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The short answer is it's very difficult to say that one :

type of antibody is better than the others in all cases.
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‘7. Cistrome Data Browser

€ Tips
» Check what factors regulate your gene of interest, what factors bind in your interval or have a significant binding overlap with your peak set. Have a try at CistromeDB Toolkit.
= If you have a Transcription Factor ChIP-seq (and TF perturbed expression) data, Cistrome-GO help you predict the function of this TF.
* Please help us curate the samples which has incorrect meta-data annotation by clicking the button on the inspector page. Thank you!
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Species Biological Sources Factol wSamples passing all quality controls
-

Homo sapiens 1-cell pronuclei AATF
Mus musculus 1015¢ ABCG9

10326 ACSS2

10645k ACTB

106A ADNP
Results

Batch Species Biological Source Factor Publication Quality Control

o Homosapiens  HEK293T: Epithelium; Embryonic Kidney PHF8 Fortschegger K, et al. Mol. Cell. Biol. 2010 000000
o Homosapiens  BGO3; Embryonic Stem Cell; Embryo H3K4me3  Guenther MG, et al. Cell Stem Cell 2010 000000
o Homosapiens  BGO3; Embryonic Stem Cell; Embryo SMAD3 Mullen AC, et al. Cell 2011 000000
al Hama caniane Marn-2: Enithaliim: Calan rnvo \larsi MD at al Mau Call 2010 [ 1T T T 1T 7

B, WEEIER W, FREAM/AR, HEOEM/TE, R A PSR
HEd . Faiderp—A780E, wtn] LR TR A B EE A9 & M 25
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4, WLARIEIE LN ChIP-Seq 485, fEUCSCHEF ;

Results
Batch  Species Biological Source Factor Publication
(m] Mus musculus  3T3-L1; Adipocyte CTCF Siersbeek R, et al. Mol. Gell 2017
(m] Mus musculus  iPSC; Retina CTCF Aldiri I, et al. Neuron 2017
Homo sapiens HAP-1; Embryonic Stem Gell; Embryo CTCF
Homo sapiens  786-0; Epithelium; Kidney CTCF Platt JL, et al. EMBO Rep. 2016
Homo saplens  Spleen CTCF Davis CA, et al. Nucleic Acids Res.
(m] Mus musculus  Spermatid CTCFL Pugacheva EM, et al. Genome Biol. 2015
(m] Mus musculus  Wehi-231; B Lymphocyte CTCF Pefia-Hernandez R, et al. Proc. Natl. Acad. Sci. U.S.A. 2015
(m)] Mus musculus  Mouse embryonic stem cells; Embryonic Stem Cell CTCF
(m] Homo sapiens  A549; Epithelium; Lung CTCF ENCODE Project Consortium , et al. Nature 2012
(m] Homo sapiens  T47D; Epithelium; Mammary Gland CTCF Gertz J, et al. Mol. Cell 2013
(m] Homo sapiens  Fibroblast; Connective Tissue CTCF ‘Wang H, et al. Genome Res. 2012
()] Homo sapiens  GM13976; Lymphoblastoid; Blood CTCF
(m] Homo sapiens  AGD4449; Fibroblast; Skin CTCF ‘Wang H, et al. Genome Res. 2012
(m] Homo sapiens LNCaP; Epithelium; Prostate CTCF ENCODE Project Consortium , et al. Nature 2012
(m] Home saplens GM2588; Lymphoblastoid; Blood CTCF Kasowski M, et al. Science 2013
(m] Homo sapiens  LNCaP; Epithelium; Prostate CTCF ENCODE Project Consortium , et al. Nature 2012
(m] Homo sapiens HCT-116; Colon CTCF Maurano MT, et al. Cell Rep
(m] Homo sapiens MCF-7; Epithelium; Breast CTCF Holding AN, et al. Elife
(m] Mus musculus  CD-1; Liver CTCF Matthews BJ, et al. Elife
(m] Homo sapiens  M.M.; Macrophage CTCF Heinz S, et al. Cell
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Get DNA in Window (hg38/Human)

Get DNA for

Position chr7:27,160,924-27,161,377

Note: This page retrieves genomic DNA for a single region. If you would prefer to get DNA for many items in a particular track, or get DNA with formatting options based on gene
structure (introns, exons, UTRs, etc.), try using the Table Browser with the "sequence" output format. You can also use the REST API with the /getData/sequence endpoint
function to extract sequence data with coordinates.

Sequence Retrieval Region Options:
Add o extra bases upstream (5') and o extra downstream (3")

Note: if a feature is close to the beginning or end of a chromosome and upstream/downstream bases are added, they may be truncated in order to avoid extending past the edge
of the chromosome.

Sequence Formatting Options:

©AIl upper case.

T All lower case.

1 Mask repeats: @ to lower case — to N

) Reverse complement (get '-' strand sequence)

get DNA | extended case/color options

Note: The "Mask repeats” option applies only to "get DNA", not to "extended case/color options".

>hg38_dna range=chr7:27160924-27161377 5'pad=0 3'pad=0 strand=+ repeatMasking=none
GCEETGAGGETCGGECAAGCCCCCGCCGATTCCTTGTTTCCCAGCGAGGC
TTCTAGCCAGGCTTGAGCAGCCCAGAAAATATAGGGCGGCTGTTCACTAR
AATCTGGGGCTCCCATTCCAGAAAGGCTCGTGTCARAGTCGACATCTTAGG
AACTTCACAAGGGTCGCGGAGGCEGEEAGATEECEGECEGCEEAMNGCCTCTTG
CATGGAGCCACACTGCCATCTGC TGGCCGCCGTTTGGTACTGCAGCCTCA
GCTACCTCCGCCGGCCTGAGCTTTGGGAGCCGCCGECTAGCCCACCGCAC
CCCACTCCCARACGAGGGGECETGEGECCTAGGTCCCGGEGAGTCTGCGTGG
AGCCCGGAATCTACTGCAGAGGAGGCAATGCCARTAMAACGAGGTGTTTCC
GCAGCCGCTTTATCGGCGECAGACAGAACARATGARCAMATGARRGGGCT
TTGG

BASDNARS T, S et il AR HI Primer 3558 PFBEITQPCRE I MIHYIXTT, MIBlasth3e 514

Rtk

XETRPEX RIS 9, AR RT3, 12 B Peak & HEMY DX TIREIT




514 Tips

1) TRESE IO 23301, UTRIXLEA/THH FEA R i DI, AT Rk it R
FITmIERAR, 2R RE, B LHIES AR, A pesisRaB KR 5 Tm RS

2) qQPCRIYF=MIK B — AT K, 80-150bpat AT LA, R HAEChIPSLEG Hr e (i STt A Bt
1k, VREGPCRY I BHHE , IXBEDNABFT W AT REME st ik, BRI Btz .

3) FEMEE S EChIPHE AT, G Hgenomic  DNAMASqPCRAEARE 5| MR RS
Sk

UPRIEERZ AR ChIP-Seq BB ENS %, I — L/ NETT o] AR B ST 5 14

MR CA BB HI BT AT RESE & RO E, W2 AR U I H 3 K dme 308 & 75 5% 534 ES 18 o7 45
(TSS) BT, 5P 5 LTSS _EiE500-1000bpFITSS Fil#500bps

MNTHEEH, EEMARENDNAL G, WARGEAIE, WRAIZFFIH XK. Xt
TTF, LATSSIUEAIDNARRSIBCIT51H — MRIFAIE T, 1o, ATEVE—F a3 7 Xk
REAAHEARRE T E MR EERSEG AN, MRENESA RN EEAE
AR B EBE G, BT LM R B 5 .




Mitz—: ChIPABA i

PAFEIEI G B, EChIPSER i — . H AT K2 H07 PR A B
PSR AT Y S A B AR TR | B T AP A AL B G ool R B ) 2 R B Ak 3ot s o T e
H e g BRI

R T R

—AEHT, R T 100 cells, ZHEVENFAE20~30 mgo ChIPE FERIDNAF B/,
B A AR AR AR B S 2 S I RO RE AR et B R T o

Hok, AR RE s, Gl 1o B SR E AR 100 30 A e (A SE IR S b
i () > (AT ORISR R B, SR S LA A Rl )

QSR A AR AR Nk R ARAR) , PR SR IR EE 50 e WRAE AL
BHOTR, JobAT SRS R B RAC

HE N SHHRE

TR TR AR XIS HOR AA M5 AR AL FUR SR Tl 4%
AT, FIXT RS IR AT IAL o

Pulse: 50 2MHz cycles/pulse

Active Motif PIXUL™ PR PRV AR PRE: 1 kHz ‘ 30927002
Multi-Sample Sonicator FH R 7 Process Time: 36 min

Burst Rate: 20 Hz
Acti Motif EpiShear™ Amplitude: 25% 27460500

chive VIORt Bplohear =R Pulse: 30 seconds ON, 30 seconds OFF
Probe Sonicator R AV Cyeles: 28455377
ycles: 20

Shearing Buffer: Buffer D3
Coyaris®Focused—Ultra— Peak Power: 75 Watts 28399410
sonicator FR 7K VAR Duty Factor: 10.0 24466341
Models: Cycles/Burst: 200 29093577
M220, E220, 52, $220 Time: 600 seconds 28729413
Diagenode Bioruptor® e High power
Models: PR S iﬁ?{%‘{ﬁl > Pulse: 30 seconds ON, 30 Seconds OFF
Pico, Plus, UCD-200 HRE /KA T Cycles: 7-12




B BUR B Tips

1) 8B MATR AR L ARV T SR I B R A Tl P AL AT B TR e i Beft
MR . R AR ARG AL, AHECH TR R MR EPE, RS IAb Y EP
FAREIL L 5 oI5, R MR ASUR BT, A1 Active Motiff Polystyrene Sonication Tubeso

2) HFERHCL G E RN B 2 AT B

3) A TR OR AR R A . X RURE R, RO IR fh 7L 2 AR DN ALK
2, AERO T BN 2. AT LB SE 8 /N Dh 28 75 P I D 3 B 5 3 ool et ok
M7=t AP AR IR BRI IR/FLAE, OGRS, 4 C R 8000rpm B2, MIMTER 2

e

4) HFERE TR R B P BARE R RO A kb5 R MIMER 2R TR, BEE]
2 [ B BV KAk, S e 2 ) S BE U LIE SN o

5) AR AN AR B R AR R S, AT LASE AR A R AR A B A A R . FRATTEE
WA B33 S HEJE R BEAE0.013-0.064mm R B I AEA ST 92 3%, W Active  MotiffI 3205 3¢
(19540401, M ImL; F140415, HME15mL) o XA AR 2T T 10T T AL
PEAMAEASERT , S G AR P AR R G e 8 . FE 0 IO A0 M SR A AL HRAG B TR A5 58 22 I et
R B, SRR @R AR AT M AR S

SRR LR,
AR BT 1 B BT
(BB AR K

QSR 21 A A
TSI, kS5 K B4
ook . I R E A 40
BN 4R S C A TCIERR, X
EE & GE YERTAT G Al kS Tl L B/ [ S Y P i o




MR=: BEENITE
ChIP L H R A6 S Y i nput,  Fbf FH20 pg B ta Bi2—A~ChiP, H¥Inputif£&20 pgo

FEMIChIPZ BT FRAT— S BUH — 2 LBl i Input BRI, FRATEH FRZ A% M Input. 41
TAT—HFa g, W20 ugl—1"H3K4me3IChiP, [FIFFEH20 pugft—"11gGHY
XFHAChIP. fiefg TR 1 pg e i font B, X1 pg i3 i 24 F— 4~ Chip s b fir FH e 6

(20 pg) HI5%, FATFRZ H5% R Inpute A AFBEFATH T 5% Input (1 pg/ 20 ug=0.5%) 1
TR

ChIPZER Z )5, 5% Input DNA, H3K4me3 ChIP DNA LA IgG ChIP DNAZL 2 5 #5¥s
FEEI AR K 10 mM Tris pH 8.05KTE bufferts 431 B I IXIRA, B XA BFIBHME: X
BCHIT Y1, 514 845 BNV NT R JEDNAK/INA R, — BT 70-2000p, FEAY 84 F
BOKOKR, _ENWES A& IS AT REA AL T R — P DNA R B L, SEY HRCRER, H

BB EEE . WA ZE2H 5% Input, H3K4me3 ChIP, IgG ChIPRIDNATE NI
B, qPCRAT HEA, B, CE=EAXIR. H3K4me3TEATA— A XIS 11 & GEARAR AT LA X A4 3K
THERL D 596 X 2(Crvaue tnputiakamen) - [RGB AERE YT AT 1 59 X 21T value tnpu i@l

LIRS
A (Target region)
B (Negative region) 25 32 33

C (Positive region) 25 31 23




A _ETAT ) 2 2CHE S H B A R R PR

A (Target region) 5% X 20032(.08% 5% X 200 A2.5%
B (Negative region) 5% X 233920.04% 5% X 233920.02%
C (Positive region) 5% X 2273D~0.08% 5% X 2929=209%

WA E R, AT LIS AIE H A E ARSI DNA X A 25 5 5055 .

H3K4me3-ChIP-qPCR
25%
20%
15%

mIgG

Relative to Input

5%

A B C

FREChIPIIZ JE it Al LR R, 5 T2 A AT o
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