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INtegrated TRAnNscriptional REgulation
Data platform

INtegrated TRAnscriptional REgulation Data platform (INTRARED) is a data
iptional
cis-regulatory elements

platform for promoting the understanding of the transcr
regulations. The platform integrates the data of
(CRE), trans-factors, and epigenomes

%IMS  TMIMS PRueBRC & ik
& chip-Atlas Bntabio
ChIP-Atlas fanta.b
@ntrared Gs}) &DC)
INTRARED 71k~

RNASRE E'l'

[

—

/NAIVA—2)]
IV EEE

- DBET—%TvhxXtinD IT(J;?‘_I':')
¢ /\\)1/79 er T |\“/\ \\\0)1&&;\' JLE -l_EI::')

+ AR (IRETF

1)

o EHED—XT—X(FRELF

1)

IMS TMiMS

This project Is funded by the Japan Science and Technology Agency under the NBDC Database Integration Coordination Program.

R:zkBRC

RIKEN BioResource Research Center

e

H‘\. .l",,l'll_':l ED

% KYOTO UNIVERSITY

w

E%k?

NBDC

@Oy




	スライド 1

