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ChlP-seq: BRE K FDEEEMIZRIE TE S

ChiIP-seq = Chromatin Immunoprecipitation with Sequencing

N2
High-throughput sequencing

Park PJ (2009) Nat Rev Genet
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NANOG's vs\
Cell types Exp. IDs Colocalization
partners

iPS cells SRX512370 SOX2
hESC H9 SRX1047413 SOX2
Embryonic Stem Cells SRX1053379 POU5F1
Embryonic Stem Cells SRX1053378 POU5F1
hESC H9 SRX027488 SMARCA4
hESC H1 SRX833403 CTNNB1
hESC H1 SRX833420 NIPBL
hESC H9 SRX027482 EP300
hESC HUES64 SRX702045 OTX2 L ]
hESC HUES64 SRX702069 POU5F1 .
hESC HUES64 SRX266859 POUSF1 B
hESC HUES64 SRX702132 TCF4 .
hESC H1 SRX833422 NIPBL
Embryonic Stem Cells SRX1053369 POU5F1
NCCIT SRX123445 POUSF1
hESC H1 SRX833421 NIPBL
Embryonic Stem Cells SRX1053370 POU5F1
hESC H1 SRX833401 LEF1
hESC H1 SRX833423 NIPBL
iPS cells SRX512369 POUS5F1
hESC derived mesendodern SRX684516 T
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GATCGACGATCGGAGCGTAGGTACGACGTT
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BatMeth BS-Seeker MethylCoder
Bismark BS-Seeker2 Novoalign
Bisulfighter B-SOLANA Pash
BRAT-BW GSNAP RMAP
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ID SRX213809

Title AntiGFP KD Oct4; Mus musculus; ChlP-Seq
source_name Anti-GFP KD mESCs

strain 12954/Svjae

phenotype agouti

gender male

cell type ESC

genotype Anti-GFP shRNA KD

chip antibody Oct4(N-19)(sc-8628), Santa Cruz Biotechnology

fHg@4% = Embryonic Stem Cells

ViR % = Pou5f1
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BEFORE

_ Original sample metadata

ArrayExpress-Sex=male; ArrayExpress-CellType=B-Lymphocyte;

ERX200492 ArrayExpress-Immunoprecipitate=CTCF; ArrayExpress-Species=Hom
source _name=chronic myelogenous leukemia cell line; cell line=K562;

SRX1024932 antibody=AGO2

SRX212431 source_name=CD4+CD25+CD45RA+ expanded naive regulatory T ce
donor=S030b; cell type=CD4+CD25+CD45RA+ expanded naive requl

SRX831872 source_name=Pre-activated CD8+ T cells; tissue=Peripheral blood; ce
type=Pre-activated CD8+ T cells; chip antibody=STATSB (Invitrogen,
source_name=HepG2; biomaterial_provider=ATCC; datatype=ChipSe

SRX100477 _ . :
datatype description=Chromatin IP Sequencing; cell

SRX530184 source_name=primary human hepatocytes; tissue=Liver; chip
antibody=FXR (1:1 mixture of sc-1204x and sc-13063x, ChIP grade,

SRX159094 source_name=HuHY7 cells, mitotic block and release; cell type=HuH7;
cycling state=mitotic; antibody=FoxA1; vendor/catalog/lot=Abcam

SRX644410 source_name=PANC1 Pancreatic cancer cell line; antibody=ETS1 (S¢

Cruz, sc-350, lot #F1312); cell ine=PANCA1



AVNEHRDF21L—3V
AFTER

ERX200492
SRX1024932
SRX212431
SRX831872
SRX100477
SRX530184
SRX159094

SRX644410

CTCF

AGO2

STATSA

STATSB

FOXA1

NR1H4

FOXA1

ETS1

Blood

Blood

Blood

Blood

Liver

Liver

Liver

Pancreas

B-Lymphocytes

K-562

CD4-Positive T-Lymphocytes
CD8-Positive T-Lymphocytes
Hep G2

Hepatocytes

HuH-7

PANC-1
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60,000+
_
N: n = 50,000
40,0007 b 1,300 4/ B
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Yu et al 2015 Nature & TRIEE i /ciifd & FzRECE
ATCC SEEF B/ N> &

MeSH NLM HZE 6 B A mBlF FHzE

1)
K562, K-562— K-562
HepG2, Hep-G2 — Hep G2
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BEFORE

biomaterial_provider=ATCC; cell_line=K562; disease=chronic myelogenous leukerr ...
Sample Description=K562 ChIP DNA; ArrayExpress-Phenotype=Normal; ArrayExpi...
ArrayExpress-Sex=female; ArrayExpress-CellType=K562; ArrayExpress-DiseaseSt ...
datatype=ChipSeq; datatype description=Chromatin IP Sequencing; cell=K562; cell ...
antibody=ZNF263; cell type=myelogenous leukaemia; cell line=K562; passage=10- ...

#BrElcX5FBEL
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AFTER

Blood K-562
Blood K-562
Blood K-562
Blood K-562
Blood K-562
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- XF n-gram 73|
-CNN F/cld SVMRIC KD TF A M 48
(ten-fold cross validation)

BEFORE AFTER

Cultured K562 cells_dCas9 KRAB HS2 CR4 H3K9me3 K-562
K562; K562 H3K122ac; human erythroleukemic cell line K-562
K562; K562 NaBut 72hr DNase-seq; myelogenous leukemia cell line K-562
K562; Leukemia; Leukemia K-562
K562; Input ChIP-Seq K562 BIO K-562
Cultured K562 cells_dCas9 KRAB HS2 CR10 FLAG K-562
K562 PU.1 shRNA2 DMSO DNase-seq; myelogenous leukemia cell line K-562
chronic myeloid leukemia K-562
K562-RNF2 ChlIP-seq; K562 erythrocytic leukaemia cells (ATCC CCL-243) K-562
K562 cells K-562
Chromatin IP with NFYA Ab K-562
K562 High NaBut 72hr DNase-seq; myelogenous leukemia cell line K-562

FR T RINA S — & DHFEME




a1 L—23 DO | EEIA

BmEEICKD2FEEI

- X F n-gram 2 E|
-CNN FT7clE SVMEBIC KD TF X M n4E
(ten-fold cross validation)

BEFORE AFTER

Cultured K562 cells_dCas9_KRAB_HSZ2_CR4_H3K9me3 K-562
Cul K-562
ult K-562
ltu K-562
tur K-562
ure K-562

red n=3 0D K-562

K56 K-562

562 K-562

cel K-562

ell K-562

11ls K-562




F a2 L—23 VDM | EBIR

[EZ& 5

K562; K562 Input Control ChiP-seq; myelogenous leukemia cell line K-562
K562 myelogenous leukemia; N/A; N/A K-562
K562; K562 PU.1 shRNA2 SAHA DNase-seq; myelogenous leukemia cell line  K-562
K562; K562 SAHA PU.1 ChlP-seq; myelogenous leukemia cell line K-562
K562; chronic myelogenous leukemia; chronic myelogenous leukemia cell line  K-562
K562 cells; TBP ChiIP-seq (Human K562 cells) Rep 1 K-562
K562-P300 ChlP-seq; K562 erythrocytic leukaemia cells (ATCC CCL-243) K-562
K562-RNF2 ChlP-seq; K562 erythrocytic leukaemia cells (ATCC CCL-243) K-562
leukemia cell line K562; K562 K-562
ATCC CCL-243; cultured K562 cells (ATCC CCL-243); K562 K-562
Mock-treated K562 erythroleukemia cells K-562

ERS363987; K-562; mesoderm; Chronic Myelogenous Leukemia K-562
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&

OCT4, embryonic stem cells POUS5F1
Oct4; SC-8628; Embyonic stem cells POUS5SF1
POUS5SF1(Abcam,ab19857,GR21088-1); dEC POUS5SF1
Oct4,; BJ _Oct4 ChIP-Seq_48hr_mockinduction POUS5SF1
Oct4; BJ Oct4 ChIP-Seq_48hr_postinduction POUS5F1
POUS5F1(Abcam,ab19857,GR21088-1); dEN POUS5SF1
POUS5F1(Abcam,ab19857,GR21088-1); dME POUS5SF1
Oct4, sc8628; Embryonic stem cells POUS5SF1
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I:I/\ - 1§J
INPUT OUTPUT

anti OCT3 antibody; Induced pluripotent stem cells Input control

OCT4 Unclassified
OCT4A; embryonic carcinoma NCCIT Unclassified

anti-Oct4 (Abcam, ab19857, GR21088-1); hES HUESt Unclassified
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BEFORE AFTER

biomaterial _provider=ATCC; cell_line=K562; disease=chronic myelogenous leukerr... - Blood K-562
Sample Description=K562 ChIP DNA; ArrayExpress-Phenotype=Normal; ArrayExpi... = Blood K-562
ArrayExpress-Sex=female; ArrayExpress-CellType=K562; ArrayExpress-DiseaseSt... - Blood K-562
datatype=ChipSeq; datatype description=Chromatin IP Sequencing; cell=K562; cell ... - Blood K-562
antibody=2ZNF263; cell type=myelogenous leukaemia; cell line=K562; passage=10- ... = Blood K-562
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K-562 (CLO_0007059) & |

- iImmortal human cell line cell
(CLO_0000511)

- derives from patient having disease leukemia
(DOID_1240)

- derives from blood cell
(CL_0000081)

fHAZ & HY controlled vocabulary ITHED < & & D EIIR A



DT —HF N—R & DEH

D JAntigen __[Cell _[Ontology ID

SRX150420
SRX150423
SRX150436
SRX150441
SRX150452
SRX150465
SRX150472
SRX150474
SRX150504
SRX150548
SRX150550
SRX150569
SRX150574
SRX150575
SRX150576
SRX150578
SRX150580
SRX150581
SRX150583
SRX150599
SRX150623
SRX150626
SRX150644
SRX150647
SRX150653
SRX150655

ATF1
GTF3C1
USF2
NRF1
RPC155
RCOR1
NELFE
GTF2B
XRCC4
STAT2
STAT1
BRF2
TBP
TAL1
MXI1
CEBPB
GTF2F1
CHD2
IRF1
MAFF
HMGN3
CCNT2
RFEX5
ZNF143
TBL1XR1
BACH1

K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562
K-562

CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
CLO_0007059
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K-562 (CLO_0007059)
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