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GTRD - Gene Transcription Regulation Database (http://gtrd.biouml.org/) - 6a3a
JaHHBIX PETYJIIUA TPAHCKPUIIIHUU I'CHOB COACPIKUT GI[I/IHOO6p33HO AHHOTHUPOBAHHLIC U
obpaborannbie nanabie NGS, oTHOCsIIUECS K perynsuuu Tpanckpuniyu reqos: ChlP-
seq, ChlP-exo, DNase-seq, MNase-seq, ATAC- seq u PHK-seq. B nocieanet Bepcuun
62133 JAaHHBIX BBIIJIA HA HOBBIHN YPOBCHb HMHTCTpAIMU JTaHHBbIX. Bce Tunbel kieTok

Data sources

EMCODE ‘ ‘ KnockTF ‘ ‘

GEC ‘ ‘ SRA ‘

Linked resources:

GTRD

TF classification

o

Meta-data

-k
imparter I

Uniform
annotation
(geominer)

UMIPROT l l

S —
Cell types Meta-data =) Raw data
ontologies i
Cellosaurus, - experiments TF & cofactar binding sites.
Cell ontology, - TF & cofactors ChIP-seq, ChiP-exo, ChiP-nexus
UBEROCHN, EFO, 4— - cell types Open chromatin & foolprints:
Brenda - conditions DNase-seq, MNase-seq, ATAC-seq, FAIRE-seq
Plant ontolog Hisfane marks
ChlP-zeq
GTEx TF activation and knock-outs
RMNA-seq
FANTOM & l
Epipelmes {\B{ELU”WUW processing L \apability
(e-grid)
Derived resources: ‘ TF targetrs (DEGs) L_ Aligrrments - Quality
] (BAM) M Peaks ™ metrics
ADASTRA [ MACS2, SI55Rs,
GEM, PICS, HotSpot2,
T - N ﬂ;\leldg Spe?ﬁc danpos2, Welington
motifs inding sites
database ™ E / \
Cistrome o EZ/‘(LS"{%} Meta ﬁ)‘zé} Data
(human, mouse) analysis integration
HOCOMOCO ®  Predicted TFBS / *
Meta-clusters o TF master
‘ ‘ - hewristics fracks
‘ MSighB ‘-‘- — TF targets (TFES) F—— - statistics
L Downlead meta-information -= C3Y, trackDE;
alignments -> higWig, tracks -» bigBed, TF targets -> gene lists (txt)
Web interfaces:
{:OL%} BioUML @;} BeanExplorer ‘32_3;} Genome browsers

- genome browser
- search, hrowsing
- analyses

- reports
- statistics
- REST API

UCSC Enzembl, ...

(KJIeTOYHbIC JIMHUU W TKaHH),
npencraBieaapie B GTRD,
ObTH OOBEIMHEHBI B CJIOBAph
U CBS3aHBl C Pa3IMYHBIMU
onronorusmu (BRENDA, Cell
Ontology, Uberon, Cellosaurus

u Experimental Factor
Ontology) u
COOTBETCTBYIOIIUMHU

AKCIIEPUMEHTAMHU B
CHeUaIu3upOBaHHBIX  0azax
JaHHBIX 1o peryisiuu
tparckpunuuu  (FANTOMS,
ENCODE u GTEX).

Oo6noBnennas Bepcus GTRD
o0OecnieunBaeT
UHTETPUPOBAHHOE
NpPEJICTABICHUE O PETYJISIUU
TPAHCKPHUIIIUU yepes
CrienuaibHblil  BeO-uHTEpdeic

Cc pacIIMpEHHBIMU
BO3MOKHOCTSIMU NPOCMOTpa U
ITOMCKa, WHTETPUPOBAHHBIN

Opay3ep reHoma M TaOJIMYHbBIC
OTYETHl MO0 THIAM KIIETOK,
(dakTopaM TpPAHCKpUIILUU U
WHTEPECYIOIINM TeHaM.

Pucynok. [Iponiecc omHo00pa3Hoit aHHOTAIUK, aHanu3a U uHTerpaiuu NGS qaHHBIX 110 perysiuu
TpaHCKpUIuU B 6a3e manaeix GTRD.
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