
ENCODEC
v170418 

DL



H2A.Z
H3K4me1
H3K27ac

H3K9me1
H3K4me2

H3K79me2
H3K9ac

H3K36me3
H3K27me3

H3K4me3
H4K20me1

RNA-seq
DNase-seq

Repli-seq
Hi-C

H3K9me3
WGBS

0.001 0.000 0.001
Regression Coefficients

0.4

0.6

0.8

1.0

Co
rre

la
tio

n 
O

bs
er

ve
d 

vs
 P

re
di

ct
ed

Matc
hed

HeL
a-S

3

PC 1-
10

PC 22
-11

2

Total
BRCA CLL LIHC

BCL6
BCL2
ATM

SF3B1
TP53

PIK3CA
CTNNB1

LPP
MKS1

GPR124
FYN

PITPNC1
AKR1C1

FGG
PRKCB

ITCH
AGTR1

BTG2
BACH2
ADAT1

LTV1
SNAPC2

THRA
ZNF257

BEX2
XBP1

ZBTB5
IGLL5

CXCR4
ACTA1

ST6GAL1
LTB

WDR74
GSTA4
WSB1

PRRC2C
TBC1D31

PLA2G6
IFI44L
XIRP2

TMEM178B
ALB

UFSP2

Ca
nc

er
G

en
es

Si
gn

al
Tr

an
sd

uc
tio

n
G

en
e

Re
gu

la
to

rs

+

+

+ ++
+++ ++ ++

+
++ +

+

++ +++++++++
++

++
++

++ ++ + +

+++ + + +

0.00

0.25

0.50

0.75

1.00

0 2500 5000 7500
Time (days)

Su
rv

iva
l P

ro
ba

bi
lity

+ Exp. High

+ Exp. Low

BRCA
CLL
LIHC
TSS
CDS
ExtGene
Germline

A

B

C

D



A

B

NFYB KLF9 BACH1 ZBED1 TCF7L2 SREBF1 FOXA1MYNN

ELK1SPI1 ZHX2BATFE2F6GABPA HNF4GMEF2C GATA3KDM5B HLF TBX21ELK4 MAFKFOXA2 IRF1

ETV6POU2F2 ZBTB33 RXRA USF2 SSRP1

ETS1ZBTB7A ZNF740 SMAD5E2F1 CEBPB TCF12JUNIKZF1 PBX3

NRF1 YY1ZNF639MAZ TCF3CEBPD MAX SRF ZSCAN29FOXJ2 MTA3PAX5BCL11A

KLF1RESTEBF1 ETV4MTA2 NR2F1NR2C2 GATA2SIX5

PBX2 NR2F6JUND FOSL2ELF1SP1 IRF3 ARID3A MEF2AUSF1 CBFBMBD2 ETV1TFAP4 UBTF MXI1 SETDB1MEF2DHNF1ATHAP1TAL1CREM ID3 STAT5AGATA4 ZEB2 ADNPZNF197ZHX1HINFP

JUNBCTCF NFYA TCF7ATF1MYC EGR1 RCOR1 ZFXATF3 FOS KLF4IRF2 MAFF MTA1CREB1 LEF1TFDP1ZNF512NFATC1 HHEX TEAD4

FOSL1 ATF4 NFE2L1NFICZNF217 HBP1CDC5LCEBPG MYB SMARCC2ZKSCAN1NFE2 NR4A1ZNF384ZNF143 ZBTB40SP2 KLF16RFX1FOXK2 ZNF687 PRDM1CREB3 GATA1ETS2 ZZZ3HNF4A HES1 FOXM1 ATF2 STAT3 RELA YBX1TGIF2TEAD2 ZMIZ1

IRF4STAT1 ZNF766ZNF589ZNF175ZEB1NR2F2MITFZNF24 SMARCE1E2F4 ESRRA RUNX3 ZNF274 ZKSCAN8NFE2L2KLF13 MAFG RFX5SREBF2 ZNF584MYBL2 E2F5ZNF83 RUNX1HSF1MBD4 IRF9 SMAD2MNTZNF263CTCFLBHLHE40 ZBTB11PKNOX1

0.27

0.35

Percent
Cancer TFSS

1.59

1.44

1.17

Target Expression
Correlation

0.18

**
**

**
**

**
**

*
*

*

Cancer TFSS



https://en.wikibooks.org/wiki/Physics_Study_Guide/Vectors_and_scalars
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• Σ ∦ 1.10 (HL) Reconcile with the main ENCODE encyclopedia 

• Both promoter and enhancer annotations from ENCODEC were carefully consolidated with the main ENCODE Encyclopedia resources. 
The ENCODE Encyclopedia comprises of three levels, two levels of annotations and the raw data. The ground level includes peaks and 
quantifications produced by uniform processing pipelines for individual data types. The integrative level contains annotations produced 
by integrating multiple data types. The core of the integrative level is the Registry of candidate Regulatory Elements (cREs). The registry 
contains approximately ~1.31M human cREs and each cRE has a cell-type non-specific accession number, which then can be browsed 
from SCREEN (Search Candidate Regulatory Elements by ENCODE, http://screen.umassmed.edu/). 

• Annotations from ENCODEC were merged against the Registry of candidate Regulatory Elements (cREs). We assigned cell type non-
specific cRE accession numbers to ESCAPE and CASPER integrated enhancer annotations when the region had more than 1bp overlap. 
When there were more than one accession numbers associated with the annotation, we assigned multiple accession numbers to the 
element. 

• For cases without an overlap, we assigned special accession numbers EH37EXXXXXXX-C where XXXXXXX are replaced with numbers 
starting from 0000001. 

• For cases without an overlap, we assigned special accession numbers EH37CXXXXXXX where XXXXXXX are replaced with numbers 
starting from 0000001. 

• To access the cRE using accession number, one can use the URL http://screen.umassmed.edu/search/?q={accession}
&assembly=hg19# where {accession} is replaced with the cRE accession number. From SCREEN, one can look up H3K4me3, H3K27ac, 
CTCF, and DNase Z-scores and signal profiles across all available ENCODE cell types.


