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https://doi.org/10.1093/nar/gkw1188

View article

Ccpuika Ha «online
Database Collectiony

Database Resources of the National Center for Biotechnology

Infarmatinn




Kypnain NAR: online Database Collection

h@tp://vav__w.ox_fordjou_r_na__l_s_.__org/nar/database/a/

OXFORD

ACADEMIC

Journals

You are here: NAR Journal Home = Database Summary Paper Alpha List

¥ Compilation Paper
¥ Category List
¥ Alphabetical List
p—
¥ Category/Paper List
¥ Search Summary Papers

NAR Database Summary Paper Alphabetic List

12345ABCDEFGHIIKLMNOPQRSTUYWXYZ

1000 Genomes Selection Browser Engelken, Johannes; Pybus, Marc; Dall'Olio, Giovanni; Luisi, Pierre; Uzkudun, Man
Carrefio-Torres, Angel; Pavlidis, Pavlos; Laayouni, Hafid; Bertranpetit, Jaume

Signature of selection in the human genomes

database summary

165 and 23S Ribosomal RNA Mutation Database Triman K.L.
165 and 235 ribosomal RNA mutations
database summary

2D-PAGE Pleissner, K.-P., Eifert, T., Buettner, 5., Knipper, 1., Schmelzer, P., Stein, R., Schmidt, F., Mattow, 1., Zimny-
Arndt, U., Schmid, M., Jungblut, P.R.

Proteome database system for microbial research

database summary

2P2Idb Basse, M., Betzi, 5., Bourgeas, R., Bouzidi, 5., Chetrit, B., Hamon, \
2P2Idb - database dedicated to the modulation of protein-protein interactions
database summary

. Morelli, X., and Roche, P.

3D rRNA modification maps
Locations of modified rRNA nuclectides within the 3D structure of the ribosome
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HERVd - Human Endogenous Retrovirus database
Human endogenous retrovirus database
database summary

Poxyvirus.org
Poxvirus genomic sequences and gene annotation
database summary

IVDB - Influenza Virus Database Chang 5.2, Zhang 1.%, Liao X.%, Zhu X.%, Wang D

and Wang 1.1
Annotated sequences and geographic distribution of the influenza virus
database summary

Virus Mentha Calderone, Alberto; Licata, Luana; Cesareni, Gianni
Virus-host protein interactions
database summary

Papillomavirus Episteme Alison McBride
A database of Papillomaviridae family of viruses
database summary
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EPD Eukaryotic Promoter Database Geneva,Switzerland

- 0AHa U3 caMbIX CTapbix 6a3 AaHHbIX, B HacTosILee BpeMsi AonofiHeHa HOBOU UHdopmMaLumen
(wacTtb EPDnew)

____________________________________________________________________________________________________________________________________________

B gexmum Ne 5 OyeT 1aHa xapakTepHuCcTHKA 023 JAaHHBIX:

\N—————————————_ﬂ,

TRANSFAC  Eukaryotic cis-acting regulatory
DNA elements and trans-acting factors Germany

(perynaTopHble aneMeHTbl U B3aUMOAENCTBYHOLLNE C HUMW TPAHCKPUMNUWOHHbBIE (haKTopbI)

/ PETYNATOPHbIE NEMEHTbI Ha OHK \

TRED Transcriptional Regulatory Element Cold Spring Harbor
Database Laboratory USA
ORegArro—OpenREGUlatery-ANNOtation-database————USA-
DBTSS DataBase of Transcriptional Start Sites Japan
ENCODE The Encyclopedia of DNA Elements USA

FANTOM The Functional Annotation of the Japan + International
k Mammalian Genome consortium /




B gexnuu Ne 5 OyaeT 1aHA XapaKTepPHUCTHKA 023 JAHHBIX

(mpoaoskeHue):

/ WH®OPMALMA NO BENKAM, PEFYJIUPYIOLLMM TPAHCKPUMLUIO \
UniProtKB Protein knowledgebase Geneva,
Switzerland
TFClass Classification of transcription factors Germany

\AnimaITFDB Animal Transcription Factor DataBase Kutan /




TRANSFAC - uHhopmauma o TPaHCKPUNUUOHHbIX

dakTopax u nx cantax ceasbiBaHma Ha OHK
http://www.gene-regulation.com/pub/databases.html#transfac
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> Publications

» Resources

TRANSFAC® Professional

Subscribe to TRANSFACE
Professional:

+ 6x more data and matrices
+ =30 million ChIP-seq sites
+ Download option with flat

files and command line tools

» SUBSCRIBE TODAY

» FREE TRIAL

Like us on FACEBOOK for
special promotions, news and
events!

> Home Database Login
» Databases Public Databases for Academic and Non-profit Organizations > Name
» Programs > password [

TRANSFAC® 7.0 Public 2005 and TRANSCompel 7.0 Public 2005

TRANSFACE provides data on eukaryotic transcription factors, their experimentally-proven binding sites, consensus
binding sequences (positional weight matrices) and regulated genes. TRANSCompel contains data on eukaryotic
transcription factors experimentally proven to act together in a synergistic or antagonistic manner.

The data provided here is only a snapshot from 2005. For a modest academic/non-profit price, subscription to
TRANSFAC®E Professional provides full access to regularly updated content that goes well beyond the breadth and depth
of content offered by others, as well as more advanced tools and an easy-to-use interface. To learn more about
TRANSFAC®E Professional:

Forgot Password?
New User Registration
Need Help?

Feedback
Contact us

* Compare the public and professional versions
* Watch an introductory video on TRANSFACE Professional
* Read about recently released features

Access TRANSFAC Public and TRANSCompel Publicg
* Search the TRANSFACE Public database
* Search the TRANSCompel Public database
s Browse transcription factors by class
* TfBlast: Search the TRANSFAC® Factor Table by protein sequence
* molwSearch 1.0: Search for TRANSFAC®E Factors by molecular weight
* View TRANSFACE documentation, View TRANSCompel documentation

TRANSPATH® 6.0 Public 2005

TRANSPATH® provides data about protein-protein interactions and directed modification of proteins involved in signal
transduction pathways, with a particular focus on signaling cascades that affect the activity of transcription factors.

The data provided here is only a snapshot from 2005. For a modest academic/non-profit price, subscription to
TRANSPATH® provides full access to regularly updated content that goes well beyond the depth of content offered by
others, as well as more advanced tools and an easy-to-use interface. Learn more about TRANSPATHE.

+ Search the TRANSPATH® Public database
Supplementary resources provided by collaborative research groups

PathoDB® 2.0 Public 2005

PathoDB provides data on patholegically relevant mutated forms of transcription factors and their binding sites.

'S

Edgar Wingender
Dr. rer. nat.
Director
Universitatsmedizin
Gottingen , Gottingen -
Institute of
Bioinformatics




UnTepddeiic 1ias noucka B 0aze TRANSFAC

 TRANSFAC

Search the TRANSFAC database 7.0 - public

The data provided in TRANSFAC and TRANSCompel public i1s only a snapshot from 2005.

For a modest academic/non-profit pgee, subscription to TRANSFAC Professional provides full access to the most comprehensive,
up-to-date content avai . as well as more advanced tools and an easy-to-use interface. Learn more.

Select

[Cell][Class |

Please read the Help file.

SFAC table to search in:

Factor | Gene || Matrix ” Site |

Search TRANSFAC Factors by their molecular weight - MolwSearch

TRANSFAC database search engine by Biobase GmbH - Braunschweig 1997-2008

TRANSFAC® Public i,
BFRESWM T, @AM Tt
B EvA, IR
TRANSFAC* Professional
[ Rl 1
hTED, PWMsIZfi s
a5 —#fikil, Public ki
ORMETT, EHoT-F
| T X ATRANSFAC®
Professional & & 3 ~l&at

CEEW
MEOHEIL, —hi

http://gene-regulation.com/cgi-bin/pub/databases/transfac/search.cgi



3AITPOC 11O KJIIOYEBOMY CJIOBY “HNF4” B BA3E TRANSFAC

TRANSFAC

Searching in table Factor

Search term: |*HNF4*

Case Sensitive Search: © Yes & Ia

Table field to zearch in: |FEIETDF Mame (

(Zearch Hints)

Mumber of hits per page: |5|:| "’I

Submit |

Fes:

Fa) |

TRANSFAC

FPleaze read the DISCLAIMER |

The TEANZFAC databage is free for for users from non-profit organizations only.
Users from commercial enterprises have to icense the TEANIFAC databases and accomp atying programs.

TRANSFAC Factor entries - You searched for "*HINF4*" in Factor Name - Tou got § entries.

Entry: Accession Search Field: Facior Name  Factor

No.: Name

1 TOO37Z2 . HMF4, HIVF-4; hepatocyte ... HINE-
dalphal

2 Tn2421 CHEE4, HNE-4; hepatocyte ... HNE-
dalphal

3 Tn2424 CHEE4, HNE-4; hepatocyte ... HNE-
dalphal

4 T0242% . HIF4; HWF-4; hepatocyte ... HMFE-
dalphal

{irganism Species

rat, Eattus norvegicus

human, Homo sapiens

mouse, MMus musculus

clawed frog, Henopus
laess

[ =




OMUCAHUE TPAHCKPUTTUNOHHOIO ®AKTOPA HNF4 B
6a3e TRANSFAC

IRANSFAC

TRANSFAC FACTOR TABLE, Release 6.0 - public

2002-08-01,

ac TOO37E

ID TOO37E

DT £6.01.19393 (created): hse
DT 15.04.2000 (updated): rio
zo Copyright (C)1, EBiokbase GmbH

Fi HWNF-4alphal

=3 HMNF4; HMNF-4:; hepatocyte nuclear factor 4 hepatocyte nuclear factor
=X 4alphal: MNEZ41.

XX

o3 rat, Rattus norvegicus

oC eukarvotar animaliar mwetazosr chordats; wertebrata) tetrapoda: mantwmalis:
oC eutheriar rodentis: mwyomworphar muridae: mwurinse

XX

L coo0de CC (rec)r Z2.1.2.11.1.1.

XX

2z 455 Abk: 50.6 kDa (cDMNL), 54 kDa [(3D3)

HXE

ag MDMADYSAALDPAY TTLEFENVOVL THGND TSP EGANLNS SN S LGVSALCATCGDRATG

ag FHYGASACDGCEGFFRRSVRENHN Y SCRF SROCVVDEDERNQCEYCRELEKCFRAGHEEE A

ag VONERDRISTRESSYEDSSLPSINALLOAEVLIQOITIPISGINGD IRAKRIASITDVCE

ag SMKEQLLVLVEWAKYIPAFCELLLDDOVALLEAHAGEHLLLGATEREMWFEDVLLLGIDY

30 IVPEHCPELAEMERVSIRILDELVLPFOELQIDDNEYACLEAIIFFDPDAKGLEDPGETIE _J:J
3

|@ l_ l_ |ﬂ Inkernet 4




ONMMCAHUE TPAHCKPUMNMUUNOHHOIO ®AKTOPA HNF4 B
6a3ze TRANSFAC (npoagomkeHue)

an LOEMLLGGSASDAPHAHNHPLHPHLMOEHNGTHV IVAN THP S HLENGONITPETPOQPSFES :ﬂ
an GEGAESYELLPGAITTIVERPPSAIPOPTITEQELT
X
ac edited SwissProt #PZZ449
XX
FT 51 106 ginc finger domain.
FT 337 a7l putative AF-Z region by homology) [2].
FT J4a 3g9 ezsential for trans-activation [&£].
FT 374 447 proline-rich region (14/74).
(I J—_ |
I I I I I I I I
1 70 140 210 280 350 420 455 AR
XX
CFP liwver, kidney, intestine b
XX
FF transcriptional activator [2] [3]:
FF may be antagonized by ARP-1 and/or COUP-TF [4]:
FF first step of activation by HNF-4 appears to involve recruitment of TFIIE,
FF & gecond step operates through the AF-Z-homologous activation domain [E]
FF can act as transcriptional activator (e. g. the Fabpili promoter) affected by
FF other upstresam elements and transcription factors [3].:
XX
IN TD2159 TFIIE: rat, EFEattus norvegicus.
XX
HX MOO158 WHCOUP_O1.
HX MOO154 VHHNF4 0O1.
Hx MOO411 VHHNF4 01 E.
XX
B3 ROS367 AS§HNF4 01 B 01; Quality: Z.
B3 ROS365 ASSHNF4 01 B 0Z; Quality: Z.
B3 E093659 ASSHWNF4 01 B 03; Quality: 2.
E3 BOS370 ASSHWNF4 01 B 04:; Cuality: 2.
E3 BOS371 ASSHWNF4 01 B 05; Cuality: 2. -
4| | _PI_I
] l_ l_ 4 Internet v



OIIMCAHUE TPAHCKPUIILITMOHHOI'O ®AKTOPA HNF4 B 6aze

TRANSFAC (oxoHuanmue)

EUF oL

EIoSHNFE OL B Ioy Jumlicy: <
ROS3EE AS$HI'-IF4_I31_B_16.: guality: 2 = CCbanM Ha MCKyCCTBeHHble
ROS355 AS$HI'-IF4_I31_B_1?.: guality: 2 Ve nocne.U,OBaTeanOCTM
ROS354 AS$HNF4_DI_B_18: guality: 2
ROS355 ASSHNF%_Dl_B_lS; duality: 2
BO2172 HWF43COMNI: Quality: 1.
EOO114 HS$AIANTR_DI; Quglity: 1; alphal-AT, GO00199; hwuman, Homo sapiensj
BO=2657 HS$APOC3_DI; Quglity: 1; apoClIII, GOO00Z06; human, Homo sapiens.
= HS$F8_DE; Quglity: 3; factor VIII, GO01026; huwan, Homo sapiens.
BEO1457%7 HSETF_DB; Quality: 1; TL, GO0O0405: human, Homo sapiens.
EO4770 HOUSEECRBPE_DS; Quality: 2; CEEPII, GO01210; mouse, HMHus musculus.
BEOS034 HOUSEETTPA_DS; Quality: o6; TTE, GOODOGRZ25: mouse, HMus musculus. }
BEOS035 HOUSEETTPA_DE; Quality: 1; TTE, GOODOGRZ25: mouse, HMus musculus.
BEOSE7Y RATEFABPI_DI; Quality: 1; FAEPI, GO01735: rat, Fattus norvegicus.
BEO3E51 RAT$HNF1_DZ; Quality: 3; HNF-1, GOO07S6: rat, Fattus norvegicus.
BEO1153 RAT$OTC_DS; Quality: 6; OTC, GOOO07S1:; rat, ERattus norvegicus.
BEO1156 RAT$OTC_DB; Quality: 6; OTC, GOOO07S1:; rat, ERattus norvegicus. J \\\\\
TEANSPATH: MOOOODZ24554. |

EMEL: X57133; RNHNF4. o

PIR: A38471; A36471. Ccbinku Ha canTbl
TRANSCOMPEL: COO1ZZ. CBSi3bIBaHUS B reHax
TRANSCOMPEL: COO123.

TRANSCOMPEL: CO02S3. JyKapuoT

[1]

MEDLINE; S95:25644:2.
Fraser J. D., Martinez V., Straney B., Brigg=s M. R.
DML binding and transcription activation specificity of hepatocyte nuclear

factor

Mucleic Aeids Res. 26:2702-2707 (1993).

[2]

MEDLIMNE: S682328539.

Malik 5., Karathana=i=s 5. K.

TFITE-directed transcriptional activation by the Orphan nuclear receptor
hepatocyte nuclear factor 4.

]

4.

-

[ =



OMNMUCAHUE CAUTA CBA3bIBAHUA TPAHCKPUMLUWOHHOIO
®AKTOPA HNF4 B 6asze TRANSFAC

TRANSFAC SITE TABLE, Release 6.0 - public - 2002-08-01, (C) Eiobasil

AC RO3E881
UpeHTndukartop reHa

ID RAT{HNF1 02 <=

IT £2.10.1994 (created): ewi.
LT 15.04.2000 (updated); rio.
zo Copyright (C), EBiokase GmbH.

]
=
=

DE HMF-1 (hepatocyte nuclear factor 1) GOO00756. < Ha3BaHMe reHa

=18 GGCTGAAGTCCAAAGTTCAGTC.

L  TRH - Nosnuuu canta B TpaHCKpUNUMOHHbIE
ar  _po = npomMoTope reHa c¢dakTopbil,
ST -48 B3anMoaencTByroLime ¢

EF TOZ758 HWF-4; Quality: 4; Species: humwan, Homo sapiens. CanuToOM

EF TOO372 HWNF-4alphal; Quality: 3; 3pecies: rat, Rattus norvegicus. I
EF TOZ2429 HWNF-4alphal; Quality: 3; Species: clawed frog, Zenopus laevis.
EF

X

o3

TO2422 HNF-4alphaZ; Quality: 3; Species: rat, Rattus norvegicus. BMA OpraHM3Ma
X —
=] rat, Rattuz norvegicus 4
o eukaryota; animalia; metazoa; chordata; wertebrata; tetrapodar mamnaliar
o eutheria; rodentia; myomorpha; muridas; murinae
X
20 0104 HepGz
S0 D288 rl —= Ha3BaHNA KNeToK,
£ HEe aney ) MCNONIb30BaHHbIX B 3KCMNepMUMeHTax
Jons! IMase I footprinting -
1[ B B | bI—I




ba3za S/MARt DB (uacte TRANSFAC)
http://www.gene-regulation.com/pub/databases/smartdb/toc.html

| |
+
S/MARt DB'" 1.1 - Public
S/MARt DB™ collects information about scaffold/matrix attached regions and the
nuclear matrix proteins that are supposed be involved in the interaction of these
elements with the nuclear matriz., It covers the whole range from yeast to
human.
e Search
s Browse
¢ Documentation
e Information
e ShBlast: Search Tool for Seqguence Search in the S/MMARE Binder Database
. =
@] |_|_|a Intermnet g




Cnucok BxogoB B 6a3e S/ MARt DB

S/MARt DB - S/MAR table

Accession number Name

S5pecies

SMO00000T! MOUSES k appa-MAR. mause, Mus spec.
SMDDD000 2 H=$IFNET -E human, Homo sapiens
SMOOD000 S HEFIFMNAZ-5MARZ hium an, Hamo sapiens
SO0 S HS$IFMET -G human, Homo sapiens
SMWMOD0000E H=FIFMET =K hiurman, Homo sapiens
S DD S HSHIFMET -1 human, Homo sapiens
SMOD0000S H=$IFMET -H hiurman, Homo sapiens
S0 T O HZ$IFNET =D human, Homo sapiens
SMOD000T ] HSEIFMATO-IFMAT() hium an, Hamo sapiens
SMOO000T 2 HSFIFNATO-IFMAT(2) human, Homo sapiens
SMOOD00T 3 MOUSEFINTI fnouse, Mus spec.
S0 T MOUSESINTT 4 mouse, Mus spec.
SMOOD00T 5 MOUSEFINTT 9 fnouse, Mus spec.
S0 T & MOUSESINTZ0O mouse, Mus spec.
SMOD000T] 7 MOUSESINT 24 fnouse, Mus spec.
SMDD000T 5 MOUSEFIMTZ2S mouse, Mus spec.
SMOD000] 9 MOUSEFINT 26 fnouse, Mus spec.
S MDD 20 MOUSERINTZE mouse, Mus spec.
SIMOD000 2T HE$MOAT T hiurman, Homo sapiens
SMDD000 22 HS$MOET human, Homo sapiens
SMOOD00 23 HE$MOEZ hiurman, Homo sapiens
]

I_ I_ @ Intemet

B




NMpumep 3anucu B 6ase S/IMARt DB

ic

S/MARt DB - S/MAR

aMooooonol

UaoeHtncpukarop yyactka S/IMAR

1.1.99 00:00:00 (created): 1ili
15.12.99 16:05:27 (updated): 1ili

Bua opraHnama
MOUIESkappa-MAR

mouse, Mus spec.

eukaryota; animalia; metazoa; chordata; vertebratas
tetrapoda; mammnaliar eutheria; rodentia; myomorpha; muridae;
mwur inae

— [AnuHa yyactka S/MAR

human, rabbhit [1]

3658 bp ¢
GO00536; immunoglobulin kappa light chain -« M‘quTMq)MKaTop
Direction: 3'; Pos 1: ATG 6nM3Kopacnon0)|(eHHoro
Internal: v;
hetween Joining ahd constant regions [2]: ~200 bp reHa
upstreaun of the kappa enhancer [2]
HykneotngHas

AGCTTAATGTATATAATCTTTTAGAGGTALAATC TACAGCCAGCARRAGTCATGGTALAT
ATTCTTTGACTGAAC TCTCAC TARAC TCCTC TAAATTATATGTCATATTAAC TGGTTALL / noclrieaoBaTeJyibHOCTb
TTAATATAAATTTGTGACATGACC TTAAC TGGTTAGGTAGGATATTTTTCTTCATGCAAL

AATATGACTAATAATAATTTAGC ACAAAAATATTTCCCARTACTTTAATTCTGTGATAGE y4acTka S/IMAR
AAAATGTTTAACTCAGC TACTATAATCCCATAATTTTGARLACTATTTATTAGCTTTTST

GTTTGACCCTTCCC TGO ARAGGC AAC TATTTAAGGACCC TTTAAAAC TCTTGAAACTAC

TTTAGAGT

[J. Bode, direct submission]

@] Dore |_|_|a Intermnet
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http://www.gene-regulation.com/cgi-
bin/pub/databases/transcompel/search.cqi

Search the TRANSCompel database 7.0 - public

The data provided in TRANZFAC and TRANZEC ompel public is only a snapshot from 2005,

For amodest academic/non-profit price, subseription to TRANZFAC Professional provides full access to the most comprehensive,
up-to-date content available, as well as more advanced tools and an easy-to-use interface. Learn more.

select TEAMSCompel table to search in:

Campel ][ Ewidence

TRANSCompel databass search engine by Biobase GwmbH - Braunschweig 19907-2008

TRANSFAC® Public ik,
BEREIEWA A T, @SRRI T
a0 ERA, TN
TRANSFAC® Professional
ok, & e AR
RTHED, PWMs|Z{i#X
&S —&fitit. Public ki
oFME T, o s
H|H T & A TRANSFAC®
Professional & B-3F Zhemt
LIEEN

i - - s




http://www.gene-regulation.com/cgi-bin/pub/databases/transcompel/search.cgi

4= noc | Y mpromdb - | B2 database of . | B mpromdbHg.. || ] httpifonaded | Oy Gene Regul.. | gy Searc... &

| TRANSCompel

Searching in table Compel

Search term: | GATA*
Caze Sensitive Search O Tes ® Wo
Table field to search in: | Factor name (BS)

Number of hits per page: |20+

{Zearch Hints)

[ Subimit H Resetthe farm

=elect other TEATTSCompel table:

TRANSCompel Compel entries - You searched for "GATA*" in Factor name - You got 7 entries.

TRANSCompel database search engine by Biod

Entry: Accession Search Field: Facitar name

No.
1. C00D2s i -106 e <151, GATA-Z or GATA-3
20 CO008R 1860 2151, GATA-2 or GATA-3, -142t0
3200147 L 136t -131, GATA-2; -108 to -102; c-Jun. .
4. Co0191 L82to -62, GATA-4 ;. -5 to -41; c-Jun ..
50 2002z0 L EF-1; -3 t0 -68;, GATA-4
& 200282 L9510 -90, GATA-S; -36 to -74; HINF-..
7T

C00292 L85 te -B0; GATA-4; 36 to 48, HNF—\




| TRANSCompel

TEAHNSCompel COMPEL TABLE, PRelease 7.0 - public - 2005-09-30, (C) Biohase

AC
po
ID
po
DT
T
co
XX
GE
XX
30
XX
F3
XX
DR
XX
BS
BS
XX
TY
XX
CL
X
EV
EX
cH
CT
X
EV
EX
cH
CT
X
BN
RX
RL

cCooz9:z2
CQSGATA_DDZ
11.09.2001 jcreated); oke.

28.02.2002 jupdated); oke.
Copyright (2], Eiohase GmbH.

GO0ZE54; MOUIESFTF:; Fetoprotein Transcription Factor: mouge, Mus musculus.

TTATCAacCoOy. . . gaaaalGTECAGAGTCCL
T8 e a8 GATA-4
EMEL: AFZ39708; AFZ39709; GZ9.

-85 to -80; GATA-4.

36 to 45; HNF-4alpha. o HNF-4a

SYNergism

tizgue-restricted/tigsue-restricted.

ev0090:z

Trah=ient co-transfections
Functional syhergistn between factors
0103; Hep3E.

evd0903

Fite-directed mitagenesis and study of promoter activitcy

Functional syhergistn between sites
0103; Hep3E.

(1]
MEDLINE: Z1201157.
FPare J. F., Roy 3., Galarneau L., Eelanger L. i

[aToEd E




Knaccudgukauma TpaHCKPUNUUOHHLIX hakToOpoB

B 6a3ze TRANSFAC

http://transfac.gbf.de/TRANSFAC/cl/cl.html

Transcription Factor Classification vastmodified 17.02.1999

1 Superclass: Basic Domains

1.1 Class: Leucine mipper factors (bh2ZIE)
1.1.1 Fawmidy: AP-1{-like) components
1.1.1.1 Suehfamily Jun
1.1.1.1.1 XBP-1
1.1.1.1.2 w-Jun
1.1.1.1.3 c-Jun
1.1.1.1.4 JunB
1.1.1.1.5 JunD
1.1.1.1.6 dJEA
1.1.1.2 Suhfamily: Fos
1.1.1.21w-Fos
11122 c-Fos
1.1.1.23FosB
1.1.1.231Fo0sB1
1.1.1.232FosB2
1.1.1.24Fra-1
1.1.1.25Fra-2
1.1.1.2.6 dFEA4
1.1.1.27LEF-1
1.1.1.3 Suehfarmily: Waf
1.1.1.3.1 w-IMaf

|@ Done

L]

I_ I_ & Intemet
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TRED
http://rulai.cshl.edu/TRED

BCSH $

Transcriptional Regulatory Element Database

HOME

IDatabase Statistics

« REedgular

Expression
Search

« Matrix Search
« Motif Finding
(OWWED

« Promoteryyise

Alignment
« Palindrome

search

Y=Y =

Introduction

In order to understand gene regulation, accurate and comprehensive knowledge of transcriptional
requlatory elements is essential. Transcriptional Regulatory Element Database (TRED) has been
built in response to increasing needs of an integrated repository for both cis- and trans- regulatory
elements in mammals, and the lack of such resources at present.

Genome-wide human, mouse and rat promoter annotation in TRED was realized by an automated
pipeline to extract known promoters from databases such as Genbank, EPD and DETSS, and
employ promoter finding program FirstEF combined with mRMNAEST information and cross-
Species comparisons Wye have also carred out hand curation to assess computational prediction
and ensure data accuracy. A quality level is assigned to each promoter based on the reliability of
the supporting evidence.

)

Curation has also been done for transcriptional requlation information, including transcription factor
binding motifs and experimental evidence. Binding motifs are mapped on promoters of the
corresponding genes and binding quality levels are assigned based on definitiveness of the binding
evidence. Curation is currently focusing on target genes of 36 cancer-related TF families.

Distinguishing features of TRED include:

« relatively complete genome wide promoter annotation for human, mouse and rat
availability of transcription factor binding and regulation information

data accuracy is ensured by curation, which continues to expand

easy and flexible data retrieval

awvailability of on-the-fly sequence analysis tools

Pazpaborana B maboparopuu «Michael Zhang Lab, Cold Spring Harbor Laboratory»




Nuadopmanmonnoe coaepxkanue 6asel TRED

{f_:s@ Transcriptional Regulatory Element Database T
HOME Database Statistics

\Database Statistics

|
Human genome p 6. UCSC Human GoldenPath Apr. 03

¥ersian
gene count 30981
promoter count $8229
| TF target curation 3409 genes, 9085 promoters, 1249 binding motifs

Mouse genome version mm3; UCSC Mouse GoldenPath Feb. 03
| gene count 316683
pramoter count HO764
TF target curation 1126 genes, 3089 promoters, 366 hinding motifs

« Regular
Expression Rat genome wersion rn2: UCSC Rat GoldenPath Jan. 03

hgﬂearChS- . gene count 26064
» Malrix search promoter count 30386

« Motif Finding
(DWE) TF target curation 461 genes, 1132 promoters, 150 binding motifs

« PromoterVise

Alignment Orthalog group (two or
. ) 23471
s Palindrome three species) count

search ;|

TRED conepkut nJaHHbIe 0 TPOMOTOPAX, BBIABICHHBIX PA3JIMYHBIMUA METOAAMMU B MOJHBIX TEHOMAX
YeJIoBeKa, MBIIIH, KpbIChl. Pazpadboturnku TRED cdokycupoBaiu cBoe BHUMaHKHE Ha cOOpe JaHHBIX O
caliTax CBS3bIBAHUS TPAHCKPUMIIUOHHBIX (DAKTOPOB, BOBICUEHHBIX B PA3BUTUE OMYXOJIEBBIX
nporueccos. /s pemenns nocrabiieHHOM 3a1a4u, B TRED 3aHeceHbl JaHHBbIE 0 CAUTAX CBA3bIBAHUA
36 ceMelCTB TPAHCKPUIIIIMOHHBIX (DAKTOPOB, NOJIHBIN CIIUCOK KOTOPBIX JOCTYMEH ISl POCMOTpA.



Peanuzanus 3anpoca no 6a3ze TRED: nmouck nmpomoTopos,
COIepIKAIIMX CaI/ITBI CBA3BIBAHUA E2F-THHa

@ Transcrlptlonal Regulatory Element Database [

HOME
IDatabase Statistics

Transcription Factor Target Gene Page

Type of search key:

|Fa|::t|:|r Marne ;I
Search TF Target
Cenes Search terms:(separated by commas)
| (e.Q. E2F, E2F-4 myc | TOT546, TOOT40)
*Currently 58 cancar-related TF families are available. Click for the complate TE
it
| |E2F
Target Gene Organism: Promoter Quality: Binding Glualtiy:
« REeqular :
Expression | [Fuman 3] 1 o, cutes —
Sir.ch 3.1: refseq, predicted;l ;I
« DMatrix Search
o Maotif Finding
(DWWE)
. Promotertise | _SEARCH | | RESET | T
Alignment
« Palindrome
search -

Tax kak 6a3a conepkut nqanueie 0 CCT® u npmoTopax, MOJYyUYEHHBIX Pa3IUYHBIMU CIIOCOOaMU
(py4Hast aHHOTAIUs U MPEJCKa3aHHbIE KOMIIBIOTEPHO MPOTPAMMOIi), B K&KI0M BXOJIe Oa3bl UMEETCs
yKa3aHUe Ha CIOCco0 MOMTyYeHUS JaHHBIX



Pe3ynbTar morucka mpoMOTOPOB, COACPKAIINX CAUThI CBSI3bIBAHMS
E2F-tuma B Oaze TRED

E2F-4 E2F-1 E2F E2F-2 E2F -2 E2F 6 target genes in human,
l-[--
Gene Map Location Promoter Best Promoter Quality|Binding
Quality
M SYNGR1  human, Homo sapiens 220131 refseq oredicted predicted
- T PCHA hurman, Homo sapiens 20pter-12 27147 1 known curated  known
I RIPKZ human, Homo sapiens 821 40094 2 known maybe VYkazaHue Ha criocod
r OGER human, Homo sapiens 200133 28502 2 known predicted IMOJIYUYCHUA JaHHBIX
I POLEZ  human, Homo sapiens 14g21-22 112824 1: known,curated  known 0 IIPOMOTOpPE H
I ELJ3%487 human, Homo sapiens 1p223 2302 3 2 refseq mayhbe caiiTe CBSI3BIBAHUS
I nfa human, Homo sapiens S838 4 withRMNA maybe Td
I FTEME human, Homo sapiens 12p13 8664 1: known,curated  known
I nfa human, Homo sapiens 11BEE 2 knowin maybe
- 7 LIPC human, Homo sapiens 15021-23 13325 1: known curated  known
M POLRZC  human, Homo sapiens 16913-21 15265 1; known curated  maybe
I nfa human, Homo sapiens 27054 40 withRMNA maybe
I ZMES40  human, Homo sapiens 1991313 20774 2 knowin maybe
I SLC18A 14 human, Homo sapiens 20371 24581 20 known maybe
I TEFmMZ human, Homo sapiens 222 3 27513 2 knowin maybe
- EHT human, Homo sapiens p142 20712 20 known maybe
N POUZEZ  human, Homo sapiens Bg16 25658 20 known maybe
I nfa human, Homo sapiens 29702 6 other maybe
I nfa human, Homo sapiens 42816 6: other maybe
I TEAFPPC4 human, Homo sapiens 119233 146 2 known maybe
tarked pramater sequence fram I-?DD to |299 relative to transcription star site.

Farmat: IFASTA 'I
Retrieve |DR Analyze |; |Regu|ar Exprassion Search;l
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Transcriptional Regulatory Element Database

I[HOME

[Database Statistics
|Browse Database
IRetrieve Promoters

Search TF Target
Genes

[Retrieve TF Motifs

Gene Regulatory
Networks

[Search Orthologs

Sequence Analysis
Tools

Introduction

In order to understand gene regulation, accurate and comprehensive knowledge of transcri
regulatory elements is essential. Transcriptional Regulatory Element Database (TRED] ha

Gene Regulatory Networks for the 36 'TF families in
\human, mouse, and rat. Click the TF family name.

[Family| Full Name

||Memhers {Official Gene Symbhols)

« Eedular
Expression
Search

« Matrix Search

« Motif Finding
(ODWWED

« PromoterVise

Alignment
s Palindrome search

|@ ||Activator Protemn 1

|FOS, FOSB, TUN, TUNB, TUND

|@ ||Activator Protemn 2

|TFAP24, TEAP2B, TEAP2C, TFAP2D, TEAP2E

|@ ||4-'1'mdrogen Eeceptor

[4R

|ﬂ ||Activat:ing Transcription Factor ||ﬁTF1 -7
[BCL  |B-cell CLL/ymphoma |BCL3, BCLS
|ERCJ‘1'L ”breast catcer susceptibility protein ”BRCﬁJ -3

\CERP |CCAAT/enhancer binding protein

|Useful Links

s MENE
FootPrinter
Zibbs Sampler
VISTA

Fiphdaker
LAGARMN

|CEBPA4, CEBPB, CEBPD, CERPE, CEBPG

|CREB ”l:j-‘-.luJIP responsive eletnent binding protein

|CREB1 - 5, CREM

[E2F  |EZF transcription factor |E2F1-7

|@ ||ear13r growth response protein ||EGR1 -4

[ELE  [member of ETS oncogene family |ELK 1, ELK 3, ELK4

|@ ”Estrc::gen Eeceptor ”ESRI, ESE2

|@ ||ets—related gene ||ERG

[ETS | [ETS-domain transcription factor |ETS1, ETS2, ETV4, SPI1
[FLI1 |friend leukemia integration site |FLI1

|@ ||g]ioma—associated oncogene homeolog ||GLI1 -4

|ﬂ ||H§.rpoxia—inducible tactor

|HIF14, ARNT, EPAST, HIF3A




[IpuMep nipencTaBiaeHUs peryassTopHou cetu B 6aze TRED

Gene Regulatory Network of TF family ELLK in human ‘

20
ELK3 ELK4 ELK1
FOS ACTB MAPK3 SRF VAW 28 MAPK1

Note:

Ellipzes are TF:z. Boxes are genes.

Hexagons are the clustered genes. The number of the genes is shown mside.
Eed lines mdicate the protemn-DINA binding 15 known,

Cinly official gene symbols are used m the networle

Listing of the gene clusters (TFs are underlined):
20-ELE1: MAPE 14, EGF, FGF7, FGF10, EASGEPR3, WTREZ, DOE4, MAPES, MAPZE 1, BDE, THFEEF17,
MAPER, SUKOZ, SHMCG, SUMO1, WDER26, RTPE 2, EAPGEFZ, RAPGEFS, GABZ.

ELE1-26: EGE1, EGR2, CCTs, C5H1, DYX1C1, DEFAL, ERBE2, FUTY, SINE4A, KCHMAL KCHMET, MCL1,
PDGEE, PLAT, TLES, PEECL PEL, PSEN], ACTAL, ACTAZ2, SLC6A4, ACTC, ACTG1, THFE, ACTGZ, CAS

B 6a3ze TRED umeeTcs BO3MOXHOCTH BU3yalIU3alMK PETYISATOPHBIX CETEH ISl KaXK10TO
u3 36 CEMENCTB TPAHCKPUIIIIMOHHBIX (PaKTOPOB, OOBEKTAMU KOTOPBIX SIBJISIIOTCS CaMU
(baKTOpBbI, YWICHBI UX CEMENUCTB U PETYIMPYEMbIE UMU T'€HbI
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Release 10.0 updated (september 15, 2017)
Based on UCSC hg38, mm10

We recommended to use Edge (V40 above), Google Chrome (V&1 above) or Firefox (V56 above)
for the DBTSS/DBKERQ browsing.Internet Explorer has not been supported

Database Search
Species:

Keyword

keyword (e.g. EGFR, NM_*)

Genome browser:
g38 v

I

chr1:99,950,000-100,050,000 |

Search

Human Chromatin Features

Search from Genomic Position:

chr1:75,787,000

Search from SNP (dbSNP rsID):

|

About this database
DBTSS; DataBase of Transcriptional Start Sites.

To support transcriptional regulation studies, we have constructed the DBTSS, which represents exact positions of
transcriptional start sites (TSSs) in the genome based on our unique experimentally validated TSS sequencing method,
TSS-seq. This database includes DBTSS data of a major part of human adult and embryonic tissues are covered.
DBTSS now contains 491 million TSS tag sequences for collected from a total of 20 tissues and 7 cell cultures. We also
integrated our newly generated RNA-seq data of subcellular- fractionated RNAs and ChlIP-seq data of histone
modifications, RNA polymerase Il and several transcriptional regulatory factors in cultured cell lines. We also included
recently accumulating external epigenomic data, such as chromatin map of the ENCODE project.

DBKERO; Database Encyclopedia of Regulatory Omics

We separated the part of DBTSS, particularly focusing on genomic changes effecting the transcriptional regulations as
DBKERQO. It is believed that single nucleotide variations (SNVs) in the transcriptional regulatory regions are responsible
for many human diseases, including cancers. However, it remains difficult to identify functionally relevant SNVs from
those having no explicit biological consequences. In this version of DBKERQ, we attempt to associate SNVs with the
omics information of the surrounding regions. We used SNVs which we identified from genomic analyses of various
types of cancers, including somatic mutations of 100 lung adenocarcinoma and lung small cell carcinoma. For germline
variations, we used SNVs in dbSNP as well as our unique dataset of variations in 1000 Japanese individuals. We
integrated those SNV information with our original datasets of TSS-seq, RNA-seq, ChiP-seq of representative histone
modifications and Bisulfite Sequencing of cytosine methylations of DNA. We further connected the multi-omics data of
model organisms by genome-genome alignment.

Taken together, we provide a unique data resource to investigate what genomic features are observed in a particular
genomic coordinates in a wide variety of samples. We believe new DBTSS/DBKERO is helpful to understand biological
consequences of the massively identified TSSs and identify human genetic valuations which are associated with
disordered transcriptional regulations.

Tweets [
KERO
ZAITEISe #ALEH Tt
Embed v on Twitter
News

15 Sep. 2017: DBTSS version
10.0 released.

1 Sep. 2017: New C1 data of
human lung adenocarcinoma cell
line (LC-2/ad: (replicate)) are
now available (See browser:
Single cell -= C1 -= LC-2/ad
(replicate))

TSSs =Transcriptional Start Sites

Tounble mo3uuum TSS B reHOMAax 4eJI0BeKa, MBIIIM M ellle 5 BUI0B OPraHu3MoOB
ba3za pa3suBaercs ¢ 2002r.

Peaus (2015 r.) Bruarouna 1anablie mo Moaudukanusam xpomatuaa u SNVSs (single
nucleotide variations)

B 2017 roav 6a3v necvpc nazaeanan Ha ase yactu : DBTSS abd DBKERO
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Release 10.0 updated (september 15, 2017)
Based on UCSC hg38, mm10

We recommended to use Edge (V40 above), Google Chrome (V61 above) or Firefox (V56 above)

for the DBTSS/DBKERQ browsing Intemnet Explorer has not been supported

Il Links

\Previous version

Previous version DBTSS

DBTSS Release 8.0

DBTSS Release 9.0

N

Database Search

Species:
|H.sapiens v

M. musculus

P. falciparum

C. merolae

R. norvegicus

P. troglodytes

M. fascicularis
Genome browser:
hg3g M

chr1:99,950,000-100,050,000

Search

Human Chromatin Features

Search from Genomic Position:
chr1:75,787,000

Search

Search from SNP (dbSNP rsID):
r=A7R2293R9

DataBase of Transcriptionall Start Sites

DRTSS

About this database

Welcome to DBTSS (DataBase of Transcriptional
Start Sites).

To support transcriptional regulation studies, we have
constructed the DBTSS (DataBase of Transcriptional
Start Sites), which represents exact positions of
transcriptional start sites (TSSs) in the genome based
on our unigue experimentally validated TSS
sequencing method, TSS-seq.

This database includes TSS data of a major part of
human adult and embryonic tissues are covered.
DBTSS now contains 491 million TSS tag sequences
for collected from a total of 20 tissues and 7 cell
cultures. We also integrated our newly generated
RNA-seq data of subcellular- fractionated RNAs and
ChlIP-seq data of histone modifications, RNA
polymerase |l and several transcriptional regulatory
factors in cultured cell lines. We also included
recently accumulating external epigenomic data, such
as chromatin map of the ENCODE project.

In this update, we further associated those TSS
information with public and original SNV data. in order
to identify single nucleotide variations (SNVs) in the
regulatory regions.

It is believed that single nucleotide variations (SNVs)

Release 9.0 Updated (July 9, 2015)
Based on UCSC hg38, mm10

News

« 20 Apr. 2016: New HBZ over-
expressed mouse data are now
available. Raw data accession:
DRA003229 and
DRAD03744(Genome Shien).

27 Jan. 2016: New
CD4Tcell/Beell/EScell data of
mouse are now available. Raw
data accession: GSE73825
(Genome Shien).

30 Nov. 2015: New Germ Cell
Methylation data of mouse are
now available. Raw data
accession: DRA000484 and
DRAD00607 (Genome Shien).

10 Nov. 2015: New granulocyte
macrophage progenitors (GMPs)
data of mouse are now available.
Raw data accession:
DRA000485, DRAO00486

DRAD00487, DRAD00488 and

TSSs =Transcriptional Start Sites
Tounbie mo3unum TSS B reHomMax 4yesi0BeKa, MbIIIH U ellle S BUI0B OPraHU3MOB
ba3za pasBuBaercs ¢ 2002r.
Caexnii pesus (2015 r.) BRIWOYWI JaHHBIE 10 MoAu(pukanuam xpomatuna u SNVS
(single nucleotide variations)




DBTSS (Release 9.0) — sxcnepumeHTaIbHBIE
METOAMKH MOJTYYEeHHUS TaHHBIX

HNHTEHCMBHOCTD
IHo3uumm crapros JIKCIPECCHU FeHA B
TPAHCKPHUIIIIMH B Pa3JIMYHBIX THIIAX
reHoMax 4eJjoBeKa u DBTSS KJETOK (KJIETOYHBIX

JIMHUSX)

MBI \

-

5 -" - ’ ;
ChIP-seq BS-seq data " .

s

" BS-seq = bisulfite sequencing

ITo1HOreHOMHBIE JaHHbIE 110

MoaH(pUKAIHSIM I'CTOHOB, ITotHOreHOMHBIE TaHHBIE 110
cartax mocaaku PHK- Metujauposanuio JJHK
noaumepassl |1, caiitax

CBSI3bIBAHUSA

TPAHCKPUNIIMOHHBIX (haKTOPOB



DBTSS (http://dbtss.hgc.jp/)

Metoauka TSS-seq

TSS-seq — opuruHajbHasi MEeTOAUKA, MO3BOJISIOIIAS ONPeAeJsITh MO3UIUN CTAPTOB
TPpaHCKpuNuuu B reHome . Ilpeacrasisier co00ii coueTaHne HECKOJILKHUX MOIX0I0B:

- mepHoit CDNA technology
- | Meton oIigo-cappingi(Suzuki and Sugano, Methods in Mol Biol, 2003)
- CexBenupoanue Ha turardopme [Hlumina
|MeTog oligo-capping: l

Antantopsl (OJIMTOHYKJICOTH/IbI),

Gppp ﬁﬂﬁﬁ mRNA with CAP
Y mRINA without CAP
BAP treatment (o] AAAA wRNAwithout CAP KOTOPBIC UCITIOJIB3YIOTCs B
y reatmen
- ﬁﬁﬁﬁ MPOILIECCE CEKBEHUPOBAHUS HA
“Oligo-capping” | TAP treatment ; ﬂHO AAAA HJ'[aT(bOpMe ”IUmina,
HO AAAA _ )
RNA ligation D_HO AAAA HpI/IHII/IBaIOTCH K K3II CaI/ITy
3'_oligo=INlumina primer A ‘ w_ﬂﬂﬂﬂ TPAHCKPUIITOB. HpOHeCC
AAAA
DI:IO BKJIHOUACT TpI/I oTalia , Ha
First Strand Synthesis AAAA
NNNNNN~ o KOTOpI)IX HCHO.TH)?)YIOTCH TpI/I
a = B —— pasHbIX (hepmenTa. IT0
‘ First strand primer=Illumina primer B ‘
15 eyele PCR ITIO3BOJISACT HpHHII/IBaTI) aI[aHTOpI)I
TOJIBKO K HOJIHOpa3MepHI)IM
g

TpaHCKpuUnTam ( TO €CTh
TPAHCKPUNTaAM, UMEIOIITUM
HEMOBPEXKJICHHBIN 5’ -KOHEIl U
MMEIOIINM K31)

Used as a Template for Illumina GA Sequencer




[IpenmymecTBo «Oligo-Capping method»:
BO3MOKHOCTh UACHTU(PHKAIIUU IPOMOTOPHOTO paiioHa

ﬁ PaaMIIMOHHBbIE CTIOCO0bI noJiydyeHus 0udanorek KAHK He rapanTupoBanu nojsyyeHue \

IMOJIHOPA3MCPHBIX IMPOAYKTOB . Yuactku KI[HK, COOTBCTCTBYHOIINEC 5 — KOHLIaM TPAHCKPHUIITOB ,
3aBCAOMO HCOAOIIPCACTABIICHEI. Tounas I/II[CHTI/I(I)I/IKaHI/IH cTrapra TPaHCKPHUIIIKWK HC BO3MOKHA.
[Tonnopasmepunass MPHK Cuntes kIHK
A OCYHICCTBIIACTCA C
’CAP polyA | polyA xorman
5°UTR CDS 3’UTR IPEPHIBAETCS B
5'-ka1 IpeacTaBiIsgeT H ATG TAA _ AAAAA CIy4aillHOM MeECTE.
co0oit 7-MCT%J'I;"‘)ZEIH03PIH, - e ~€ TTTTT OGpaSyeTCSI
coommen S -arouon .~ OrcyTetBue P T MHOKECTEO HENOTHEIX
\ <€ BapuaHToB KJIHK
ocrtarka gochopHoii S o JaHHBIX _ / -— TTTTT aIS)JII/IIIHOI‘/'I ].J:I[HHI)I
KHCJIOTHI K 5 -aToMy S _—— TTTTT P A )

yIIepOa puBO3LI Ha 5'- Hamnpapnenue nBmxeHus 0OpaTHON TPAHCKPHUIITA3bI =
e monekyinsl MPHK HaIipaBJICHUEC CUHTEC3a kJIHK

eroa «Oligo-Capping» o6ecneunBaeT nonyueHue HIOJTHOPASMEPHBIX k/IHK . Oto no3Bonsier
HAJEKHO OMPEAENISITh MO3UIIMKU CTAPTOB TPAHCKPUIIIUU.

— oy,

_ I'enomHas

S~ _ - - MOCJIEIOBATEIBHOCTD
norewwrarssit |||
IIPOMOTOPHBIN PAOH

ITOJIHOPASMEPHDBIE
kJIHK, monydenHsie Ha

OCHOBE METOJ1a
k «Oligo-Capping» /




boiiee moapoOHO: Tpu craauu metonaa «Oligo-Cappingy:

Yto neaaercs ?
Meuenue 5’-konnoB MPHK, nmeromux 5’°-kan™*. Ilpu aToMm 5°-kam 3ameniaercs Ha
CUHTETHUYECKHAMN OJINTOHYKJIIEOTU ONPEAECICHHOM JJIMHBI U COCTAaBA.

*  5'-xom npeacTaBisieT co00il 7-METUITYaHO3MH, COEIMHEHHBIN 5 -aTOMOM YITIEpO/a Yepe3 TPU OcTarka
dbocdopHOt KUCTOTHI K 5°-aToMy yriiepoaa prubo3sl Ha 5'-koH1ie Mosiekyiasl MPHK

TDI/I craann, OCYIHICCTBIISICMBIC d)eDMeHT aMu.
1) BAP (Bacterial alkaline

ﬁﬁﬁ mBINAwith CAP phosphatase) o CI)OC(i)aTaSa, KOTOI)EUI
P A mENAwow C2F oriieriser pocOPHYIO Iy Ha

0" AAA
BAP treatment ARAA KOHIIE TIOBPEXIEHHOM (HEMOIHO )
HO ~
“Oligo-capping” | TAP treatment— J:LﬂgL AAAA MRNA, y xotopoii orcytctByeT CAP
p AAAA
HO AAAA .
RNA ligation ELHO AAAA 2) TAP (Tobacco acid
5’-oligo=Tllumina primer A o -Ho_ﬂﬂﬂﬂ pyrophosphatase) — mupodocdarasa,
AAAA
HO otmernrsgronias CAP, ocTaBiss
e , . 1 ,
First Strand Synthesis AAAA (docopHyto rpyIIy Ha 5’ KOHLE
NNNNN
n N
First strand primer=Ilumina primer B
15 cvele PCR

3) T4 RNA ligase, - nuraza, mist paboThl KOTOPOM HEOOXOAUMO HaTUUIHE
docdara Ha 5’KoHIIE cyOCcTpaTa , CEJISKTUBHO IMIPUCOSIUHACT CUHTCTUYECKUM
OJINTOHYKJICOTHI K 5°-KOHITy Te€X IMPOAYKTOB, KOTOpbIe McxomaHo umenu CAP



DBTSS (Release 9.0) — ungopmanunonnoe

Io3unum cTapTOB TPAHCKPUIIIMHU

HNHTEHCUBHOCTH IKCIPECCUHA T'€HOB

Moandukanum ruCTOHOB, CAUTBI
nocaaku PHK-nonumepa3ssl |1, caiiTsl
CBSI3bIBAHMS TPAHCKPUIIIMOHHBIX
¢axkrTopos

Meruauposanue JHK
Tunsl xpoMaTuHa

3aMeHbI HYKJICOTHI0B

J Data contents i
Number of dataset
Human Mouse Malaria Chyzon Chimpanzee Macaque

T558-seq 73 7 1 1 1 1 2

RNA-seq 42 36 0 0 0 0 0

ChiP-seq 255 162 0 0 0 0 0

RIP-seq 12 G 0 0 0 0 0

BS-seq 26 16 0 0 0 0 0

ChromHMM 36 0 0 0 0 0 0

W | SNV 49 0 0 0 0 0 0
To top
Dataset table
Human
Lung cancer| Other cancer| Normal | Mormal| Clinical samples
26 cell-lines cell-lines cell-lines| tissues| (ICGC, TCGA, etc.)

TS5-seq * -
total RNA * -

RNA-seq Lt + - -
nucleosome - - -
cytoplasmic -

ChiP-seq ETI”IA . . _ -

(transcription factor) STATE - = -

H3IK27Tme3 -
H3Kdme3 * -
H3iac -
ChiP-seq
iy . H3K2Tac + - -
i _

(histone modification) H3K36me3 ) -
H3K4me1 -
H3IK9me3 -

Bisulfite sequencing * -

SNV * *

Mouse

T3 | 10712 embryo | ATDCS

TS5-seq
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(Sep.2011.update)

(http://dbtss.hgc.jp/index.html)

DataBase of Transcriptional Stark Sites
. '- = (@l
DBTSS

Release 8.0 updated (september 15 2011)
Based on UCSC hgl9, mm9
We recommend to use the Internet Explorer 6.0 or later for visiting our
database.

I About this Database I
DBTSS: Database of Transcriptional Start Sites
Current version is based on UCSC hgl9, mm9

[ABSTRACT

|
JlocTyn K 00Jiee pAHHUM BEPCUSAM:

To support transcriptional regulation studies, we have coisuucicu we | |

DBTSS (DataBase of Transcriptional Star] =
positions of transcriptional start sites (TSS S e I =2 Ct D B TS S V ersion
unique experimentally validated TSS sequq
we included new TSS data, so that a majo
embryonic tissues are covered. DBTSS no
tag sequences for collected from a total of]

TSS =Transcriptional Start Site
Tounble mo3unumn TSS B reHomax
YeqoBeka, MbIIIN U €lll€ 5 BUI0B

OpPraHM3MOB

DBTSS Version 8.0 (Based on UCSC hgl9, mm9)
DBTSS Version 7.0(Based on UCSC hgl8, mm9)
DBTSS Version 6.0(Based on UCSC hgl8, mmg)
DBTSS Version 5.2(Based on UCSC hgl7)
DBTSS Version 5.1(Based on UCSC hgl7)
DBTSS Version 5.0(Based on UCSC hgl7)
DBTSS Version 4.0(Based on UCSC hgl6)
DBTSS Version 3.0(Based on UCSC hgl3)




NHdopManMoHHOE COAepPKAHUE U «M3IOMHUHKH» KAaKI0r0 pein3a
(Bepcum) 6a3b1 DBTSS (http://dbtss.hgc.jp/index.html)

Nudopmanus, no6asiaennass B DBTSS B 2015 . ¢

JloGaBJieHbI JaHHBIE 0 3aMeHax HYKJieoTHa0B (Single nucleotide variation =
SNV). OnyxoJsieBble KJIeTKH:

97 lung adenocarcinomas (manueHThI —$SImoHIbI)

57 lung small cell carcinomas (manueHTbI —SIIIOHIIBI)

26 JIUHMH KJIeTOK PaKa Jerknux

+ JIJaHHbIE N0 PAKOBBIM KJIeTKaM y 11,322 manueHTOB, KOTOPbIe ObLJIN
CoOpaHbI U3 OTKPBITHIX HCTOYHUKOB 10 BCEMY MUPY.

Metoanl TSS-seq, RNA-seq, ChlP-seq and BS-seq data.

BS-seq (= Bisulfite conversion of genomic DNA combined with next-generation
sequencing) is widely used to measure the methylation state of a whole genome, the
methylome, at single-base resolution.

Suzuki A et al., DBTSS as an integrative platform for transcriptome, epigenome and genome
sequence variation data. Nucleic Acids Res. 2015 Jan;43(Database issue):D87-91.



NHdopManMoHHOE COAepPKAHUE U «M3IOMHUHKH» KAaKI0r0 pein3a
(Bepcum) 6a3b1 DBTSS (http://dbtss.hgc.jp/index.html)

Nudopmanus, npeacraBiaennasa B DBTSS B 2012 r.:

Tounble mo3uLMK CTapTOB TpaHCKpUILKUU (1SS ) B reHoMe. /[aHHBIE
MOJIYYEeHbl HAa OCHOBAHWHM KOMOMHHPOBAHHOT'O SKCIIPUMEHTAJIBHO-
TEOPETUYECKOro nmoaxona ISS Seq.

JIaHHBIEC IO TKaHSIM B3pOCJIOTr0 OpraHu3Ma 1 3MOpHOHA:
-MccnenoBano 20 TkaHeW U 7 KIETOYHBIX KYJIBTYD;

- 491 miu. TSS tag sequences

-Ilepecchuiku Ha JaHHBIE U3 APYTUX 0a3:
-TRANSFAC
-IIpoext ENCODE (Moaudukamuu XxpomaTrHa)



NHdopManMoHHOE COAePKAHUE U «M3IOMHUHKH» KAaK/I0r0 pein3a
BTSS (http://dbtss.hgc.jp/index.html)

(Bepcun) 0a3bl

DBTSS pazsuBaercs ¢ 2002 r.
C 2006 . umeeTcs cnemyromnias HHPoOpMaIus :

#covered
locus

human 15,262

mouse 14,162
zebrafish 3,061
malaria 1,527

schyzon 3,635

#promoter #total TSSs

30,964 425,117
19,023 149,876

3,382 15,198
N.A. 6,908
N.A. 14,029

#allocated
clones

1,359,000
364,487
32,263
10,236
22,923

B 2008 roay B 6a3y qo6aBieHa HOBast HH(GOpPMAIIUS :

(Sanger, total)

Total no. No. of No. Total no.
of mapped sequences represented of putative
sequences  associated NMs promoters
with NMs
MCF7 11919330 10000349 12133 29210
(Solexa)
HEK?293 10062560 8633345 11598 41238
(Solexa)
CDNA 1540411 1370985 15194 32122

Bcero B 2008 roxy no6asneno 19 000 000 5’ -koHIIEBBIX y4aCTKOB

B 2009 rogy no6apiena HoBas mH(pOpMAaIUs IJI pa3IddHbBIX KJIETOK YEJIOBEKA M MBIIIIH :

YCIJIIOBEK

Sample name
Fetal Heart
Fetal Kidney
Fetal Liver
Fetal Thymus
Fetal Brain
Brain

Heart
Kidney
Mouse 3T3
DLD1
Beas2B
Ramos
MCF7

TIG

293

Total

Cell type

Normal fetal tissues
Normal fetal tissues
Normal fetal tissues
Normal fetal tissues
Normal fetal tissues
Normal adult tissues
Normal adult tissues
Normal adult tissues
Fibroblast
Fibroblast

Beell

Beell

Breast adenocarcinoma
Fetal lung

Embryonic kidney

Tag count
10 182 282
8 424 482
4741 889
7122 556
11285710
11 561 960
9378901
11 196 359
20 246 303

—

9 KJIETOYHBIX
CUTYyaILUl

S

J\

B HOpM™ME M 11pH
[~ pa3IUIHBIX
BO3/ICHUCTBUAX

Bcero B 2009 rony
no6asieno 330 000 000 5’ -
KOHIIEBBIX YYaCTKOB H3 31
KJIETOYHOW CUTYallUU

22 KJIETOYHBIE

- w
CUTyalluHu



DBTSS, peauns 10

«M3romuaka» -2017 roma !!!!!
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DBTSS / pegero

Do B of Gl o Cogmiotory Viman

Release 10.0 updated (september 15, 2017

o ecommended o use Edge (V40 above). Google Chiome (V1 abave)or Firfox (V56 above
e DBTSSIDBRERD browsing internet Exph ot bese suppored

About this database
DBTSS; DataBase of Transcriptional Start Sites.

To support transcriptional regulation studies, we have constructed the DBTSS, which represents exact positions of KERO
transcriptional start sites (TSSs) in the genome based on our unique experimentally validated TSS sequencing method.

TSS-seq This database includes DBTSS data of a major part of human adult and embryonic tissues are covered

DBTSS now contains 491 million TSS tag sequences for collected from a total of 20 tissues and 7 cell cultures. We also

integrated our newly generated RNA-seq data of subcellular- fractionated RNAS and ChiP-seq data of histone

modifications, RNA polymerase Il and several transcriptional regulatory factors in cultured cell lines. We aiso included

recently accumulating external epigenomic data, such as chromatin map of the ENCODE project

DBKERO; Database Encyclopedia of Regulatory Omics

We separated the part of DBTSS, particularly focusing on genomic changes effecting the transcriptional regulations as
DBKERO. It is believed that single nucleotide variations (SNVs) in the transcriptional regulatory regions are responsible

for many human diseases, including cancers. However, it remains difficull to identify functionally relevant SNVs from N

Search those having no expiicit biological consequences. In thes version of DBKERO, we attempt 1o associate SNVs with the
omics of the regions. We used SNV which we identified from genomic analyses of various 15 Sep. 2017. DBTSS version
types of cancers, including somatic mutations of 100 lung adenocarcinoma and lung small cell carcinoma. For germiine 10.0 relsased

variations, we used SNVs in dbSNP as well as our unique dataset of variations in 1000 Japanese individuals. We
integrated those SNV information with our onginal datasets of TSS-seq, RNA-seq, ChiP-seq of representative histone
e — modifications and Brsulfite Sequencing of cylosine methylations of DNA_ We further connected the mult-omics data of 1 Sep. 2017- New C1 data of
2 model organisms by genome-genome alignment o R Msaca e ool
Taken together, we provide a unique data resource to investigate what genomic features are observed in a particular ne 'L(;%a‘;‘dc ‘g":é‘;(e” e

Search genomic coordinates in a wide varniety of samples. We believe new DBTSS/DBKERO is helpful to understand biological anw :"“;" 1§ - Lg“;;

consequences of the massively dentified TSSs and identify human genetc valuations which are associated with Sigle coll > C1 > LC
Search from SNP (dbSNP rsiD) drsordered transcriptional reguiations, (replicate))

DBKERO - yactb pecypca, Briawouamomas 1anubie mo SNV (single nucleotide variation). lanubie
o mo3umusax SNV skcrparupoannl n3 dbSNP, a Taxke B3ATHI OpUTrHHAJIBbHDBIE TAHHBIE
pa3padoTunkoB 6a3bl , BeisiBieHHbIe Y 1000 ssnmonues, B Takxe B 100 TMHMAX KJI€TOK KJIETOK pakKa
JIETKHX.

Hannbie 1o SNV HHTErpupoOBaHbI ¢ APYTMMH OPUTHHAIbHBIMH JAHHBIMH , TOJIYy4Y¢HHBIMH
metomamu TSS-seq, RNA-seq, ChlP-seq (mongndukamumn rucronoB) m Bisulfite Sequencing
(MeTmiupoBaHue muTo3nHa B cocraBe |HK).

BbinosiHeHO BHIPABHMBAHME F€HOMA YeJI0BEKA HA T€HOMBbI MO/IeJIbHBIX BH/I0B, 32 CUET Yero ecThb
BO3MOKHOCTH MOJIYy4YaTh HH(OPMALUIO 0 CBOMCTBAX COOTBETCTBYHOIIEIO PaiioHA reHoMa y
JAPYroro BUIA.



DBTSS: Bcro mnHGOpMaALIINI0 MOKHO CKAYATH
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Kartaaor FTP /pub/hgc/db/dbtss/ na ftp.hgc.jp

O

Ha oanm ypoBeHE BBEpX

0%/20/2005

KaTanor Yamashita NAR

KaTanor Yamashita et al

07/08/2005
07/08/2005
12/10/2014
10/08/2017
05/06/2005
03/25/2005
12/10/2014
0%/07/2006
09/15/2009
07/20/2010
07/12/2012
09/15/2014
03/06/2005
05/14/2015
04/24/2017

1,346 annotaion

12:00 4,358 data

12:00 10 dbtss recently
05:36 KaTanor dbtss wverl0
12:00 KaTanor dbtss werd
12:00 KaTanor dbtss wer5
12:00 13 dbtss wver5 1
12:00 KaTanor dbtss wer5 2
12:00 Katanor dbtss weré
12:00 KaTanor dbtss wer7
12:00 KaTanor dbtss wver8
12:00 KaTanor dbtss wer9
12:00 KaTamor old

12:00 KaTanor other

10:08 4,961,386,706 vcf.tgz

ftp://ftp.hgc.jp/pub/hgc/db/dbtss/

!

!

Ftp — caiiT, rae foctynna uadgopmanus u3 Bcex peauzoB DBTSS



DBTSS — «ugeajpHasg» 0a3a TaHHBIX ??

1) DBTSS pa3zuBaetcs maBHo, ¢ 2002 I. u
PETYJISIPHO MOMOJIHAECTCA HOBOW MH(OpMAIUEH

2) JlaHHBIC IMOJTHOTCHOMHEIC, IT0 HECKOIbKUM
BHUIaM OPTaHU3MOB

3) Bcro nadopManuo MOXKHO CKadaTh

DBTSS — He nuaeanbHasi 0a3a gaHHbIX ((

OrpaHUYEHBI (CTAPTHI TPAHCKPUIIINH, €IMHUYHBIC

’ _é %_ \  Tumbl nHGOpPMAIIUU O PETYISITOPHBIX palloHAX
| caiThl cBa3bpIBaHUA TD 1 Tonsko mo nanaeiM ChlP-seq)



The Encyclopedia of DNA Elements (ENCODE)
http://genome.ucsc.edu/ENCODE/

Encyclopedia of DNA Elements at UCSC 2003 - 2012

Human Data at UCSC About
Downloads

- - The Encyclopedia of DNA Elements (ENCODE) Consortium is an international collaboration of research groups funded by the National Human Genome Research
Experiment Matrix Institute (NHGRI). The goal of ENCODE is to build a comprehensive parts list of functional elements in the human genome, including elements that act at the protein
and RNA levels, and regulatory elements that control cells and circumstances in which a gene is active

Search

ENCODE results from 2007 and later are available from the ENCODE Project Portal, encodeproject.org. This covers data generated during the two production
Genome Browser phases 2007-2012 and 2013-present. The ENCODE Project Portal also hosts additional ENCODE access tools, and ENCODE project pages including up-to-date
(hg19) information about data releases, publications, and upcoming tutorials.

Experiment List UCSC coordinated data for the ENCODE Consortium from its inception in 2003 (Pilot phase) to the end of the first 5 year phase of whole-genome data production in
e 2012 All data produced by ENCODE investigators and the results of ENCODE analysis projects from this period are hosted in the UCSC Genome browser and
e ypes database. Explore ENCODE data using the image links below or via the left menu bar. All ENCODE data at UCSC are freely available for download and analysis.

Mouse Data at UCSC

Downloads

X X Explore ENCODE data (2003 - 2012) at UCSC View ENCODE data (2003 - 2012) in the UCSC Genome Browser
Experiment Matrix
Search "
B b En Jﬂiz!.ﬂg.i.ngsl it

= - LLC:ENI I.ﬂ:l-'
Experiment List - 'I_ | o |
=
Cell Types E L) “ I ] == = .‘“
Metadara Terms = LB ; maEEuEEs = mmw
- - = = ME ity e e

Registered Variables ] - T e iiiemi @ aimwnwwr e
Antibodies
Other Resources Search for data (current) at the ENCODE Portal Search for ENCODE tracks (2003 - 2012) in the UCSC Browser

News Archive

First Production (2007-
2012)

Pilot (2003-2007)

Contacts

P8,3pa6aTLIBaCTC$I MCKAYHAPOIHBIM UCCJICAOBATCIIBCKUM KOHCOPIHUYMOM.
dunancuporanue uaet gepe3 National Human Genome Research Institute (NHGRI).
HGJ'II: IIPOCKTA - O6’I>CIII/IHCHI/IC BCCX AHHBIX I10 (bYHKI_[I/IOHaJ'H:HI)IM JICMCHTAaM I'CHOMA
YCJIOBCKA, BKJIFOYA .

- 0enok- 1 PHK-koaupytomue yqactkyu reHoma,

-PCryIsITOPHBIC YHACTKH



Buabl nandpopmanuun B ENCODE:

ENCODE Bkirouaet nanHble 00 ydyacTkax reHoMa Y€JJ0BEKA, UMEIOIINX BaKHbBIC

(YHKIIMOHAIBHBIC XapPaKTECPUCTUKH:

- paitonsl JIHK, cBsizaHHBIE ¢ MOAU(PUIIMPOBAHHBIMUA THCTOHAMM (Bcero 12

Pa3IMYHBIX TUIIOB MOJU(pUKALIUKN B 46 pa3IMUHBIX TUMNAX KJIETOK),

-CalThl, TUIIEPYYBCTBUTENbHBIC K AercTBUIO JIHKa3kb! I (nccnenoBano 125 munwmit

KJIETOK M BBISABJICHO 2.89 MJIH. CAlTOB) ,

- npoduiiu MeTIMpoBaHus (1.2 muH. CpGs 0CTPOBOB B KaKI0i M3 82 KICTOYHBIX JTMHHM

b0 TKaHek) ;

-paiionsl B3aumopaencTusa ¢ JIHK-cBsa3piBaronumMu 0eJIKaMyd U KOMIIOHEHTaMHU

PHK-nonumepas B 72 Tumax KJIETOK
- (Bcero nccnenoBano CBI3bIBAHUE

- 119 pa3nuuHbIX OEJIKOB ,

-87 (73%) U3 KOTOPBIX SIBISIOTCS

- TPAHCKPUIILUOHHBIMU (aKTOpaMHu).

Joctyn k undopmanuu 4epes3 caur ,
http://genome.ucsc.edu/ENCODE/, nu6o
4yepe3 TeHOMHBII Opay3ep YHUBEPCUTETA

search for: ® tracks © files
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I'enomubii Opay3ep YHupepcurera r.Canra Kpy3s

Genomes Genome Browser Tools Mirrors Downloads About Us View Help

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly

My Data
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Scale 100 kb | | hg19
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move start Click on a feature for details. Click or drag in the base position track to zoom in. Click move end

side bars for track options. Drag side bars or labels up or down to reorder tracks. Drag

2.0 tracks left or right to new paosition. 2.0

[ track search H default tracks H default order ” hide all H add custom fracks ” track hubs H configure H reverse H resize H refresh ]

collapse all Use drop-down controls below and press refresh to alter tracks displayed. expand all

Tracks with lots of items will automatically be displayed in more compact modes.
=]

Base Position @ deCODE Recomb

Mapping and Sequencing Tracks

Chromosome Band 5TS Markers iE FISH Clones Recomb Rate

dense | v ‘hide v lhide v Thide hide  ~ lhide ~
ﬂ ENCODE Pilot Map Contigs Conn Assembly GRC Map Contigs Gap Publications
‘hide hlde hide lhide v hide v hide v

UCSC Genome Browser on Human Dec. 2013 (GRCh38/hg38) Assembly
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UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
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Table Browser

Use this program to retrieve the data associated with a track in text format, to calculate intersections between tracks, and to
retrieve DNA seguence covered by a track. For help in using this application see Using the Table Browser for a description
of the controls in this form, the User's Guide for general information and sample queries, and the OpenHelix Table Browser
tutorial for a narrated presentation of the software features and usage. For more complex queries, you may want to use
Galaxy or our public MySQL server. To examine the biological function of your set through annotation enrichments, send the
data to GREAT. Send data to GenomeSpace for use with diverse computational tools. Refer to the Credits page for the list ‘

of contributors and usage restrictions associated with these data. All tables can be downloaded in their entirety from the
Sequence and Annotation Downloads page.

clade: | Mammal v | genome:  Human LS SEMbBIY: | Feb. 2009 (GRCh37/hg19) v
group: | Regulation v | track:| CpG lslands v add custom tracks || track hubs
table: | cpglslandExt v | | describe table schema

identifiers (names/accessions): | paste list || upload list
filter: | create

intersection: | create

correlation: | create

region: genome ENCODE Pilot regions '® position |chr15:75011947-75047947 lookup || define regions ‘

output format: | all fields from selected table v | Send output to 1! Galaxy GREAT GenomeSpace
output file: (leave blank to keep output in browser)

file type returned: ® plain text gzip compressed

get output || summary/statistics

To reset all user cart settings (including custom tracks), click here.

Using the Table Browser C UCHONB30BaHUEM TAKUX HACTPOEK MOKHO
This section provides brief line-by-line descriptions of the T

program, see the Table Browser User's Guide. HOJYHHUTD TAHHBIC O CpG-6OFaTI>IX ydacTkax B
parione rena CyplAl (B rpaHnIax
chr15:75011947-75047947)

« clade: Specifies which clade the organism is in.




FANTOM = The Functional Annotation of Mammalian genome

Koncopuuym Ob11
oprann3oBad B 2000 roxy.
B 2009 rogy 2009
KOHCOPITUYM OOBEIHHSIT
paboty 51 uHCTHTYTA
(AAmonms + apyrue CTpaHbl)

Members

Over 500 FANTOM members from more than 20 countries.



FANTOMbS
http://fantom.gsc.riken.jp/

C' [1 fantom.gsc.rikenjp

g*’*} FANTOM

FUNCTIONAL ANNGTATION OF THE MAMMALIAN GENOME ome Data Views Protocols Software Papers FAQ

FANTOMS "Phase 2" paper has
been published!

Using a comprehensive analysis of RNA expression in
different cell types, scientist from the RIKEN-led
FANTOMS rtium have made major strides

diﬁerenﬂaﬂonl r 5
activation happe|
a type of regul y ¥
located far from rhe ey aclivate.

FANTOM

FANTOM is an international research consortium established by Dr. Hayashizaki and his colleagues in 2000 to assign functional
annotations to the full-length cDNAs that were collected during the Mouse Encyclopedia Project at RIKEN. FANTOM has since developed
and expanded over time to encompass the fields of transcriptome analysis. The object of the project is moving steadily up the layers in the
system of life, progressing thus from an understanding of the ‘elements’ - the transcripts - to an understanding of the ‘system’ - the
transcriptional regulatory network, in other words the ‘system’ of an individual life form

OReglnno_Combine...tsv  ~ ¥ Bee crauanmsie daline.. X

Ienb npoekTa — UACHTUDUIIMPOBATH HAOOP I€HOB, YKCIIPECCUPYIOIINXCS B KXKIOU
KJIETKE opranu3ma 4esnaoBeka (0onee 400 THUIIOB KIIETOK) U PETYJISITOPHBIEC PAOHBI
reHa, OTBEYAOIIME 3a TO, I71€ (B KaKMX KJIETKAaX) U HA KAKOM YPOBHE OyJieT
KCIPECCUPOBATHCA I'eH. B nanpHelmeM 3ta nHpopmainus OyaeT UCIoIb30BaHa IpU
MOCTPOCHUHN MOJIEIEH PETY/ISIMU TPAHCKPUIIIIUY B KaXK/IOM TUIIE KJIETOK.



FANTOMS: 3xcnneprMeHTaIbHBbIE METO/BI

$2s FANTOM

FUNCTIONAL ANNOTATION OF THE MAMMALIAN GENOME Home Data Views FProtocols Sofiware Papers FAQ

Protocols

Detailed descriptions on protocols used in FANTOM

Z4

Basic CAGE Technology DeepCAGE nanoCAGE and

A method for genome-wide identification of A powerful application for next generation CAGEscan

transcription start sites sequencing The two new methods developed to extend
the capabilities of CAGE technology

Full-length cDNA technology HeliScopeCAGE
This is a series of technologies developed by RIKEN for preparing A new gene expression technique adapted for single molecule
full-length cDNA. Extension, selection, normalization, and new cloning sequencing to accurately and guantitatively measure gene
vectors have been developed and are being applied in many fields. expression levels using only 100 nanograms of total RNA.
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UniProtkKB Protein knowledgebase Geneva,
Switzerland

TFClass Classification of transcription factors Germany
AnimalTFDB  Animal Transcription Factor DataBase Kutau

CREMOFAC Database of chromatin remodeling factors WHaua

TcoF- DB Dragon database of transcription co-factors KOpOJ‘IeBCTBO
and transcription factor interacting proteins Ca)'/JJ,OBCKaFI ApéBVIFl
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http://www.uniprot.org/
Swiss Institute of Bioinformatics (Geneva)

| »

UniProt 3 pr—

BLAST Align Retrieve/ID mapping Help Contact |

The mission of UniProt is to provide the scientific community with a comprehensive, high-quality and freely accessible resource of

protein sequence and functional information.
News ﬂ

Forthcoming changes

Sequence clusters Sequence archive
% f @ Planned changes for UniProt ||
{."‘H..

UniRef UniParc Proteomes

—t
'
Swiss-Prot * —_—
(549 215} UniProt release 2015_09
. Life (and death) in 2D | 27 new
5 Manually Supportlng data species in variation files
annotated and
el Literature citations Taxonomy Subcellular locations
. UniProt release 2015_08
TrEMBL . i o Pseudo-allergy, real progress |
(50’325'?84} Cross-ref. databases Diseases Keywords Prlogrammatlclaccess to Un|Plr|I::t
_ - with spargl.uniprot.org | Addition of
Automatically 1 XX @ . Ce e e
annotated and not -
Mews archive

reviewed.

Getting started Yau@@ UniProtdata Protein spotlight

Q Text search . Download latest release m
Our basic text search allows vou to Get the UniProt data .&\ | -




e '----:-.#:- Pa3patdorunku 6a3e1 UnIProtKB/Swiss-Prot

InL~in :-"'-E'— 1] (UniProt consortium)

» IIBeinapckuii nHCTUTYT OMomHpopMaruku (Swiss Institute of Bioinformatics,
SIB)

» Esponeiickuii MacTuTyT 6nonndopmaruku (European Bioinformatics Institute,
EBI)

»  AmepukaHCKui HH(DOPMAIMOHHBIN pecypc no oeiakaM (the Protein
Information Resource, PIR).

UniProtKB
P N |
TreMBL UniProtKB/Swiss-Prot

(pyuHas anHOTanus !!!!)

Hudopmarnmonnoe Hanomaenune UniProtKB/Swiss-Prot B 2015 rony
Nmeercs MHOOPMAILIMA no BCEM BUJIAM OPTAHU3MOB. U3 Hux
(py4YHast aHHOTAIIHS)

20 204 BxXo/1a, OMUCHIBAIOIIMX OCIIKH YEIOBEKA,

16 719 Bxona i1 MeIIIIA

7 928 BX01a TSI KPBICHI.


http://www.uniprot.org/
http://www.uniprot.org/

UniProtKB

_UniProtKB results

W Basket -

UniProtKB consists of two sections:

.
!I Reviewed (Swiss-Prot) - Manually annotated
Records with information extracted from literature and
curator-evaluated computational analysis.

Unreviewed (TrEMBL) - Computationally analyzed
Records that await full manual annotation.

x

The UniProt Knowledgebase (UniProtkB) is the central hub for
the collection of functional information on proteins, with
accurate, consistent and rich annotation. In addition to
capturing the core data mandatory for each UniProtkB entry
(mainly, the amino acid sequence, protein name or
description, taxonomic data and citation information), as
much annotation information as possible is added.

@ Help I other tutorials and
. Downloads

B3 UniProtkB help video
videos

Filter by’ |%BLasT||=

.LDuwnIoad W Add to bas

| 1to 250f 51,374,999 p Show 25

# columns

e
!I Reviewed
(549,215)
Swiss-Prot

QOGZX3

002L_FRG3G

Unreviewed
(50,825,784)
TrEMBL

QoGZX4 001R_FRG2G

Popular
organisms

Human (148,284)

Q197F7  003L_IIV3

Rice (99,786)
Mouse (77,279)

Zebrafish

(58,647) Q197F8 002R_IIV3

A. thaliana
{52,169)

Other organisms

::-

Uncharacterized FV3-002L Frog virus 3
protein 002L (isolate

Goorha) (FvV-3)
Putative FV3-001R Frog virus 3 256
transcription (isolate
factor D01R Goorha) (FvV-3)
Uncharacterized IIV3-003L Invertebrate 156
protein 003L iridescent

virus 3 (IIV-3)

(Mosquito

iridescent

virus)
Uncharacterized IIV3-002R Invertebrate 458
protein 002R iridescent

virus 3 (IIV-3)

(Mosquito

iridescent

virus)

= |




UniProtKB

B 6azax SWISS-PROT (549 215) u TrEMBL (50 825 784) conepskutcs onvcanue
CTPYKTYPHO-(PYHKIITMOHAJILHOW OpraHu3aIiiy OSIKOB, B YMCJIE KOTOPHIX OCTIKH -
TPaHCKPHUIIIIMOHHBIC PEryaaTophl. O0s3aTeIbHO MPUBOAATCS AMUHOKHCIOTHBIC
MOCIEA0BATEILHOCTH M JIOMCHHAsI opraHu3amnus. it MHOTHUX OEJIKOB MPUBOIUTCS
uH(popMaIys 0 TKaHe-CrenuUIeCcKon SKCIIPECCHUMU.

Funding

UniProt is mainly supported by the Mational Institutes of Health (MIH) grant U41HGO07822, Additional support for the EMBL-EBI's
involvement in UniProt comes from European Molecular Biology Laboratory (EMBL), the British Heart Foundation (BHF)
(RG/13/5/30112), the Parkinson's Disease United Kingdom (PDUK) GO grant G-1307, and the NIH GO grant U41HG02273. UniProt
activities at the SIB are additionally supported by the Swiss Federal Government through the State Secretariat for Education,
Research and Innovation SERIL PIR's UniProt activities are also supported by the NIH grants RO1GMO080646, GOSLM0O10720, and
P20GM103445, and the Mational Science Foundation (MSF) grant DBI- 1062520,

Past funding

UniProt has been mainly supported by the NIH grants UO1HG02712 (2002-2010) and U41HGO05104 (2010-2014).

UniProt activities at EMBL-EBI have benefited from the FP7 SLING project (2009-2012, contract number 226073) and a British Hearth
Foundation grant (SP/07/007/235671).
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UNIPROT/SWISS-PROT

P16220 (CREB1_HUMAN) ' Reviewed, UniProtKB/Swiss-Prot Contribute

I__:
Last modified September 18, 2013. Version 168. £ History... = g‘:’;‘; Leoenﬂaa:nkts (0) or add your own

% = Clusters with 100%, 90%, 50% identity | . | Documents (6) | . Third-party data [ text | xml | rdf/xml | off | fasta |

vw: Names - Attributes - General annotation - Ontologies - Interactions - Alt products - Sequence annotation -

Sequences - References - Cross-refs - Entry info - Documents

Names and origin

Protein names Recommended name:
Cyclic AMP-responsive element-binding protein 1
Short name=cRrEB-1
Short name=cAMP-responsive element-binding protein 1

Gene names Name:CREB1

Organism Homo sapiens (Human) [Reference proteome]

Taxonomic identifier 9606 [NCBI]

Taxonomic lineage Eukaryota » Metazoa » Chordata » Craniata » Vertebrata » Euteleostomi > Mammalia » Eutheria

» Euarchontoglires » Primates » Haplorrhini » Catarrhini » Hominidae » Homol**!

Protein attributes

Sequence length 341 AA.
Sequence status Complete.
Protein existence Evidence at protein level

|pane & Internet dn v ® 150
=
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w: Names - Attributes - General annotation - Ontologies - Interactions - Alt products - Sequence annotation -

Sequences - References - Cross-refs - Entry info - Documents

Function

Subunit structure

Subcellular location

Post-translational modification

Phosphorylation-dependent transcription factor that stimulates transcription upon binding to the
DNA cAMP response element (CRE), a sequence present in many viral and cellular promoters.
Transcription activation is enhanced by the TORC coactivators which act independently of Ser-
133 phosphorylation. Involved in different cellular processes including the synchronization of
circadian rhythmicity and the differentiation of adipose cells.

Interacts with PPRC1. Binds DNA as a dimer. This dimer is stabilized by magnesium ions.
Interacts, through the bZIP domain, with the coactivators TORC1/CRTC1, TORC2/CRTC2 and
TORC3/CRTC3. When phosphorylated on Ser-133, binds CREBBP [ 2y simirity | |nteracts with
CREBL2; regulates CREB1 phosphorylation, stability and transcriptional activity | 5y smiariy |,

Interacts (phosphorylated form) with TOX3. Interacts with ARRB1. Binds to HIPK2. Interacts
with SGK1. LRef.9 |[ Ref.10 | [ Ref.15 | [ Ref17 | Ref.18 | [ Ref.19 | [ Ref.20 | [ Ref.21 | [ Ref.26 | [ Ref.27 |

Nucleus | Ref.16

Stimulated by phosphorylation. Phosphorylation of both Ser-133 and Ser-142 in the SCN
regulates the activity of CREB and participates in circadian rhythm generation. Phosphorylation
of Ser-133 allows CREBBP binding [ 5 simiarity | CREBL2 positively regulates phosphorylation
at Ser-133 thereby stimulating CREB1 transcriptional activity [By similarity |, Phosphorylated upon
calcium influx by CaMK4 and CaMK2 on Ser-133. CaMK4 is much more potent than CaMK2 in
activating CREB. Phosphorylated by CaMK2 on Ser-142. Phosphorylation of Ser-142 blocks
CREB-mediated transcription even when Ser-133 is phosphorylated. Phosphorylated by
CaMK1 [ By simiarity | Phosphorylation of Ser-271 by HIPK2 in response to genotoxic stress
promotes CREB1 activity, facilitating the recruitment of the coactivator CBP. Phosphorylated at

Ser-133 by RPS6KA3, RPS6KA4 and RPSEBKAS in response to mitogenic or stress stimuli.
[Ref11 ][ Ref12 |[ Ref 13 || Ref.14 | [ Ref.20 | [ Ref26 |

Sumoylated with SUMO1. Sumoylation on Lys-304, but not on Lys-285, is required for nuclear
localization of this protein. Sumoylatlon is enhanced under hypoxia, promoting nuclear
localization and stabilization. [ =115

& Internet Y3 v % 150%
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Involvement in disease Angiomatoid fibrous histiocytoma (AFH) [MIM:612160]: A distinct variant of malignant fibrous
histiocytoma that typically occurs in children and adolescents and is manifest by nodular
subcutaneous growth. Characteristic microscopic features include lobulated sheets of
histiocyte-like cells intimately associated with areas of hemorrhage and cystic pseudovascular
spaces, as well as a striking cuffing of inflammatory cells, mimicking a lymph node metastasis.
Note: The gene represented in this entry may be involved in disease pathogenesis. A
chromosomal aberration involving CREB1 is found in a patient with angiomatoid fibrous
histiocytoma. Translocation t(2;22)(g33;912) with CREB1 generates a EWSR1/CREB1 fusion
gene that is most common genetic abnormality in this tumor type.

A CREB1 mutation has been found in a patient with multiple congenital anomalies consisting of
agenesis of the corpus callosum, cerebellar hypoplasia, severe neonatal respiratory distress
refractory to surfactant, thymus hypoplasia, and thyroid follicular hypoplasia (L =29 ).

Sequence similarities Belongs to the bZIP family.
Contains 1 bZIP (basic-leucine zipper) domain.

Contains 1 KID (kinase-inducible) domain.

Ontologies
Keywords
Biological process Differentiation
Host-virus interaction
Transcription
Transcription regulation
Cellular component Nucleus
MndinA caranca divarcityv Altarnativa enlicinA

& Internet ‘3 v ®150%
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Sequence annotation (Features)

Feature key Position Length = Description Graphical view Feature identifier
(s)
Molecule processing

L) Chain 1 - 341 341  Cyclic AMP-responsive element- PRO_0000076597
binding protein 1

Regions
L Domain 101 - 160 60 KID
0 Domain 283 — 341 59 bZIP
L) Region 284 — 309 26 Basic motif | Sy similarity —
L] Region 311 -332 22 Leucine-zipper | By similarty
Sites
Site 314 1 Required for binding TORCs

Amino acid modifications

Modified residue 133 1 Phosphoserine; by CaMK1,
CaMK2, CaMK4, PKB/AKT1 or

& Internat “a v ®AE0%




TFClass Is a classification of (so far: human) transcription factors
based on the characteristics of their DNA-binding domains.

http://tfclass2.sybig.de/tfclass/

Classification of Human Transcription Factors

P

TFClass is a classification of (s0 far: human) transcription factors based on the characterstics of their DMA-binding domains. Edgar ngender
(superclasses, classes, families, subfamilies, genera and factor species), two of which are optional (subfamilies and factor spg Dr. rer. nat.

explanations about the classification scherme and its criteria will be given here. The full classification can also be abtained herd

ontolagy in obo-format.

Superclass: B, Class: B, Family: @, Subfamity: B, Genus:
€, Factor species: @

Hurnan TF
T B1 Basic domains
4 C
¥ [H1 2 Basic helix-loop-helix factors (HHLH)
¥ [H1.3 Basic helix-span-helix factors (bHSH)
¥ B2 zZinc-coordinating DMA-hinding domains
¥ [H2 1 Muclear receptors with C4 7inc fingers
¥ [H2.2 Other C4 zinc finger-type factors
¥ [H2.5 C2H2 Zinc finger factors

424 C6 Zine cluster factors
F[E2 5 Cihdtene intertwined ine fincer factors

Director
Universitatsmedizin
. Gottingen , Gottingen -

Institute of
Bioinformatics

Expand all Collapse all 7

Expandto |B | = |E (A | = |@

Details Protein expression pattern

I 1.1

Definition:  TRAMSFALC class description CO00&: A DrA-hinding basic
region is followed by a leucine zipper. The leucine Zipper
consists of repeated leucine residues at every seventh
position and mediates protein dimerization as a prerequisite
for OkA-hinding. The leucines are directed towards one

e

MoToED

Wingender E, Schoeps T, Haubrock M, Dénitz J. TFClass: a classification of human
transcription factors and their rodent orthologs. Nucleic Acids Res. 2015;43(Database
issue):D97-102..




JlaHHbIe 0 KOHKpeTHOM Oeske B 0aze TFClass
http://tfclass2.sybig.de/tfclass/

E
Classification of Human Transcription Factors
TFClass is a3 classification of (50 far: human) transcription factors based on the characteristics of their DNA-binding domains. It comprises six levels (superclasses,
classes, families, subfamilies, genera and factor species), two of which are optional (subfamilies and factor species). More detailed explanations about the
classification scheme and its criteria will be given here. The full classification can also be obtained here as html document and as pntology in obo-format.
i
Superclass: B class: [E, Farmily: F Subfarmily: H, Genus;
M, Factor species: B
Expand all Collapse all 7
Human TF
~ B1 Basic domains Expandto |8 = @ H |2 | @
¥ [E1.1 Basic leucing zipper factors (hZIP)
v [21.2 Basic helix-loop-helix factors (BHLH) — Protein expression pattern
* @1.2.1 E2A-related factors P P
G The table belowy summarizes the protein expression data from the Protein Atlas. The tiszues and cell types
* [EH121.02SEF? [Ez_z TCF-4 |TF—2:] are linked to the Cytomer artology.
s Ti o Cell o -
b 12101 E2A (TCF-3, ITF-1) e slme G Eressionievel | sType | ¢Reliability
Y @122 MyoD f ASC-related factors
* @1 2.3 Takrelated factors adrenal cland dlanclular tizzus Hicth AFE Loy
¥ @124 Hairy-related factors appenci dlandular tizsue Medium APE Loy
* @125 PAS domain factors appenci: lymphoid tissue hedium APE Lowr
' E1 2.6 bHLH-ZIP factors bone barron hematopoetic stem cel Higgh AFE L
’ E1 2.8 HLH domain Dﬂl‘:,r' bresst dlandular tissue Higgh APE Loy
¥ [1.3 Basic helix-span-helix factors (hHSH) - )
cilisted call with
~ B2 Zinc-coordinating DA-hinding domains bronchi propulsive function of Hicth APE Loy b/
MoToED E

Wingender E, Schoeps T, Haubrock M, Dénitz J. TFClass: a classification of human
transcription factors and their rodent orthologs. Nucleic Acids Res. 2015;43(Database
issue):D97-102..
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M Basic domain

[ Zinc-coordinating domain

B Helix-turn-helix domain

L] Other all-a-helical DNA-binding domain
B a-Helices exposed by B-structures

B Immunoglobulin fold

@ B-Hairpin exposed by an a/B-scaffold

m 3-Sheet binding to DNA

[1B-Barrel DNA-binding domain

M Yet undefined DNA-binding domain



- AnimalTFDB ==
/L Animal T mémphon Factor Datggﬁsﬁ /) @? WA @

HOME BROWSE FAMILY BROWSE SPECIES SEARCH DOWNLOAD HELP ABOUT Quick search

(http://www.bioguo.org/Animal TFDB/)

XapaKTepUCTHUKA BCEX
TPAHCKPUMNIIMOHHBIX (DAKTOPOB,
KO(DaKTOPOB U

O€JIKOB C XpOMATUH-MOAECTUPYIOMIEH AKTUBHOCTBIO, KOTOPBIE
yIAJI0Ch BBISIBUTH pa3paO0oTYrkaM 0a3bl, HCIOJIB3YS
KOMIIBIOTEPHBIN aHAJIN3 TEHOMOB 50 BHI0B )KUBOTHBIX
OPTaHU3MOB.

JIns1 cuctemaru3anu MTHPOPMAIMU O TPAHCKPHUITLITUOHHBIM
(pakTOpaM MCHOJIb30BaHA OPUTHHAJIbHAS KJIaCCU(UKAIYs. DTa
KJIacCU(pUKAILUS OCTPOCHA HA OCHOBE aHAJIM3a HAayYHbBIX
MyOJIMKAIIUM U BKIIFOYAET 72 CEMENCTRA.
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(" Animal Transcription Factor Database =

Quick search

EnsembllD

[Gene |D _

Transcript D notation

Fratein D

I reset| | search \a.g. Trvp TrvpB, TovpCoor Trvp D)

Igsspu:lﬁct?;ir?n reset| | search *I:prntein—prntein interaction, Fill in a symbol (e.g. MSHE)

Pathway: reset| | search KE\G and Biocarta pathway 1D or title (e.g.hsa04530, B35, Jak-STAT signaling pathway)
Ortholog: reset| | search Humkguus genes in different species, fill in a EnsembllD (e.q. ENSE000000511585)
Paralog: reset| | search| HomoldYous genes inthe same species, fill in a EnsembllD {e.g. ENSGO0000031189)
Signature Domain: reset| | search| Pfam pro\n dornain id or name (e.g. PFO0319.11 or SRF-TF)

show records per page: | 100 %

\

Species [Iselect all

[ reverse select

Reseat Search

\

[ 1 Ailuropoda melanoleuca

[ Anolis caralinensis

I |1 Eos taurus

[ 1 Caenorhabditis elegans

[ 1 Callithrix jacchus

\
\

1 Canis familiaris

1 Cavia porcellus

1 Choloepus hoffmanni

I"1 Ciana intestinalis

1 Ciona savigryi

"1 Dianio rerio

1 Dasypus novemcinctus

[ 1 Dipodomys ardii

[ 1 Drosophila melanogaster

[ 1 Echinops telfairi

[ 1 Equus caballus

EnsembliD

Species

Family

'] Gallus gallus
Homo sapiens

EMNSG00000109518

Homo sapiens

Transcription co-factors

[ 1 Macropus eugenii

ENSG00000112033

Homo sapiens

PPAR receptor

EMNSGE00000132170

Homo sapiens

PPAR receptor

EMNSGEO0000155846

Homo sapiens

Transcription co-factors

EMNSGO00007186951

Homo sapiens

PPAR receptor




AnimalTFDB — pe3yabraT noucka, ¢akrop PPARD

Homo sapiens

Basic information

PPAR receptor family

Other designations

Chr map location
Gene Orientation

Gene Position
Transcripts

EnsembliD :
GenelD :
Symbol :

Alias :
Full name :
: OTTHUMPO0000016256;0TTHUMPO00000016257 ;PPAR-beta;PPAR-delta;nuclear hormone receptor

ENSGO0000112033

5467

PPARD
FAAR:MGC3931;NR1C2;NUC1;NUCI;NUCII;PPARB
peroxisome proliferator-activated receptor delta

1;nuclear receptor subfamily 1 group C member 2;peroxisome proliferator-activated receptor beta

1 6p21.2
: forward
Gene Length :
1 6:35310335-35395955
: There are 5 transcripts

85621

Transcript ID Length (bp) Protein ID Length (aa)

ENSTOO0003 11565 3774 ENSP0O0000310928 441
ENSTO0000337400 2041 ENSP0O0000337063 361
ENSTO0000360694 3747 ENSP00000353916 441
ENSTO00004 18635 3453 ENSP00000413314 343
ENSTOO000444397 2002 ENSP00000410837 361

Gene structure(for all transeripts) (red: CDS exon, blue: UTR)

o . | 200000 | 400000 600000 | 800000

I I I | 1 | I I | | | I ! |

f } ] I H—H-. ENSTO0000311565

f } ] I H—i ENSTO0000337400

I f i H—Ea ENSTO0000360694

I f i HEl ENSTO0000418625

I f i H—. ERNSTOO000444 357




AnimalTFDB — pesynsraT ouncka, ¢hakrop PPARD (mmpomomxenue)

Function Domain (for the longest protein)

I0 '.E?O Et'l)D 3q0 4q0
FFO0104 23
I FFOO105.11
No. |Domain Entry Score E-value Start End
1 Hormone_recep PFO0104 .23 88 3.2e-25 277 436
2 zf-C4 PFO0105.11 97.2 3.7e-28 73 139

3D structure Hit (for the longest protein)

_ : . -2 : . . | - : B .. Mouse-over to show 3D structure
—  — Zer (A)
assssssssssssss——————————— 20 (B)
IPDB ID (chain) Score [E-value Identity IStart End
Rerv (A) 433 o l90.8 l65 151
asg (B) 1489 o l99.2 [163 441
Gene ontology
GO ID Go Term Category Evidence
00000122 negative regulation of transcription from RMNA palymerase || promoter Biological Process 155
GO:0001880 placenta development Biological Process IEA,
GO0003677 DNA binding Molecular Function IS5
(50:0003700 sequence-specific DNA binding transcription factor activity Molecular Function DA MNAS
(500003707 steroid hormone receptor activity |Nlolecular Function IEA,
>0:0003713 transcription coactivator activity Molecular Function [EA,
00004879 ligand-dependant nuclear receptar activity Molecular Function D,
GO-0005504 fatty acid binding Molecular Function MAS
00005634 hucleus Cellular Component MAS
GO 0005654 hucleoplasm Cellular Component TAS
GO 0006006 glucose metabolic process Biological Process MAS
500006029 proteoalvcan metabolic process Bioloaical Process IEA,




AnimalTFDB — pesyabsraT moucka, ¢akrop PPARD (HpO,Z[OJDKeHI/Ie 2)

Pathway information
PathwaylD  |Description Source All gene in this pathway
h5203320 PPAR signaling pathway KEGG Show detail
hsa04310 \Wnt signaling pathway KEGG Shovi detail
h5a05200 Pathways in cancer KEGG Show detail
hsa05221 Acute myeloid leukemia KEGG Show detail
156 WNT Signaling Pathway Eiocarta  [Show detail
708 Muclear Receptors in Lipid Metabalism and Toxicity Eiocarta Show detail
54 Basic mechanism of action of PPARa, PPARD(d) and PPARG and effects on gene expression Eiocarta Show detail
Protein protein Interaction
Interactors GenelD Experimental Source PMID ad
BioGRID
GADD45G 10912 Reconstituted Complex;in 10872826
vitro HPRD
BioGRID
Gadd45b 17873 Reconstituted Complex;in 10872828
vitro HPRD
BioGRID
HDAC4 9759 Rarnnstititad Camnlav 12943985 b
Paralog
[ ENSGO0000132170 | ENSGO0000186951 | |
Ortholog group
Loxodonta africana ENSLAFGOO000017ET0 Macaca mulatta ENSMMMUGO0000015904 2
Macropus eugenii EMNSWEUGO0000013000 Microcebus murinus ENSMICGO0000000028
Monodelphis domestica EMNSWMODGO0000013778 Mus musculus ENSKMUSG00000002250
Myotis lucifugus ENSMLUGO0000010594 Ochotona princeps ENSOPRGDO000015187
Oryctolagus cuniculus ENSOCUGO0000007732 Oryzias latipes ENSORLGOO000006E36
Otolemur aarnettii EMNSOGAGOO000000630 Pan troalodvtes ENSPTRGO0000018082
Targets & TFBS
| Mumber of targets Mumber of TFBS | TFBS ID Data Source
[ [

| 27

~ TRED




CoBpeMeHHbIE OLICHKU KOJIMYeCTBA TPAHCKPUIIIIMOHHBbIX
(paKTOpPOB B reHOME 4YeJI0BEKA

KomnbioTepHasi aHHOTAUA TeHOMA € LeJIbI0 HASHTU(PUKAIUN TeHOB, KOAUPYIOLIUX 0eJIKH,
cogep:kamue JHK cBsi3bIBalonye q10MeHbI.

3

Pecypc TFClass

[tfclass.bioinf.med.uni-goettinge

Classification of Human Transcription Factors

1558 renos,

komupyromux 2904 nm3odopm 6Genxo
coaepxkamux JJHK-cBs3biBaromuii jome

13 anx 970 TeHOB (62.3%) komup
SKCIIEPUMEHTAIBHO TIOITBEPIKICHHBIE
TPAHCKPHIITHOHHEBIE (haKTOPBI.

Wingender E, et al., TFClass: an expandable hierarchical classification of human
transcription factors. Nucleic Acids Res. 2013 Jan;41(Database issue):D165-70.

3

Pecypc AnimalTFDB

(http://www.bioguo.org/Animal TFDB/)

[Fara) arogen receptor(1) [AP-2(5) [rringis) pHLH(106) [CEBP(10]
ker 1) o1 [cos(ay |cauriz) kracry csne)

sz INFId) leur) [y EzFii) [Ecdysi recepior2)
FTeize) FFark head(43) lecnz) ecrin kTF2115) HIG(50)

[HsFi8) JrHcz) nFig) MaD()

H1(B) J¥B(25) [NDTa0/Phodii1) NF-YALT) F-YBIC(2) ekt (1)

v ulm(;} strogen reespter( 1) |oconion2) fothers(3) F53(3) IPAx(9)

PO Fou1y [PPAR racepior3)

o et ae
hacoplor(1) [ro=ti2) receplor(7)
=6 iD{10) [ROR mceplorid) ___[Runi3) aDi&) srr6)
et [remtiy TEAL) [TF_tziriss) [TF_obea) Mhari2)

c22(4) Tu(S} [zETE(48) +BED(S) ler-car2(634)

F-CZHE() Lr-caTag14) Jer-LITAF-ke(2) F-MIZ(T) FHE-X1(2)

1544 rena,

KOJIUPYIOIIUX OEJIKH,
coaepxamue [JHK-cBsi3piBaronuii TOMeH.

Zhang H.M. et al., AnimalTFDB: a comprehensive
animal transcription factor database. Nucleic Acids
Res. 2012, 40(Database issue):D144-9.
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