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In 2016, the NDEXx project is transitioning from creation of
core infrastructure to focus on the use of NDEx in science.

We are empowering cancer researchers by adding many
sources of cancer-relevant networks, integrating them with
cancer informatics applications and linking NDEx to the Assembled Networks — e.g. RAS Machine K /
scientific publishing process.
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Pathway and Interaction Data
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“Recently we began to automatically update a network in NDEx with the latest output of
‘The RAS Machine’, a novel application of INDRA that integrates curated knowledge about
RAS signaling with a stream of new RAS-related publications processed with a natural
language parsing system”

— Peter Sorger, Head of the Harvard Program in Therapeutic Science
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Public Server “NDEx will provide a platform for sharing, publishing, and using the cell maps that will be
generated in the CCMI. Moreover, these networks will be readily accessible for alignment
and comparison to other networks available via NDEx, such as the NCI-PID networks.”

Analyze, Visualize, Edit — Nevan J. Krogan, Director, QB3 @UCSF

Data-Derived Cell Maps

Cancer Cell Map

Save Comparison Outputs

Curated Causal Interactions

EMBL-EBI

] Compound-Protein Interactions

|
|
|
|
|
|

Report Bug ContactUs Cite NDEX Network MyAccount Sign Out / \ Network diagrams for this article
PPT1network v
[ o
(] (] RD
ooy [ oy [l -y [ m————"— a ubmission Embedd|ng N =

A - ATPSA
o e WO Gphview Tableview Giops Tasks & Notcaton for P| |bllcat|0n O I J I ress @
» .
— - niine Journais I/
NCI| - Pathway Interaction = PRI @
Database (p|D) oy PI3K and PLC-gamma @
NS @
hit WW.C ,
Th athway | tion Databa
highly-struct rat ollect
ofinformation abou t known bio- Sqgnaing everts meda
mol larint ns ey cel ®
pro ses ed| signaling .
ity P
Th rativ ject rlva e e rve r
bet L} dN 3 by he MAPK pathway
C- NPG) fi 2006 s b
== sgnaing
Calcineurn-reguiased NFAT-& t transcepbon in fymphooytes po—
/.| Download PDF BP Export ®| | Search ScienceDirect B Kobviiced scaich
Actions: P
g CO8+ Toels
_ 4 " wam < ‘TCR pﬂ“y el
cels 2 = 3 3 .
e CR pethwe Quantitative analysis of PPT1 interactome in human foro
_ EO7R1 and VEGFR2 eteblestomaals
re
_ Enzo Scifo> ' é 1. &4 Agnieszka Szwajda®, Rabah Soliymani®, Francesco Pezzini®, Marzia Bianchi®: ¢,
Arvydas Dapkunas?, Janusz Debski¢, Kristiina Uusi-Rauva® ¢, Michat Dadlez®, Anne-Claude Gingras”,
Glucocortcod Jaana Tyynela®, Alessandro Simonati¢, Anu Jalanko™ ¢, Marc H. Baumann®, Maciej Lalowski® .=
VEGFR1 c sgnals * Show more
)| Download PDF B Export ®| | Search ScienceDirect E Advanced search t rights and content
Atypeal NF pas pathway I Kisbe
VEGF and VEGHii§ gnaing network Article outline Show full outiing P S : - A s - :
‘ .“'\f‘“‘ Data in Brief ’Czu?rlu:.atl‘:r: .:fnalysm of PPT1 interactome in human_. - L Anvdas
Abstract g a 2015, Datain Bri more
et L Volume 4, September 2015, Pages 127-129 pingras, Jaana
disted by Gl protens Keywords ) i
Spe ns table Data in support of protocol for rat single muscle-fibe... .
Spe: s table tome in SH-SY5Y
FAS (CDeS ing patiway Valu E iat e 2015, Datain Brief  more
ntal desian. materials
IL8 and CXCR1 EFHA Data Article Translation of Genotype to Phenotype by a Hierarch...
- ) . . ) ) . et -
juctd == .y Data for mitochondrial proteomic alterations in the aging
mouse brain

Figures and tables Kelly L. Stauch, Phillip R. Purnell, Lance M. Villeneuve, Howard S. Fox & . & » Citing articles (0)
m @ showmore (PPT1)or
B ecooos doi:10.1016/].dib.2015.05.004 Get rights and content ty acid chains W :Node/fabels i Fdgelabets Reset
D ec0010 = » Related book content h h
Under a Creative Commons license et o | som
) ) stable cells that
Network diagrams for this article 3
metry (AP-MS). Q  Explore network

. ation (FASP)
Abstract 3PPT1
rwork was

g
z
2
=
-y
o
=
o
-
(%)
3
(=]
3
=1
=2
@

Mitochondria are dynamic organelles critical for many cellular processes, including

I/With th e n e W ND EX Visualizer’ n etWO rk graph iCS h as Cen ter Stage an d energy generation. Thus, mitochondrial dysfunction likely plays a role in the observed — " nking it to

alterations in brain glucose metabolism during aging. Despite implications of

h l . . o, o d . II h d d . V) mitochondrial alterations during brain aging, comprehensive quantitative proteomic
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carbohydrates, lipids, and proteins. These results are significant because we identified

age-associated proteomic changes suggestive of altered mitochondrial catabolic

) reactions during brain aging. The proteomic data described here can be found in the
PRIDE Archive using the reference number PXD001370. A more comprehensive
analysis of this data may be obtained from the article “Proteomic analysis and functional

= characterization of mouse brain mitochondria during aging reveal alterations in energy
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