



























































pA/G-Transposome Mix TIN5 pL Cell wash buffer (+)

RARRRES B SRBE I BRI B #Tag buffer(+);E4
(=)=l L) %R E3F PATag buffer(+), 584

05 mEEEHE

1. BY30 pL Tag buffer(+), A1 pL 30x Activating buffer, JEA E8#

2. IEHITRERE (<100x g) , 3% 8 THL 2R EHLIANGEE (B2 min) o IR ZEPCRE 2 EB& A, M 30 uL FiflActivating bufferfy
Tag buffer(+), B RMEsE #ERIES

3.37 *CHER B 1 ho REF KT HER , (RIERIFTEE Ko

IRFR LB RAC SKARER TR, BH D EBME, ATRRIATHENRL;
SRIDRSEEEE, IRBER TERIDES, B8Rk,

B SR30 miniRERENES , BRHIkRETS;

- PCRIYEZ ATl

EF R TDT>>

37

P& pA/G-Transposome Mix

o N BIIAFRActivating buffer
RTTRRIBIS, B BTag buffer(+), 84

06 EEIEKHRR, HIBKEHDNA

LA MERPIA2 uL 15x Terminate SolutionF11 uL 30x Proteinase K (LLBSBEERAARLE) o
SIRFIRRIEERL10 sec, BAEHE, E#MAEBEFPCRY, 755 °CHH30 min (ASTHEF
70 °C)/HF 37 °CE R,

2 5FE BN (<100x @), HEOEBE THAZR EEE3 min, B30 puL £ AL uL DNA
Spike-in mix, /25,

5E

-Terminate Solution: £ JISDSHIEDTA K IEH REER A ;

-30x Proteinase K:iE#2%E H L7, BRIIZ/IMEEREAIDNA;

- DNA Spike-in mixEZAF R ESM RS 4 E MRS FaVNF SRR ENEE 5, PIE
WA IANBIA S . B A IRIBERI R EHI MRS IMADNA Spike-in mix. 10751 N E48R1N
ALuLBP=], tH e iRIEENE B V4 S DNARE DA EE BITIHE,

- DNA Spike-in mix: IINBTES o

. T HA30x Proteinase K
30x Proteinase K DNA Spike-in mix ERRET R PCRH

&
bl

37°CEE

15x Terminate Solution

A IZR IR
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BME CUT&TagkEo R 01 SEEEMANTH

S RNGSEARNEE 3T, SERRANEES THRIFEEEN—IF A, EME L THNMIBSITER, BEEX
HIZEIE D INENERR 2 BEEANERE B FRNSE ERATIREBRAE, TREaBIFRMNERER. 554, £
IRERES ZBRA DT E MR, —EERBE CANSEZ ERA THMUTRE, BT HIBESESEN—ER
HID, NRAET 2 EERA, HFERIDMNFIN LW EHRE RN EE ERTBERFFIT,

BRINGSEIBDIRFIENSEZ B FA S BB E SEEFEA Y (genome.fa) . BELEMERE 4 (gene annotation.GFF) KL
REBERXH (pep.fa) . BilE BNERALIEEANCBI (https://www.ncbi.nlm.nih.gov/, ERAKR R KA L E)
Ensembl (RE=ASEYHNESEEFRARE S, FRNYFH THMILRRE) . BRIt Z9h, FHUCSC (http://genome.ucsc.edu/c-
gi-bin/hgGateway, T ERR—LEAENEHIRVEIERE, TEHRAME) . JGI (https://phytozome.jgi.doe.gov/pz/portal.html,
FERRFEEMERANSIRE) UNNETSEEFEAMIETAIR (http://www.arabidopsis.org/) Fl7kiEE B EE A M (
http://rice.plantbiology.msu.edu/) &,

X LANCBIFIEnsemblMit FHASZERAAFINAMA THSEZERAL,

CUT&TagiB ki 5em/a, REHITMFMER S EEDNRNEXELIRE BT, 2K
EERESERAUMMNEE . R SENRES T SHBURSENTRED AT BIEZR+2E
2

LAA (human, Homo sapiens) SZEEH T & H



2) TEBMERIDTE, BN AR E RSt S E BIE R S #E AN THTE. ) HEMMMNHERE, REXHRH#ANTHIOENE AL RITGR-SHEHE,
EE4A ¥ (genome.fa)

(EERE, A THIE

BERAEEFEXH (gene annotation.GFF)

R RANE R, EERE R

4) EFEHIHEZET, FElInux RS, ERAwget+HEE T HHEXEHIE,

BEAZERFTREXM (pep.fa)



EnsemblMEEF R #9HFH, Wit RE, 43 75048 (http://ensembl.org/index.html) . #&4) (http://plants.ensembl.org/index-
.html) (4= (http://bacteria.ensembl.org/index.html) LA B E & (http://fungi.ensembl.org/index.html) ,

UASEBRLA A

B EERD #FAXA THIUE

MYERAMIL L, IRFETHEADR NI ENENSEERA, BEESEMT, RIS MY, W= FHView full list of all
species, It R/MEAHUumanafl, m&iHuman, # Bk S1E,

ASEERAD XA FHAE

REVMHNERBRFTEE 21, FRNERERE, WEFREBNFED B HERRRNF B, FESEERE AR A
BERANIRXARER IR X ARREES. AHTEIED N, FEWINSEERARE, ERENIHENERSE KR
THNDREFHITLN 2, FERIANTHN DTSR SN A FmENSEBREEMRE,

E: AZEZEERANTERAS

THESEZERAXHET, mdEDownload DNA sequence, RTEBKI: TUEIH INIEE ZHIEIE, 1@ 8 EFE T H XX toplevel.fa.gzxX
BN Aagenome.faXXt, Eftharm, smil 3 F R EEII M, AEXHERRE XS IMREADMEX %,

BEERA TR :READMERE X RRE X AR



ERRERITER-SHEHENE RITER R &M XX #1T T H.

IR EATER, EEE R

IR EATER, RS

3) BFELEMERE X (gene annotation.GFF) IR E R X (pep.fa) FHET, s3I RATHh 7 i#
TXHTH,

pep.faxX - TE

53

:gene annotation. GFFXX 4 T &

4) EFE RN, FElnuxR KD, EAwget+FHE T HHEXHIE,

54



02 IGVAIfifk

Itegrative Genomics Viewer (IGV)ZHBroadii BRI R A R RN —FRINEERBR AN G A M ERAF TR TR &8
FHTE, NEEYEENRATEERTUBMN ST EESHERARIE R TEUNEEFIIERREEEBRNES
TUHRTI, B UEFENREL REFTURRIBNRIE S FE RS FAET LR ZSMERER, Uheat map. 1K

E. B EBRE A EEKIE.
IGVIRHECUT&Tag i R ESERER T thBRMARS IR . H I, IGVIRIF AR B F, EmacR L. windows R LUK

linuxZR4:_EER AT LAfE A 542 ELUIGY for Windows3Ri## T I i 1L 2 Eii PR,

FTFFMuLhttp://software.broadinstitute.org/software/igv/download , =R IGV for Windows, # N FEH R HE. FHEH
X, iR ERBNEIER,.

BRIEfG, MEigv.bat, #NIGVRAI L R HL & HILRAE, EREXHBNEL HHNE G, B HIMIGVA MR E.

Source Data

File Formats

ChIP-seq, RNA-seq

TDF

Copy number

CN format, SNPformat

Gene expression data

GCT format, RES format

Genome annotations

GFF or GFF3 format, BED format

GISTIC data GISTIC format
LOH data LOH format
Mutation data MUT format
GCT format

RNAi data

Segmented data

SEGformat, CBSformat

Sequence alignment data

SAM format, BAM format

Any numeric data

IGVformat, TAB format, WIG format

&1 IGV GenomesiEIn




57

E:IGVRERANERA

5) S ApeakixEbedX A K reads 3R aItd XX, HEEHRHIE S IREHE B M, RBEbamX fF, X
B, BRIFAERbam3 fFEE L tdfXX . BamXF—RRERR K, Mtd SR RIREL D, TR S BT
HE (FEERRFENbwEbigwigXf, THRIFM, HIZS NIGVEIR),

1S X {Fstepl-"File”-” Load from file”

TSN step2-HEI X R MR E I M4 - Rl XY RS - 4T

CSAXH SAXE T URbwEEtAI M, SAZE, ATLUEREERA EFEREEURAEF EER
WBER, EFEE, GV LR TAIERASpeakEEHE L.

58



6) (AIi%) #bam XX ¥ L 7atdf3I i, REIGVER Y “Tools” FHIHEREI “Run igvtools”, TEBEFEHITT
m, EF TR RbamX ff,

s “Command” &AM FAAERY “Count” . “InputFile” AMIBY “Browse” W42 PR F 4 MIbam>C 4. “Output
File” &fll& BohEH B R G, mi ‘Run” FHIaHEiE, “Messages” B D= BRI E, HHI “Done”, BP
RNFEARTEEE, #iRstEfE, & “Close” Bl X A& M.

6) S NGFFX i, EREFAFFAMERNEEEEENN, FESANBRANgHIXFRIE1SEER
FEEM THERIES SR T g X F, Z/5i%HF “File”-“Load from file” - & Fgff XX FRTEN 4 R-m &
FR®gff3 - 417", FNgff3Xfto

IS AXfFstepl-"File”-” Load from file”

59

(SN step2-HEI X R MR F I M4 - Rl XY RS - 4T

B @A X tstep3: AT HN g R IGRIndexR5|, 2B R EIREE, =i “Cancel” /3, IGVEBihS Agff
X, BRENNEREER/ L0 (IRIEBMMERE, T RER—)

60



(S ffstepd IERRBAUBERNEMNEREGN, EEITREENpeakE &R

03 CUT&TagEAEEAHNGRIITIE

HenikoffSR38ZE 2% 7 —ECUT&Tag B EE S HRIE, B X E R HenikoffSEIE AT HIE S DM RIE AP AR R #
IR, ARAXTEEI TR EES RIGRER I A E Henikof SR ERIYe Zhenghk R, h A LUK R B E#HITRMo

& CUTTagiED T E Ao R

DTSR FrEEra &t

DHERGE Linux REBEEIMBEERlInUERS

BETH wget LinuxRSEHEBRMETHIA

AR FastQC M FE iR E

AR XY Bowtie2. Samtools#lPicard HIRLE . dupE. FEROBIERURBIEES HFIF

BRI IS R S R4 Samtools#IBedtools SamiiEAbam . bamig A bed g

Spike-inKfE Bowtie2#1Bedtools Spike in LI FIEIBIZIE
Peak Calling SEACRFIR: chromVAR call peak. FRIPsfEITE
A IGV. UCSC#HIDeeptools S ERA R A FAE L]
ERON R: DESeq2#IR: GenomicRanges Normalization AR E BT

Spike in normalization. MACS2 call peak AKLimma.

Hith R: ChlPseqgSpikeinFree. MACSsHIR: limma, edgeR edgeRESRHH

1) BB,

fEFFastQCH#TEIRRIT, IBITBEN fastqc -o -f fastq R1.fastq R2.fastqo

2) $iELLS
BRiEENFREAPELS0, AMMELRIESE, FEEAcutadaptR - EELF IS, BfERAbowtie2 b3t BT854 :
cutadapt -a ADAPT1 -A ADAPT2 [options] -0 outl.fastq -p out2.fastq inl.fastq in2.fastq

bowtie2 --local --very-sensitive --no-mixed --no-discordant --phred33 -1 10 -X 700

) FKitdupEHEE,
1ECUT&TagSRleH, HenikoffSRIEEiAJICUT&TagSk e, B FPCRY 18 SHMIdupFR &R, I HBIdupks B, R FTRERETHY
A K, BRERSSHH, IR EMduplication,

4) Gt R B3 6.

CUT&Tagkiah, IAERBIRE, RIENESFBRS2MIMIKES B (FEANEINN200 bpEHAH) EMRERETF,
NS R EBRAER, BRIMER ST, linker3 % (ERCUT&TagL NN ES R EM10 bptI AR EE R S .
samtools view -F 0x04 bowtie2.sam | awk -F'\t' 'function abs(x){return ((x < 0.0) ? -x : x)} {print abs($9)}' | sort | uniq -c |

awk -v OFS="\t" '{print $2, $1/2}' >fragmentLen.txt

5) XU
FEBbamX i Abed X 4, FBT &L /VF1000 bprI A K E.
## Filter and keep the mapped read pairs

samtools view -bS -F 0x04 bowtie2.sam >bowtie2.mapped.bam

## Convert into bed file format

bedtools bamtobed -i bowtie2.mapped.bam -bedpe >bowtie2.bed

## Keep the read pairs that are on the same chromosome and fragment length less than 1000bp.
awk '$1==%4 && $6-$2 < 1000 {print $0}' bowtie2.bed >bowtie2.clean.bed

## Only extract the fragment related columns

cut-f 1,2,6 bowtie2.clean.bed | sort -k1,1 -k2,2n -k3,3n >bowtie2.fragments.bed



6) Spike in#&%iE,
FIeES, BRtifIspike inlIANE—H. BEEBEELR—, spike inTERRMIEAFFR GHILLFItER—1, BT XFspike indLbEIE
5, AT I TRIERIEATR
S=C/ (fragments mapped to E. coli genome)
HASHIRERE, CHEH, AAUAERELR, BREDINRER, Ye Zheng§ E R CIRE #10000.
IF—HBEEXRITEAR:
Normalized coverage = (primary_genome_coverage) * S
f[[ "$seqDepth" -gt "1" ]]; then
scale_factor="echo "10000 / $seqDepth" | bc -1*
bedtools genomecov -bg -scale $scale_factor -i bowtie2.fragments.bed -g SchromSize > bowtie2.fragments.normal-

ized.bedgraph

7) Peak calling.

fEFSEACR#{Tcall peak. SEACR# Tcall peakBd, AR abedgraphXH# BE X peakBt £ T IgGHE R peak. EFIE
B4 M spike in#{TKIE, MnormalizationsEBHE E A “non” , ERi#{Tspike infX1E, Mnormalizationi&FI&E R “norm”,
seacr="/fh/fast/gottardo_r/yezheng_working/Software/SEACR/SEACR_1.3.sh"

histControl=$2

bash $seacr IP_bowtie2.fragments.normalized.bedgraph \
1gG_bowtie2.fragments.normalized.bedgraph \

non stringent seacr_control.peaks

bash $seacr IP_bowtie2.fragments.normalized.bedgraph 0.01 non stringent IP_seacr_top0.01.peaks

8) peakd k.

PeakFT#LET IASE 3.2 IGVEI AR1L SR # 1T FTARIL BT , BT S BT ARAL S 38
samtools sort -o IP.sorted.bam IP_bowtie2.mapped.bam

samtools index IP.sorted.bam

bamCoverage -b IP.sorted.bam -o IP_raw.bwfEFIDESeq2i#{TEFRLER D,

Sk

BHE CUT&TagEfIo=E

CUT&TagSlt B AR B ST RIBZ UG R A3, 19 T AR E B S 1 IR B RE T, 1
B—LEEE S MR R E FIRIE. A, CUT&Tag I WAL, SE7E A B REMMA S MEKEY
chRRTHIRLS, AAEY. EDA U B A 5, B 5h, CUTR Tag Rt E I — AR S NS E IR
B, # A CUT&Tag LSS I T S MM R B 550 20224, CUT& Tag R 7E S @40 % + MIhIRE, B
CUT&TagIRI AR L EFo



01 CUT&TagfEZialA¥ s

Spatial-CUT&Tag: Spatially Resolved Chromatin Modification Profiling at Cellular Level
LEICUT&Tag: AHREK RIS PR B RIS SR

%k%&R#E Science

&REYiE: 2022428

FMmEF:63.714

XERHE:

FRAFZBEYENEYEFRRN— ML EXE, B EITESFRUCUT&Tag A HRAREBM T —HNFRER, 12
HT ZECUT&TagRk RARMR L ERATEN T B MUEMNAZR BN/ NRERPZESWREFRIREIBERT SENCODEX
—HAVARLBBRERMEG T, FHRETHARARENTEE S, TECUT&TagR A BTR T/ NEARPHAZEBEBITRE
MR EREHARERNTERERIEEEH F A RBRARGRAR, BT IR E S — P HIEZAI20 um KR, T LR R
RISRARJMEBR A ALPHNTEREREIHENRRESEENRBIE PR RIVEF B, AR GIERERMYT
W=,

- [BICUT& Tag LI A K B IEAR

Deng Y, Bartosovic M, Kukanja P, et al. Spatial-CUT&Tag: Spatially resolved chromatin modification profiling at

the cellular level. Science. 2022;375(6581):681-686. doi:10.1126/science.abg7216

02 CUT&TagitHARRtRF PRI

Single-cell CUT&Tag profiles histone modifications and transcription factors in complex tissues
FRBLAPAZHIEIHFMNEREFHIscCUT&TagE %

%#&Z%E:Nature Biotechnology

ARATiE): 2021518

FIMEF:68.164

XEHE:

5847 EN SR EREMDNAR KR iEELL, P F A7 EEREIFZ IR R BENRBEMRE TXE, (FEE AN
BAREBAZEABHMARNCUTATagRASETFRENRMMX EFFHLES, RIXT T EXELERBITNERERLMELHIE
JRARAREEMPCUT&Tag (scCUT&Tag) A F/NRPIRWERFHET LA N, HRE T BB T LR FNER
{& (H3K4me3, H3K27acHH3K36me3) FIEEE K (H3K27Tme3) BILATE B IS IR4FE. X EscCUT &TagBli% 8 LU E 4R & 17
MRERISTFETIRE, FISEF R H3KAme3 a9 BF BRI F-1E 3R FRIEE M. (FEEER T scCUT&Tag R R RE
FOLIG2HIFEERE ARSI RAD2IFE BAMA BB SiE. XLLERKA, TRAMIWETHAZEQRHNEREF
SHIBHI D ITIRIE T X PIRHE R RE F A EIE AR AR,

VNERRZBRMscCUT&Tag M EILAE BB IREE



Bartosovic M, Kabbe M, Castelo-Branco G. Single-cell CUT&Tag profiles histone modifications and transcription

factors in complex tissues. Nat Biotechnol. 2021;39(7):825-835. doi:10.1038/s41587-021-00869-9

03 CUT&Tag{Ea4MA 2 LA F (scRNA-seq+scCUTETagRIE ) HZTRAIRL

Joint profiling of histone modifications and transcriptome in single cells from mouse brain

B AR A T RS RAMBX S SR

%%#E :Nature Methods

A REYiE):202143H

FMEF:47.990

XEHE:

AERBIFNEEFEAREREEIE TR THNUEREEIRES, RREREZ FNERFEIEZPAREREERRIAN
JREE. EMVAZERRIFOMRZRAMIMEREXE, (FERRT —MiEBHBEM 5 %-Paired-Tag, AFERMMAEL
ASTAZERBIRMERA, UL SR ARPRGRRSNE RANMARLESWE. (FEERXMTEDTT RENREH
HREEMBDPSHEZEREIFSHRRANXR SAIMTHNEERE T FRNERARFRNRMEEG BT (FEH
BHRSEF T AREBEEITERARTNREFRSNERFE, HRIMWRARKEPHERFERERF.

:scCUT&Tag+scRNA-seqik A Paired-Tag 2k

Zhu C, Zhang Y, Li YE, Lucero J, Behrens MM, Ren B. Joint profiling of histone modifications and transcrip-

tome in single cells from mouse brain. Nat Methods. 2021;18(3):283-292. do0i:10.1038/s41592-021-01060-3

04 CUT&Tag2forlizA:ZF—4REAFIISLIES ik

CUT&Tag2forl: a modified method for simultaneous profiling of the accessible and silenced regulome in single cells
CUT&Tag2forl:—Fei# HIEER BT AR F X R AR X B E R 75 7%

£ &R%E:Genome Biology

A RAEYiE: 2022438

FMEF:17.906

XEHE:

CUT&TagR—MAI £ B M AR B AP F A A EREE AR EBERIENRURLERINRARFEERT —HERH
CUT&Tag$ B, EFARNAR SESIIFIH3K2Tme3BMFESY), AEEI I BIES RERE MR AR ERXFMEIFIZEHNE S
PRREE, TR TR EEF G R FAINFIRETHRRERET —MER TR EERAMT T E IR ERK,

:CUT&Tag2forl REMIZ NS RET

BE Xiik: Janssens DH, Otto DJ, Meers MP, Setty M, Ahmad K, Henikoff S. CUT&Tag2forl: a modified method for simulta-

neous profiling of the accessible and silenced regulome in single cells. Genome Biol. 2022;23(1):81. Published 2022 Mar

17. d0i:10.1186/s13059-022-02642-w



05 CUT&TaghiAR7EGAL IR PAIRF

Genome-wide mapping of G-quadruplex structures with CUT&Tag

FIACUT&Tagi#17G- B ALE MR £ BREI A E (i

%k#FHE Nucleic Acids Research

ARAYiE]:2022%28

FIMEF:19.160

XEHE:

BHEEEADNATT LI BAG  -TUBX{A(G4) LT A2 A DNA:RNAZL 3 (A (RIF) . BRIF HYIEHEZREA, X AP IEASEAIDNALE M R M E
EFRIA. DNAR B SR #HZMER AR E 4. AL RIBIAZ AL AR U R INARR DR B EXE, BRIMRETF A
CUT&TagRAEE S PHEMELE R T ERALDMARR P EMLREGCE ZI R EAEMNBABAKHRE T ESHGILEN,
FRE T LR FChIPHEESHISIELL. (FENE 7/ RIER T4AE(ESC)MIGARI, 1E5EE B EhF, EM MR SHIE R F s
WIMBEIZHIGAR B 1EE RIN, 7E/NERESCH, G4 motifflG4E MM X FEPA R HEM LR FHRSIER FHER AL
REIELR(NPC)ET, 838 F G4sE K i —, BidR-loop CUT&Tag, {EEIERA T B FEDNA. G4sHIRIFIE B Eh FHIIEEF L=
M2 ERERA LI (FE WIE R GALE NI F IETE I TR RFT, XREAE R EDNAG B Z EIFEE MK R,

:G4 CUT&TagHlG4 ChIP-seq4 R

Lyu J, Shao R, Kwong Yung PY, Elsdsser SJ. Genome-wide mapping of G-quadruplex structures with
CUT&Tag. Nucleic Acids Res. 2022;50(3):e13. doi:10.1093/nar/gkab1073d0i:10.1186/s13059-022-02642-w

06 CUT&TagiAZEREIHHAR

CUT&Tag for efficient epigenomic profiling of small samples and single cells

CUT&TaghR | EREMVEA R ARV EFE AR ERA

%k #FHE :Nature Communications

A RAYiE] 2019548

FIMEF:17.694

XEHE:
WERERHIIEEERKFIETES ER R NERRENEH T BT ET/NVEFARPUS WL ENRERS
fETEXE, FENEBT CUTTaghk AR, T A B MR BN RERR S RME M E 2 PENEF X EECUT&TagH, —HRE
REHBE—MSRERAERLLES, ABEEproteinA - TnSHERRSE R REBIBEEMMFES D HENFTER
ERIABXE NEAREINFEXENFRES RS UL ERETSEREERNRILPTR, BNIBAUE—RNE
R MEEBE AT A E. RNARSES N RE FI KM 2400 AR FAIEEA T CUT& TaghI St A%,

:CUT&TaghI2A%E A EIMHIRNA PILER

Kaya-Okur HS, Wu SJ, Codomo CA, et al. CUT&Tag for efficient epigenomic profiling of small samples and single

cells. Nat Commun. 2019;10(1):1930. Published 2019 Apr 29. doi:10.1038/s41467-019-09982-5



07 CUT&TagitREFHF

Multi-omics characterization of mouse hepatoblastoma identifies novel YAP1 target genes
DRI BHREN S A FIHEEE HIAIYAPLEEEH

k%5 ‘Hepatology (Baltimore, Md.)

% RAE):2022488

RMmETF:17.298

XEHE:

FFE24fRE (Hepatoblastoma, HB)R)|LERE WAEE YIS ME, FRZ HIT R AT EER (FE Za0i%it T8 — 1 YestBx
EH1 (YAP1S127A)iFSHMHBRIEE, @d £ B EEIL R FAE, 7EYAPLRRK S B mIE H RN E 43 k. EHBIEHIRERRA

MR RAVAPLISFE TS S TR AYAPLIREIRIME R E1R I E 2 1 WAR, HETHBEIFI AR o

THBNEAR R B RIRSLINLER

Rodriguez TC, Kwan S, Smith JL, et al. Multi-omics characterization of mouse hepatoblastoma identifies
novel YAP1 target genes [published online ahead of print, 2022 Aug 6]. Hepatology. 2022;10.1002/hep.32713.
doi:10.1002/hep.32713

$7NE CUT&Tag3Ri84ARFAQ

CUTTagRIREATR S, IMEAAKE LIFEIFREIFAQ,

Part | :=mE(IEX

QLA RETERFARSREEMNE S EER?

AL FRAE A RS, B IR, B E RN 0. 3% M RS SIS AR 4, B L7715,

Q2. IBIAR AL B ChIPSIIRD?

A2: 34, SEEAEChIP,

Q3 AT LU AR S BB TR A H B DNAR 7

A3: R (7E A R E R AT A, IR 2 E AT AR 1 F DigitoniniE (L BIEESHONAR B R, BB R AL
(TR, BLLDNAE X, BRI SR,

Q4 IEMFE RETFMCUTETagh  AMSIRITE MEREFHChIPESIHRE, RAIBMCUTTagal R A2
Ad:ChIPRE R ERAS AT R SR T HEEESIE, 5B ESHNAE, CUTATagR BB AN RARET LRE
HIF, T E B E S, BAID ARG T I8 S R AR CUTA Tagl R IRV, MR A S SIS R R £
BRI T,

Part Il : = fm3Ci8HE X

Q5. TEiEY LR A H AMRE LR AIER?

A5 RN FBEREFF BT AGERMGE, BRI ENATRERTIFAUREAREEE REZEZELNIXMCUT tagTlE
CUT&RUNHI AT & B LG X N EIRENFHITEIE,

Q6.[E YR DNARYREERE B SR AN ?

A6:ZIAFIZ A Box | HHEDNAREIUHEE, & F 1B MG SE, A5 T LR # (Cat#12601)

Q7.EXMAVERETF, MCUT&tagkie, BE R LUIRINF, HEiEqPCRIGNI B ERE?

AT T, fBqPCRIATIEX Y 18 2 1, Bl Jispike-inT LUER NS HITHN E &,

Q8. [ EARHRAM?

A8 EYAREERA AT SR E 2 iR BRI A 2ol & HiEiR AR, AR AT SR ZEY, BiTE R
B ARIZIRIA R,

QO IHAKME RN ?

A9 iE—REHERENRED N RBERFRT. western blot&k 5!, e HUiE (IP) KBTI R BRGEZEHIIE (ChIP) &5,
CUT&tags CUT&RUNZ S, AT 2Bk R EE R ER KRG IHE.
Q10.EIUZDNARYHEERRT A 8] LAFE T ChIPEERYE U DNAS 18?7

A10: 7] A e, {82 ChIPEIE—RIHIR TREIDNAK L, B AKX, F B E K AT e B k. BINE SRR E TR
SRR RN,

QLM RBEAMES I FITEEREMIES?

Al1L:NGSHIE—REREI=RFITESR,



Ql12.4818iA— T 2 A B RS BXT HIARRE iE T LA CUT& Tagh3?
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