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basa gaHHbIX HauMOHaNbLHOro MHCTUTYTa paka NCBI
(http://www.ncbi.nlm.nih.gov)

& NCBI  Resources @ How To & Sign in to NCBI

(
o NCBI Al Databases ~ \

National Center for
Biotechnology Information

NCBI Home All Resources

Resource List (A-7) Al | | Databases || Downloads | | Submissions | | Tools i | How To |

All Resources

Chemicals & Bioassays - Databases
_ Data & Software = Assembly

A database providing information on the structure of assembled genomes, assembly names and other meta-data, statistical reports, and links to
genomic sequence data.

DNA & RNA

Domains & Structures

BioProject (formerly Genome Project]

G &E i 3 : 7 4 o ' 9 . . ; 4 -
Bosus e s i A collection of genomics, functional genomics, and genetics studies and links to their resulting datasets. This resource describes project scope,

_ Genetics & Medicine o material, and objectives and provides a mechanism to retrieve datasets that are often difficult to find due to inconsistent annotation, multiple independent
Genomes & Maps submissions, and the varied nature of diverse data types which are often stored in different databases.
Homology BioSample
Literature The BioSample database contains descriptions of biological source materials used in experimental assays.
Eroteins BioSystems
Sequence Analysis Database that groups biomedical literature, small molecules, and sequence data in terms of biological relationships.
-
0 22000, Bookshelf
_Training & Tutorials A collection of biomedical books that can be searched directly or from linked data in other NCBI databases. The collection includes biomedical
\anation textbooks, other scientific titles, genetic resources such as GeneReviews, and NCBI help manuals.
ClinVar

A resource to provide a public, tracked record of reported relationships between human variation and observed health status with supporting evidence.
Related information in the MIH Genetic Testing Registry (GTR), MedGen, Gene, OMIM, PubMed and other sources is accessible through hyperlinks on
the records.

ClincialTrials .gov
A registry and results database of publicly- and privately-supported clinical studies of human participants conducted around the world.

CloneDB (formerly Clone Registry)

A database that integrates information about clones and libraries, including sequence data, map positions and distributor information.

Computational Resources from NCBI's Structure Grou
A centralized page providing access and links to resources developed by the Structure Group of the NCBI Computational Biology Branch (CBB). These

Heobxoanmo onuncatb 6a3y gaHHbIX, CTPYKTYPY , OCHOBHbIE BKITa[KN, KaKyHo
NHPOPMaLINIO OHM HECYT.



OnuncaHue BKNagok 6a3bl AaHHbIX NSBI

& NCBI  Resources @ HowTo @ Sign in to NCBI

:': NCBI All Databases E]

National Center for All Databases -
Biotechnology Information —
Assembly
BioProject
LRI BioSample Lo NCBI Popular Resources
;i BioSystems =
Resouicainst (1) Bool;ys “ [enter for Biotechnology Information advances science and health by providing access to PublMed
All Resources Clinvar genomic information. Bookshelf
: s " |Clone £ ; ]
Chemicals & Bioassays | < = Domains LBl | Mission | Organization | NCBI News | Blog PubMed Central
Data & Software ~ |dbGaP PubMed Health
dbVar .
_DNA & RNA ] Epiginomics ubmit Download Learn i)
1 : : Nucleotide
) Domains & Structures _|EST or manuscripts Transfer NCBI data to your Find help documents, attend a
Genes & Expression Gene tabases computer class or watch a tutorial Genome
4 T Re] GENOME SN
_Genetics & Medicine | GEQ DataSets
Genomes & Maps GEO Profiles Gane
; , -4 GSS Protein
Momology  ~ _|GTR
e HomoloGene - 3
Proteins :
Sequence Analysis NCBI Announcements
L oetpenee ISy S Develop Analyze Research
Taxonomy y Search for WGS Sequences using
s e : ; Use NCBI APIs and code Identify an NCBI tool for your Explore NCBI research and Stand-alone BLAST!
_»Tramlng & Tgtonals libraries to build applications data analysis task collaborative projects 07 Mar 2
Variation e i It is now much easier to search WGS

MNAhnla Rannma Shatrnin) with

First of the New Bookshelf NCBI Insights
Blog Posts - New Streptococcus
pyogenes book

Tha firet nf 2 now cariae nf NCRI Incinhtc

NCBI is phasing out sequence Gls - use
Accession.Version instead!

As of September 2016, the integer
camionra idantifiare lenmwm ac "Rle” will

More

Bcero 43 Bknaaku, oaHOMY YernoBeKy 40CTaTOYHO onucaTtb O4HYy
BKI1aKy C yKkazaHueM MHopmMaunm 3Tom BKIagkm n npumepom
paboTbl BO BKNaake (NpumMmepbl B BUAE CKPUHLLIOTOB).



COSMIC Catalogue Of Somatic Mutations In Cancer

6a3 gaHHbIX COMaTUYECKNX MyTaLUi, CBOMCTBEHHbLIX Pa3fnyHbiM TMNam
onyxorneBblX 3aboneBaHnin Yenoseka.
http://cancer.sanger.ac.uk/cosmic

gl cosmIC

Catalogue of somatic mutations in cancer

Home v About v Resources v Curation v

COSMIC v76

Tools v Data v News v

SEARCH

oo - | R

Cel Lnes Project
COSMIC Whole Genomes
Cancer Gene Census
Drug Sensitvity &
Mutationa' Signatures
GRCh37 Cancer Archive &

o Tools

Additional tools to explore COSMIC

Cancer Browser
Genome Browser
GA4GH 3eaconNe~
COSMIC Mart
CONAN

Genomic 1 andscape of Cancer

o Expert Curation

High quality curation by expert postdoctoral scientists

Cancer Gene Census
Curated CGenes

Gene Fusions
Genome-Wide Screens

Further details on using COSMIC's content
Downlozds

License

Subtmission

Genome Annotatoon

narasheers

COSMIC expdnsion

Login v

We welcomre two new scientists who wil be investigating the
curzted database ard annotating the most interesting target
and biomar<er ooporturities acoss this encrmous databacse.

Dr. Sam Thompseon is 2 medical statstcian with expertise ir
clinical trials. In ccllaboration witn Daver Pharmacesusicals, she
will be zxploring correlalions auess the different Lypes of
varant annotation in COSMIC, aiming to systematcally 1denafy

naual markare far dicanaecn

OnucaHne 6a3bl AaHHbIX, ONMcaHne BKNaaokK, NpuMmepsl
paboTbl ¢ 6a301 AaHHbIX. (2 YernoBeka)



EMBL-EBI

PFAM - Protein families database of alignments and HMMs

Konnekumnsa 0enkoBbiX CEMENCTB
http://pfam.xfam.org/

HOME | SEARCH EROWSE | FTP | HELP | ABOUT

Pfam 29.0 (December 2015, 16295 entries)

The 272m Calabase is a lerge collection ol protein familes, sach zpresented by mulliple sequence
alignments and hidden Markov models (HMMs). More...

QUICK LINKS
SEQUENCE SEARCH
VIEW A PFAM ENTRY
VIEW A CLAN

VIFW A SFQUFNCF
VIFW A STRIICTIIRF
KCYWORD SCARCH

YOU CAN FIND DATA IN PFAM IN VARIOUS WAYS...
Anzlyze your protein seyuece for P7zm malches
View Z7am znnotadon ard alignmenzz

Ses yrouws of re aled anlies

I nok at the domair argarisation ot a profen szquerce
Fnd the ~onmans on = PNR stracture

Query Ptam by keywords

R - ] oo

Cnz=r zny typ= of accession or [D to iump to the peqe fo- a Pfam ent-y =r
clan. Un P-ot sequ=nce, PDD st-ucture, =t

Jumi’ 10 sbir iy A i

Or vicw the belz pages for more information

Recent Pfam blog® posts BHide this

Plam 29.0 is nuow availabler? (p:s:ad 2: Decamrber 2J13)

Ptam 29.0, ~ur s=rons releza= ot 2017, conkans 16235 entm=s ard 553 rlars. We Fave mace snms
mzjor changss to our underying ssquerce database a~d the d thz 2 disp.ayec on the website,
wricnh we've outlincd below. Ful detale can ze found in cur Nuc'cic Acids Resezrch paper, whick is
avzilable ~ere. Tho growi izc of T

Moving Lo xfam.orgr (pastaz 1 vay 2013)

Back in Novembcr 2014 we znnounccd that the Xfam tcam in the U< was moving fror tne Welcome
Irust Sarger Institute to the Lurcpean Uicinformatics Institute (LML LUL), just ~ext door on the
Welcome Irust Genome Campus. On Iucsday we cted that move by zw tching off the I'fom and
Rfam wcbsites ns.de Sanger and redirecting all traffic I..]

Shorl-Lerin Plam pusilion available. ™ (posad / Fasruary 2013)

OnucaHune 6a3bl AaHHbIX, ONMcaHne BKNagokK, NnpuMmepsl
paboTbl ¢ 6a30n AaHHbIX.

Pfam

keymord saarca




1000 Genomes

www.1000

IGSR: The International Genome Sample Resource

Providing ongoing support for the 1000 Genomes Project data

Home About Data

Analysis

Participants Contact Browser

IGSR and the 1000 Genomes Project

Greenland
Finland
celancs Saided
Norway .
United
Canada Kingdom
. Poland
Germany Uk
r.'
Spsedasa @ Tukey
239 yan
Algeria Libys | EGYP
Me di Arsbia
Republic
. O O Ml ot Niger Sudsn
Venezoels (@) @‘4 Ethiopia
cox.;
6w Congo 1Y
Brazil Tanzana
@ sogois
8oy
Qb Madagascar
Botswana ¥
Chie
South Africa
Argenting

FAQ

Populations: .— European; O African; . - American; . - South Asian; . - East Asian

The International Genome Sample Resource (IGSR) was established to ensure the ongoing usability of data generated by the

1000 Genomes Project and to extend the data set. More information is available about the IGSR

Links

Announcements

IGSR Sample Collection Principles
1000 Genomes Project Publications
File formats

Software tools

Download data

Twitter

OnucaHne 6a3bl AaHHbIX, ONMcaHne BKNagokK, NpuMepbl
paboTbl ¢ 6a301 gaHHLIX. (2 YernoBeka)



DrugBank
0©a3a gaHHbIX NEKapCTBEHHbIX BELECTB C XMMUYECKOW, (hapMaKornorm4eckomn 1
JbapmavueBTU4eckon MHdopmaLumnen.
http://www.drugbank.ca/

DrucBank boxse~ seacn~  Lownoads  Adcut~  Hep - Contactls Seathi Diuys

DrugBank Version 4.3

/ ) = M -
!D, @@/ﬁ@ A MK The DrugBank database is a unique bioinformatics and cheminformatics resource that combines detailed drug (i.e.

chemical, pharmacolcgical and pharmaceutical) data with comprehensive crug target (i.e. sequence, structure, and
pathway) information. The database contains 8198 drug entries including 1985 FDA-approved small molecule drugs,
204 FDA-approved biotech (protein/peptide) drugs, 93 nutraceuticals and over 6000 experimental drugs. Additionally, 4331 non-redundant protgin (i.e. drug Navic Wishart, artl b is giving ar overviews of
target/enzyme/transporter/carrier) sequences are linked to these drug entries. Each DrugCard entry contains more than 200 data fields with half of the information being #metahokhmic resources. i mefThyeqty7)
devoted to drug/chemical data and the other nalf devoted to drug target or protein data. More about DrugBank ©

Tweets i @wisha ab

Wishart Lab @
Retwectee Reza Selek |

Drug & Drug larget Database dmetaboknicht):

CrugBank is offered to the publc as a freely avalable resource. Use and re-distribution of the data, in wholz or in part. for commercial purpases requres explicit pe: sion of the authors and explicit
arknoaledgment of the sourcs material (DrugRank) anc the nrginal publcation (3=e below) Wa ask that users who cownload sigrifizznt portions of the databasz cte the DnigRank paper n any resufting
publicalions.

Citing DrugBanic

Wistizit DS, Knux C, |
2006 Jan 1;31(Datads:

Drug of the day: Ezetimibe

Czetimbe is an anti-hyoerlipidemic meadication which is used tc lower cholestero’ levels. Specifically, t aopears to kinc to a critical meciator of cholesterol absorprion, the Niemann-Picx C-Like 1 (NPC1L1) orctzin on the
ﬁ gastrointestinal ract epithalizl cells as well as n hepatocytes.
7/ .

Fur use as adunclve Uierapy o diel for the reducton of elzvaled Lolal-C, LEL-C, and Apo B in palients with primizry (helerozygous famiilia) and non-Tarmilal) hyoercholester v emia.

lT,q Leaimn more aboul Ezelimibe

OnuncaHne 6a3bl AaHHbIX, ONMcaHne BKNagokK, NpuMmepsl
paboTbl ¢ 6a3on AaHHbIX.
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Reactome
basa gaHHbIX 0 BUoONoOrnyYecknx NyTaxX y yenoBeka
http://www.reactome.org/

REACTOME

A CURATED PATHWAY DATABASE

About Content Documentation Tools Community Download Contact |

Ill%

Current Version: Reactome V55

Browse Pathways Analyze Data Reactome FIViz app & rea

.| »

EMBL-EBI Training

Toaoreeyy

2 Last chancel Register now for our #hetworks
I I and #P ays course: goo.gliczibMa

User Guide Data Download Contact Us

About Reactome

Reactome is a free, open-source, curated and peer reviewed pathway database. Our goal is to provide
intuitive bioinformatics tools for the visualization, interpretation and analysis of pathway knowledge to

support basic research, genome analysis, modeling, systems biology and education. The current
version (v55) of Reactome was released on December 15, 2015,

-."‘"" NYUL
= angone
S OICR N Nestca e

Cold

.”.'.’.',‘L‘f. EMBL-EBI :: B reactome

Laboratory

m

The development of Reactome is supported by grants from the US National Institutes of Health (P41 HGOD3751 and TUS4GM 114823.01),
Ontaric Reszarch Fund, and the Europaan Melzcular Biokogy Laboratony.

View on Twitter

About Content Documentation

Tools Community f , You
About Reactome Table of Contents User Guide: Pathway Browser Reactome Outreach Tube
Developer Guide Analyze Data

News DOls

Reactome Events

Onuncanune 6a3bl AaHHbIX, ONMCaHKe BKINaaoK, NpUMepb
paboTbl ¢ 6a301 AaHHbIX. (2 YenoBeka)



[Tpnmep onncanHms 6asbl AAaHHbIX

basa gaHHbIX STRING - Search Tool for the Retrieval of
Interacting Genes/Proteins (http://string-db.org/)

rlonie 2 Ploylleelel = Flee) o )\ IDlejic] = 2STRINGHO
10 bruonornyeckas

©a3a gaHHbIX N web-
pecypc onmcbiBaeT u [ || o e |[ ot |[smee, | ((Wihatitdoes e
STRING is a database of known and predicted protein interactions.
rl pe,D,CKa3 bl BaeT 69” O K' protein name: (examples: 21 22 =£3) The interactions include direct (physical) and indirect (functional)
6 associations; they are derived from four sources:
en KOB bl e (STRING understands a variety of protein names Genomic High-throughput (Conserved) Previous
B3a M M Oﬂe m CTBMﬂ 5a3a and accessions; you can also try a random entry) Context Experiments Coexpression Knowledge
. s "o L N7 m ey
- o / : ips
ﬂ.aHHbIX aKKyMyﬂl/lpyeT organism:

STRING - Known and Predicted Protein-Protein Intlactions

auto-detect v STRING quantitatively integrates interaction data from these sources
B Ce6ﬂ l/l H q)o p M a L“/l |-O Vl3 _ for a large number of organisms, and transfers information between
interactors wanted: these organisms where applicable. The database currently covers

COGs Proteins Reset GO ! 9'643'763 proteins from 2'031 organisms.
OornbLLOro Ynucna \ ) = |
please enter your protein of interest...
MCTOYHNKOB

More Info] [Fundlng / Support] (Acknowledgements] [Use Scenarios]

B Kn I'OLI a I'O LL“/IX STRING (Search Tool for the Retrieval of Interacting Genes/Proteins) is being developed at CPR, EMBL, SIB, KU D and UZH.

2182, DY, 1V /4]

STRING references: Szklarczyk et al. 2015 / 2013 / 2011 / 2009 / 2007 / 2005 / 2003 / Snel et al. 2000.

3 KC“ e p |/| Me HTan bH bl e Miscellaneous: Access Statistics, Robot Access Guide, Supported Browsers.

aH H ble Ba3a What's New? This is version 10 of STRING - now covering more than 2000 organisms, and with improved prediction algorithms!
ﬂ . Sister Projects: check out STITCH and egaNOG - two sister projects built on STRING data!

Previous Releases: Trying to reproduce an earlier finding? Confused? Refer to our old releases.

coaepxuT B cebe :
NHGOpMaLNIO 0 9,6 MITH [ T
benkos Gonee 2000

OpraHn3mMoB.

1is CPR i EMBL
I: NNF Center for Protein Research %+ European Molecular Biology Laboratory




rlope 2 Ploysllelefef & Flelfe]

MyiData SHSTRING 0

STRING - Known and Predicted Protein-Protein Interactions

search search by multiple multiple (
by name protein sequence names sequences

protein name:

(examples: 21 #2 #£3)

(STRING understand:

a y of pr

and accessions; you can also try a random entry)

Homo sapiens
Hordeum vulgare

) T

sl

\| |Hodgkinia cicadicola
Hoeflea phototrophica
Holdemania filiformis

Hyaloperonospora arabidopsidis
Hydra magnipapillata
Hydrogenobacter thermophilus
Hydrogenobaculum sp. YO4AAS1

STRING is a database of known and predicted protein interactions.
The interactions include direct (physical) and indirect (functional)
associations; they are derived from four sources:

Genomic High-throughput (Conserved) Previous
Context Experiments Coexpression Knowledge

= /47 B Onee

STRING quantitatively integrates interaction data from these sources
for a large number of organisms, and transfers information between
these organisms where applicable. The database currently covers
9'643'763 proteins from 2'031 organisms.

ements ] [Use Scenarios]

b Genes/Proteins) is being developed at CPR, EMBL, SIB, KU, TUD and UZH.

13 / 2011 / 2009 / 2007 / 2005 / 2003 / Snel et al. 2000.

covering more than 2000 organisms, and with improved prediction algorithms!
- two sister projects built on STRING data!

|er finding? Confused? Refer to our old releases.

Swiss Institute of Bioinformatics

EMBL
European Molecular Biclogy Laboratory




Home=mDown|oadi=RHEelpTE=sNVIDaTa

STRING - Known and Predicted Protein-Protein Interactions

+HSTRINGHO

search search by multiple multiple (
b mame || potein seavence || mames || seauences | | iHaEiEdoes SR ——
. STRING is a database of known and predicted protein interactions.
protein name: (examples: #1 #2 #3) The interactions include direct (physical) and indirect (functional)
e T 53 associations; they are derived from four sources:
(STRING und! ds a y of p Genomic High-throughput (Conserved) Previous
and accessions; you can also try a random entry) Context Experiments Coexpression Knowledge
- - bh.‘
organism:
auto-detect v STRING quantitatively integrates interaction data from these sources
i for a large number of organisms, and transfers information between
interactors wanted: | e organisms where applicable. The database currently covers
. COGs " Proteins Reset “ oteins from 2'031 organisms.

please enter your protein of interest...

_ [Funding / Support] [Admowledgements] [Use Scenan'os]

STRING (Search Tool for the Retrieval of Interacting Genes/Proteins) is being developed at CPR, EMBL, SIB, KU, TUD and UZH.
STRING references: Szklarczyk et al. 2015 / 2013 / 2011 / 2009 / 2007 / 2005 / 2003 / Snel et al. 2000.
Miscellaneous: Access Statistics, Robot Access Guide, Supported Browsers.

What's New? This is version 10 of STRING - now covering more than 2000 organisms, and with improved prediction algorithms!
Sister Projects: check out STITCH and eggNOG - two sister projects built on STRING data!
Previous Releases: Trying to reproduce an earlier finding? Confused? Refer to our old releases.

Swiss Institute of Bicinformatics

EMBL
European Molecular Biology Laboratory

1 NNF Center for Protein Research




“STRING

There are saveral matchaes for wsY,

Flease select one from the kst below and press Confinue to proceed,

ergarmsm protein

B Homd Sapiehs TPS3 - Gl £OOLEN 053, ACTS 33 3 CUMOT SUDDIESIOT M) MY LMY YD MuUCes Oromth STESE of a00OR0S SECENGNG 0 Ehe Dl ekl a CHOUMELANOES and Coll DT, Mrvdhetd 7 il e [8QUE00N & 3 UTans-aiatad that
I8 RO NED ol drsson by 9 2 st of penas required for this process, One of the aativated genes is an inhibitor of cydin-dependent kinases, d saems to b meduted sither by A
dwmmmwmwwmdm:wm-ﬁq)

0 Cavia porcelus D53 - Collular CLamse SEOHN P53 | A8 &5 2 DML SODEEHION IN Ay TLO! YDE] INGUCHS Qrerwih JTdst of i O e 500 Wi Py BRIl 308 Oall Uy Iereolbvind @b Coll Syche TOQULBENSM 34 & TTRAE-

¥ that ke bo neg: mmmwmamwmmnhhmmﬂmMm-mmﬂmmmmehmmm
by stmulation of BAx and FAS antigen o by jon of Bel-2 in with mitechandrial PRIF is imchoed i [L.)

@ Danke reno k33 - tumor proben p53; Acts as 2 bumor suppressor N many tumoe types; nduces growth arest or & g on the al and ol Eype. ool oy regulation as a tran ] that
28 10 Dagatively regulatg ol deateon by B 5 At of Gaiid requead Sof this peocaid. Oow of the SCtivited Ganed i 5 inhibator of cythn-depandant kansied. i e Bbm 1 b madabed ather by atvmolas
<f BAX and FAR arbgen expresson, o by represson of Bd-2 expresson (By sedanty)

O Owyzias latpes k053 - celular tumor anbgen p53 ; td:ulh-arwnmwmmcm”ﬂtumm-l h | and cel type. Invelved n coll oyde reguation as a trans-

that acs to neg: m:‘mhm:mﬂmmﬁhhmmdm d genes s an of crdin-dep knases. seems to be medated ether
By stmulation of fAX and FAS antigen o by ion of -2 ion (By

© Rattus norvegaus TPS3 - Celular tumor Sntgen B33 © ARS 35 2 TAMOr SUSOTESSON I Many PUmG IYDEs; induces growth Jmest or spoptosi ireg on the phiy il o and cell type, Involved in cel oycle regulation as 3 trans-
ATHARO Tt 305 10 Mreativily Megulate (ol Grvaiedn by COPRTCNNG & S Of (anes requred 108 s DrOCeSs. O Of the SRivated G4nds i 40 inhditor of Cyokn-& et Kanases. A MRHADON SEETH 1O D MSatoed Sllvi
By stmulation of (A and FAS antigen ot by ion of Bel-2 ion. in with mitechondial FRIF is imvobeed i [...]

0 Natdoui Skl daa 53 - wmonm».wwnmwmmmmmwwmmam“ dorgpc.al Snd Sall Bypi. Mwohedd o Oall Crcl Mgralat HDVMWM
1] gulate celdl drvaseon by amdmmhummdmww-amdmm SEEMS o b wither by
ol BAX 30 FAS 3By EXpres8sn, of by [epeessan of BA.2 axpresson [By Sedanty)

0 Mphophonss maculstus K551 - Callubar bummor 0@ DI ; At 343 Lumor IUEOFarson in many Cusmor KyDéd; nduces Growth arrest of dapanding o the phreiclgcal 6 3053 CHll LD, [reolved ol Crcia rigulation 34 & tra-

that acts bo neg: m:‘mmm:mdwmdhh O of the d genes is an of oy G nases. . seems to be medated ether
wmuw-ﬂnsm_r v of by ion of Bdl-2 By

0 Mus sesculus Tredd - wansfommation related prebery 53; Acts 29 2 tumey SLERrESSCr I Many Dumor Bypes; mmnnu d cing on the physs ] and coll type, Wndmlmu.
vmmmmmwmmﬁm-ﬂmmm;mﬂmmbhmmdhmmﬂmsm debiton of Crcln-dapendent kinares, H seems to be medated
ithver by stmulation of BAX and FAS anbgen expresson, of by rep: of Bd-2 with ) BB IF s el []

O Hems saplons JMATY - B fder, SOE- Ly J; ACtd Gu B Bars Fida RArgH Gene of BENTPSD. May slay & réle i Eha TPEI-disirsdant grawth fedulatory pathwiay. May #ade te TPEI-medated il by Fgul of TPEY W6 Bl
rrarmdecatson to the nudeus and rudesius

- Home saplens CLT - n‘\’l,MdaM%Ei* ook hex, which meds the ubs and subsen L of tarpet protemns, Probably plays a role m the degradabon of

By ). Sewmms not o and degradaton of TRS3. bn vitre, comphexes of CLILT with &ther CLLS of FEXWS: or TPS3
wumn%muwmm & e S g ad < GORASE'L, wXevg b & 00mpo [ ]

1 Home saplens FFFIRI3E - MMMIMWMIH.WMMJWMnWGMMMMMDSWD Reguiztes TR33 by enhanong the DR bnding and transactrrabion functon
<f TR33 on the promoters of prospoptolc genes n vwwo

1 Homeo sapiens !H: mmmmwm-u h—mmmmnmmmwamnm of cols, Wh viaked, forms a with TP, leadng to TPS3

som of G2/M chedpas during d Ofa damage

oS Saphens RYBP - m:mﬂwnm Inhisas of TPS3, and thereby plays & role in regulating transonption of TPS3 target genes. May B & itk of the o
4 @ ey | Btivly of E4TFE. mmumwm
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Homer=rDownload =RHEpRRMVIData S STRING 10

l Save Layout Clustering Enrichment Options l

This is the evidence view. Different line colors represent the types of evidence for the assocation.

confidence  evidence cti interacti g d more less

Network Display - Nodes are either colored (if they are directly linked
to the input - as in the table) or white (nodes of a higher
iteration/depth). Edges, i.e. predicted functional links, consist of up to
eight lines: one color for each type of evidence. Hover or click to reveal
more information about the node/edge.

Active Prediction Methods:

Neighborhood ¥ Gene Fusion [¥|Co-occurrence
Co-expression [l Experiments | patabases [¥] Textmining

required confidence (score): interactors shown:

medium confidence (0.400) |+ no more than 10 interactors ~

highest confidence (0.900)
high confidence (0.700

or custom limit:

medium confidence (0.400
low confidence (0.150)

0

Disable Structure Previews inside Network Bubbles



Homer-SDownload=SHepR=syiD a1 SHSTRING 0

| Save Layout Clustering Enrichment Options. ‘

This is the evidence view. Different line colors represent the types of evidence for the association.

WM-&—

evidence actions interactive more less

ATM

Actions . =
» re-center network on this node s _E_

« add this node to input nodes
Information

ataxia telangiectasia mutated;
Senne/threonine protein kinase which
activates checkpoint signaling upon double
strand breaks (DSBs), apoptosis and genotoxic
stresses such as ionizing ultraviolet A light
(UVA], thereby acting as a DNA damage
sensor. Recognizes the substrate consensus
sequence [ST]-Q. Phosphorylates 'Ser-139' of
histone variant H2AX/H2AFX at double strand
breaks (DSBs), thereby regulating DNA damage
response mechanism. Also plays a role in pre-B
cell allelic exclusion, a process leading to
expression of a single immunoaglobulin heavy
chain allele to enforce clonality and [...] @

Identifier: ENSPO0000278616
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= show protein seguence
» homologs among STRING organisms

homology model (1TwinA
identity: 38.7%
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Nighborhood: [10g06GHbIN rEHOMHbIN KOHTEKCT Y pa3HbIX BUAOB npeanonaratoT
aHarnorm4yHyo pyHkumno 6enkos.

Fusion: 6enku, KOTOpPbIE CBA3aHbl BHYTPU rEHOMOB, BECbMa BEPOATHO, MOT'YT
ObITb beHKLI,I/IOHaJ'IbHO CBA3aHbl MEXY.

Occurence: benkn, KOTopble UMEOT aHaNorM4YHy YHKLUIO MU HAXOOATCH B
TOM Xe NyTu MeTabonmama, AOMKHbI OblTb OTOOpPaXXeHbl BMECTE U UMEIOT
CXOoXxue punoreHeTn4eckoe Npouneb.

Coexpression: ['lporHo3npyemasi cBs3b Mexay reHamm Ha OCHOBe
HabnogaemMblX 3aKOHOMEPHOCTEN OQHOBPEMEHHOW 3KCMPECCUN FEHOB.
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Neighborhood Fusion Occurence Coexpression Experiments Database Textmining Summary Network

Coexpression Display.

Active Prediction Methods:

[¥INeighborhood [¥] Gene Fusion [¥] Co-occurrence
[¥] co-expression ¥ Experiments [¥| Databases ¥ Textmining

required confidence (score): interactors shown:

medium confidence (0.400) ~ no more than 10 interactors v
or custom value: or custom limit:

[ Update Parameters ]

Info&Parameters..
Network Display - Nodes are either colored (if they are directly linked
to the input - as in the table) or white (nodes of a higher
iteration/depth). Edges, i.e. predicted functional links, consist of up to
eight lines: one color for each type of evidence. Hover or click to reveal
more information about the node/edge.

Network Display - Nodes are either colored (if they are directly linked
to the input - as in the table) or white (nodes of a higher
iteration/depth). Edges, i.e. predicted functional links, consist of up to
eight lines: one color for each type of evidence. Hover or click to reveal
more information about the node/edge.

Active Prediction Methods:

[¥INeighborhood [¥] Gene Fusion ¥ Co-occurrence
[V co-expression V] Experiments ¥ Databases [¥| Textmining

Active Prediction Methods:
[¥INeighborhood [¥] Gene Fusion ¥ Co-occurrence
Co-expression [¥|Experiments [¥|Databases ¥ Textmining

required confidence (score): interactors shown: required confidence (score): interactors shown:
medium confidence (0.409)_b] no more than 5 interactors v medium confidence (0.400) ~ no more than 5 interactors |v
highest confidence (0.900) oF Gibtor ks i oF cictom vakias no more than 5 interactors

high confidence (0.700 no more than 10 interactors
- ) no more than 20 interactors
additional (Whlte) nodes no more than 50 interactors

0

medium confidence (0.400)
low confidence (0.150)

0

Disable Structure Previews inside Network Bubbles Disable Structure Previews inside Network Bubbles

| Update Parameters

[ Update Parameters
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- Occurrence View -

In which organisms is my protein conserved ?
Functional partners often have similar occurrence patterns.

/E\

no homology 100% sequence
detectable conzervation
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[ cokuea
g em

P BroaL
[ Ketze
P EP300
[ SIRTL
P HeRKs
[ CrEseP

] Bacteria (1678 taxa)
Primates (10 taxa)
== Glires (F taxa)
L Tupaia belangeri
= Laurasiatheria (10 taxa)
[ Afratheria (3 taxa)
r Dasypus novemcinctus
‘l I—EI Metatheria (3 taxa)
|" Ornithorhynchus anatinus
|-~ Saur-opsida (5 taxa)
= I— Xenopus Silurana
!- I—Latimer‘ia chalunnae

I-- Clupeocephala (8 taxa)
I—Petromyzon marinus

r Ciona (2 taxa)
|"| Branchiostoma £loridae
I" Strongylocentrotus purpuratus
- fArthropoda (22 taxa)
1

] Nematoda (7 taxa)
ﬁ Schistosoma mansoni

] Cnidaria (2 taxa)
I Trichoplax adhaerens
et Amphimedon gqueenslandica
[ ] Fungi (85 taxa)

Monosiga brevicollis

Yiridiplantae (23 taxa)
Alveolata (16 taxa)
stramenopiles (8 taxa)
Trypanozomatidae (7 taxa)
Dictyostelium (2 taxal | n 4
Entamoeba (2 taxa)
Trichomonas vaginalis (2 taxa)
Naegleria gruberi m
Cyanidioschyzon mer-olae i3] |
Giardia lamblia
] Archaea (115 taxa)

Expand all Collapse all
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- Coexpression -

association score 0.0 . 1.0

... From Coexpression in ... from Coexpression in
Homo sapiens: other species (transferred):
TPS3 BB P53 BB R’_///I fron U./frerid
MOMZ = MoMZ =
COKNiR = COKNiA =
ATHM = ATM =
BRCAL B BRCAL B
KATZE = KATZE
EPZQ0 B EP300 B
SIRTL = SIRTL =
COKNZA I o] COKNZA BB
MAPKS B MAPKS =
CREBER = CREBEBP =
[ NORCRAN NOR RN BN f0aoAa0AOAGD
CESEZNEEERE PESEZHNSCESES
EOETEEREERE EEETRE0EZES
[ O X Wwow O E o o W o 0O E
(] [ [ (] (] [
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R datasets in Homo

protein-protain interaction (intact)
Detected oy psi-m: 'MI:067€"Itandem affinity puritication. assay
© CDKN1A @ EP300 © CREBBP [... and 24 other proteins]

protein-protein interaction (intact)
Delecled by psitn : 'MI:0412" (elechoshuistic mobiliy shifl assey) gssay
®7P53 M MDM2 ® CDKNIA

protein-protain interaction (intact)
Detartad Ay psi-m :'MT:0403"(ch-cmat n immuncpredipitasion assay) assay
@ 7P53 U MDVM2 © CDKN:IA

protein-protain inzeraction (intact)
Delecled by paizin " "{dy cinab i i predpilaiun @ssay) assay
@ P53 2 MDM2 @ CDKNIA

protein-protein interaction (intact)
Dectactad by pzi-m :'MI:0412"(cl. horatic mobilizy hif: aszay] assay
® P53 MM ®CDENTA

Relevant Informatlon transferred from other specles:

prorein-protein interartinn (intact)
Detected Dy psl-m : 'MI:067€"{tandem affinity purification] assay

Saccharomyzes cerevisize: © €IR2 ©)8/8 GCNS @ HST1 &/© 524 ©/@BDF1  RSC1  RSC2 [.. and 181 other proteins!

protein-protein interaction (intact)

protein-protein rtaraction (intac:)
Jatected by psi-mi:"MI:0676' (zand=m aftinity purticaticn) assay
© CCKN1A @ EP300 © CREBBP [... and 24 otnhe- proteins]

Drotein-protein rteraction (intact)
D=letled Ly psizin i:"MI:0412' (=lecbuphu slic inoLilily supeishill assay) assay
®TP52 ©NMDM2 & CDKN1A

protein-protein rteraction (intac:)
Jaterted by pei-mi:"MT:0472" (-kramatia immiinaprecipitat on =ssay) =ssay
©®TP53 ©MDM2 © CDKN1A

orotein-protein rtaraction (intact)

D=tetted Ly psisin i:"MI:0413' (=hebupho etic inoLilily shifl essay) essay
@TP52 ©MDM2 © CDKN1A

orotein-protein rtzraction (intact)

Datactad by psi-rri:"MI:0422" (<k in i ipitaton ss=ay) ss=ay
®1Ph4 D MOM? @ CDKNTA

Showng 10 out of 956 sets. Bhow Al

rfo

rfo

nrotein-protein rracaction (intacs)
Datected by psi-mi:"MI:0676' (zand=m affinity purficaticn) assay
Saccharomyces carevisiae: © HSTL ©/8/© GCN5 © SIR2 ®/@RSC/

orotein-protein rtaraction (intacs)

+wSTRINGHD

infa

©/@BDF1 ESCZ RSC1 [..z=nd 181 other prctans]

info
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= Textmining view =

1s w1 prozz1n rentionzd ulth 0I13 proteins 1r pub.Lcaticre’

STRTNG an. el inca’ "y —=ais abix s oand nloer ezl hodies fur
thiz type oF eszociazion Chut s== lere for sosszible nistekest,
P Poled
click k2 link oat to
cxpand texs zource
VarWzlker: personalized mutztizn networ< analvsis of putatve cancer genes from next-generation secusncng cata. Pubmed

7 Uiz P, 7han 7
Pl 0= Camput Rinl. 10(7):2 1003460 (2014).
Abstract:
A ma;or cnallange in intercreting the large volume of mutation data identfiad by naxt-generaticn sequercirg (NGS) is to distinguisn driver mutations frem nzsutral passenger mutations to “acilizate tha icentificaticn of targstable genae and new drugs. Current
apprcadhes are primarly based on mutazon frequendies of single-ceres, whicn lack the power to datect infrequertly mutatad driver cenes anc ignore funttora itterconnection =nd regulsticn among carcer genes, Wa prozose a novel mutation network method,
varwzlker, to proritizc driver genes ‘n ‘arge sczlc cancer mutaticn data. varwzlker fits generalizec additive models for each sample bascd on sample sscecfiz mutation crofiles and buids on tne jont freguency of botn mutatior genes and their cose interzctors.
IFese interactors are selacted =nc optimizec using the <~andom \Walk with RastaT algoritmm i~ 3 prcte n-prote n interscticn network. we applied the meznod in 300 tumor genomes n Two large-scale NGS5 berchmark datasets: 183 lung acerocsrcinoms samples
and 121 mearoma samples. (n each cancer, we dorived ¢ corsensus mutaticn subnetwcerk cocnzaining s gnificandy cnriched ccnsensus cancer gencs and cancer relatcd furcticnal zathways. 1Thase cancer specific mutaticn metworks wore then validatec using
indepencert datosote fer cach cancer. Impertantly, VarWalker priorbzcs well known, 1nfrcquently mutatec qenes, which are shewn o nzoract with hanly rccurrently mutated cenes vet have seon ignorec by ccnvenbonal sinale cene basad apprcacnes. Ltiizing
VarWzlzer, we demonstratec that networ<-zssisted aoproaches can be effectively adapted to taalitats the deteztor of cancer driver genes 17 NCS dzta.
[xcerpts from full text:
... IMportzns interzctor. Mo~ example, TP33 is inkikited by the crozain MCM2, but tis activated by ATM (), both of wrid- have a cirect interactior with TP53 (@) [32]. [n such cases, consicerztion of orly the most aczessble interactor wolc [...] that Ffunzzonin the
regulaton of nuclzas SMAD2/3 s.g-ai~g pathways (SMADZ, SMAD4, MYOD1, GREBBP (2], JUN, SNIF1. NCCA1, NCOR1, CDX2, AKT1, CDK4, a~d KAT2B (%), sBzn‘er-oni—1.17x10-G); =nd (ii} ths protzi=s thzt plav ksy ro'es in tre [...] {12, PIK3CG (11), and NTR<3
(11). These zenes ou'd alss he rare’y frequently mutated (e.2., in GRKNZA () (2], SMAR4 ([), NTRK1 (5), RR1 (4), AKT1 (7], HRAZ (1), and MDM? [1). SuncHonal [..] mitates gene (n T=h'e 57). These inkera==ans wes amang 78 infrequently rutat=d genes fin
BRCGAT (€) (= CRC yene) inlerads with T253 (= high-Tecusncy cere, known 1HAD gene, and CGC ...

Mecharisms of radiat on toxicizy n transformed and nan-trarsformzd cells. Pubmed
> Panganiban RA. Snow AL. Day RM

Int) Mol =ci. 14(81 15932-38 (2013).

@ SIRTZ, sirluin-1 @ CIPY, Cioz, Sdit, WAFL, Well, walZ  p300 © PCAF, uea” @ P53, 7P53, 7253, ylioblaslona, p53 © &7 @ INK @ INKda, inkda @ Hum2, Mdin2 @ BRCA1 ...

Mil cehiecnerial dysfoncion i tancer. Pubmed
¥ Buland ML, Chowrasis 4H, Maceod KF

Frond Oneal. 3292 (2013).

@ SIRT., SIrTL, St Sirtuir, sirtuin @ GCNS @ gicb/astamra, ps3 © AT, At @ JNK @ ARF, CDKN2A, INKAA, ELE ® BRCAL ...

P53 (#)-Bassd cydolie apy: exploling the 'guardian of the senomz' o prolect nonma’ wells fiom coleloxic therapy. Pubmed
» Rzo B Laln 5, Thompson AM

BrJ Cancer. 109(12):2954-8 [2013].

© Cpl, wafl, p21, p21Cip1 ®ps3 © A'M ®AF, pLAA=F, pLSAKE © MDM:, Mdm, mdm2 @ ERCAL ...

pp exol ion of T-box transcripticn factore is invclved n ‘nchrenc va oulmonary di: Pubhed
1 F GK, M3 D, Vulirun 0, McDarmott Jk, Siswal 5

Lot Comput Biol, 8{/):0100259/ (2012).

©SIRTI @021 ®LCPIOC ®7P53, p53 @ MAPKO @ AR COKNZ2A, plEINK4A © MDM2 ..




