expression
h 4
Expression
Normalization
v2 by Xudong D. 12-Apr-2011
MSKCC Prostate |
Cancer Phenotypes
v . v __
iy Coexpression Network
v1 by Xudong D. 16-Feb-2011 by Zhang B. 02-Feb-

MSKCC Prostate
Cancer.CNV

w

Sample
Matching ‘
v1 by Xudong D. 20-Jan-2011

m
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Datasets
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Projects

Home = All Projects > Federation Warburg Project = Metwork Generation Anslysis > Candidate Genes

Candidate Genes

Overview

The following genes have been identified as Created by:

candidate genes in this analysis.

Inputs:
Gene Name Outputs:
MSMB
ATF2
L1
TLR4
BR

& Follow this analysis

Xudong Dai on 16-Feb-2011

Last modified by: Xudong Dai on 168-Feb-2011

Ranked Modules

Warburg Gene List

Welcome Michael K.
My profile | Logout

Advanced
Search

Privacy Setting: Public » Learn more...

Notes for this analysis @ View Al
B Add a note
Expression Hormalization rerun Xudong Dai w -
12-Apr-2011
Gene List Selection run Xudong Dai 16-Feb-2011 v
Nebwork Module run Xudeng Dai 15-Feb-2011 W =

Ok, ready to go.

AL g Lal Sd-Jan-2u

We need to build the pricrs for sample matching before | |

e T T A A
Jun Zhu 20-Jan-20

£ Load in Taverna

= Add a step

Step types

@ Datasel
Nomalization

B MSKCC Prostate

{{{] cene List Cancer Phenotypes

w
m Survival

MSKCC Prostate
Cancer exon exprassion

v
Expression
Normalization
v2 by Xudong D. 12-Apr-2011

m E:mxprwm Nmark_

»

MSKCC Prostate
Cancer, CNV

w

v ) Sample -




SIEULN S | R E———————— s

File Edit View Workspace Plots Tools Help

@7 signELUAR » @] metaGeo.R » (@] DemoScript.R »
[ [sourceonsave & 7« —

e Jient)
2 pynapseLogin()

### do this ahead of time

#i#

myDataset <- propertyvalue(dataset, "id")
al
11 ## download the sawyers phenotypes and 1ist the contents
12 sawyersPhenotypes <- loadeEntity(4635)

13 names (sawyersPhenotypes)

14 1s(sawyersPhenotypesiobjects)

15

16 ## pull out the data and modify it

17 ptCopy <- sawyersPhenotypesiobjectsiphenotypes

18 ptCopyigleasonscore <- "fakescore”

19

I - R T T B = I, I 2

project =- createeEntity(Project(list(name="Mikes Playground”)))
dataset =- createEntity(Dataset(list(name="Results Dataset”, parentId

=
=% Run |[E=¢ | (9% | | Source

2]
= propertyvalue(pr ojH

E

20 IZ|| m

i

21 (Top Level)

Console ~/Rf ~

Copyright (C) 2011 The R Foundation for Statistical Computing
ISBN 3-900051-07-0

Platform: x86_64-pc-mingw32,/x64 (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.
You are welcome to redistribute it under certain conditions.
Type 'license()’ or "licence()’ for distribution details.

Natural Tanguage support but running in an English locale
R is a collaborative project with many contributors.
Type 'contributors{)’ for more information and

'citation()’ on how to cite R or R packages in publications.

Type 'demo()’ for some demos, ‘help()' for on-line help, or
"help.start ()’ for an HTML browser interface to help.
Type 'q()’ to quit R.

[workspace loaded from ~/R/.RData]

> Tibrary(synapseClient)
e

R Script =

=0
(4]

m

=]

Workspace = History - ]
< Load~ | [ Save~ | [ #Import Dataset~ | 3 Clear All
Values
entityId 15627
Tlayer PhenotypeLayer [1]
parent Dataset[1]

Files Plots Packages Help -

_0| Install Packages @ Check for Updates

[ affy Methods for Affymetrix Oligonucleotide Arrays E
[ affydata Affymetrix Data for Demonstration Purpose

[ affyic Tools for parsing Affymetrix data files =
[ affyPLM Methods for fitting probe-level models

[ affyQCReport QC Report Generation for affyBatch objects

[C]  annaffy Annotation tools for Affymetrix biclogical metadata

[C] annotate Annotation for microarrays

[[] AnnctatienDhbi Annotation Database Interface

[7] Biobase Biobase: Base functions for Bioconductor

[C] biomaRt Interface to BioMart databases (e.g. Ensembl, COSMIC \Wormbase and Gramene)

[C] Biostrings String objects representing biclogical sequences, and matching algorithms

[C]  bitops Functions for Bitwise operations

[ boot Bootstrap Functions (eriginally by Angelo Canty for §)

[ caret Classification and Regression Training

[ class Functions for Claszification

[ cluster Cluster Analysis Extended Rousseeuw et al.

[C] codetools Code Analysis Tools for R

[ compiler The R Compiler Package

datasets The R Datasets Package E|




£) Rstudio

SN N NS TR G . SR

File Edit View Workspace Plots Tools Help

@7 signELUAR ¥ ] metaGeo.R %
E DSource on Save ¥

37 DemoScript.R

2 synag

3

4 ### g

napse g
6 datag) \lgtaset”, parentId
e CONTRIBUTE to the CURE

13 mypa Email Address I

11 ## ddg Password | nts

12 sawy

13 name Login | Cancel

14 Is(s

15

16 ## pull out the data and modify it
17 ptCopy <- sawyersPhenotypesiobjectsiphenotypes

=0

=% Run [E=¢ | %% | | o Source
-

= propertyvalue(proj

18 ptCopyigleasonscore =- "fakeScore”

19 -

20 [ i [ie]

41 (Top Level) R Script %
Console ~/R/ ~> @ =y

Platform: x86_64-pc-mingw32,/x64 (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.
You are welcome to redistribute it under certain conditions.
Type 'license()’ or 'licence()’ for distribution details.

Natural language support but running in an English locale

R is a collaborative project with many contributors.
Type 'contributors()’ for more information and
'citation()’ on how to cite R or R packages in publications.

Type 'demo()’ for some demos, "help()’ for on-line help, or
"help.start()" for an HTML browser interface to help.

Type 'q{)’ to guit R.
[workspace loaded from ~/R/.RData]

= Tibrary(synapseClient)
> synapseLogin()

Loading Tc1/Tk interface ... done

s

m

4

Workspace — History - ]
4 Load~ | [ Save- | | Import Dataset~ |3 Clear Al @
Values
entityId 15627
Tayer PhenotypeLayer [1]
parent Dataset[1]

Files Plots Packages Help =

_BIInstaII Packages @ Check for Updates
[ affy Methods for Affymetrix Oligonucleotide Arrays '
[[] affydata Affymetrix Data for Demonstration Purpose
[ affyio Tools for parsing Affymetrix data files
[ affyPLM Methods for fitting probe-level models
[ a CReport QC Report Generation for affyBatch objects
[ annaffy Annotation tools for Affymetrix biological metadata
[[] annotate Annotation for microarrays
[7] AnnctationDbi Annotation Databaze Interface
[7] Bicbase Biobase: Baze functions for Bioconductor
[ bicmaRt Interface to BioMart databases (e.g. Ensembl, COSMIC Wormbase and Gramene)

[[] Biestrings String objects representing biological sequences, and matching algorithms
[ bitops Functions for Bitwise operations
[ beet Bootstrap Functions (eriginally by Angelo Canty for 5)

[ caret Classification and Regression Training
[ class Functions for Classification
[ cluster Cluster Analysis Extended Rousseeuw et al.

[ codetools Code Analysis Tools for R
[ compiler The R Compiler Package
datasets The R Datasets Package -



	Slide Number 1
	Need: Community-based analysis is required to build accurate models of disease
	Watch What I Do, Not What I Say
	Reduce, Reuse, Recycle
	Most of the People You Need to Work with Don’t Work with You
	My Other Computer is Amazon
	Do: What will the Synapse Platform and Sage Commons Enable?
	Slide Number 8
	Slide Number 9
	Slide Number 10
	Slide Number 11
	Slide Number 12
	Slide Number 13
	Slide Number 14
	Slide Number 15
	Slide Number 16
	Slide Number 17
	Slide Number 18
	Slide Number 19

