RNA-SeqifiFClontech! [Ef2FIFFDNA-Seq

Clontech
[ F—{CR ] #H<%m

Application HEm RCYEMFon

B RNA-Seq &

e > SMART-Seq® v4 Ultra® Low Input
mENAiELEﬁ$ﬁ RNA Kit for Sequencing 10 pg~10 ng
- HpolyARIE) - =
- FIFIT LRI 1~1,000 4
> SMART-Seq® v4 3 DE Kit
3" Counting
VNN NP}
SMARTer® Stranded Total RNA—Seq - ~
4 Ny AN otal RNA 250 pg~10 ng
BRNARIASMT > Kit v2 — Pico Input Mammalian
- mRNA -
- FEARHIRNA - > SMARTer® Stranded RNA-Seq Kit (5T RN AN
BRI o7 | #BATtotal RNA)
small ‘RNA:
ilhizesy) SMARTer® smRNA ~Seq Kit — 1 ng~2 ug
. for lllumina® p-5
IE4wtE (nc) RNA SMARTer® Stranded Total RNA-Seq 250 pg~10 ng
T INncRNA: Kit v2 — Pico Input Mammalian
A AL 232 100 pg~100 ngIRNA
> SMARTer® Stranded RNA-Seq Kit (polyAZELAIRNAKIRNA
INCRNA: o7 | ZERATtotal RNA)
BRI p-
EUTESD 1) ng~3
A SMARTer® Human TCR a/b Ny,
= > Profiling Kit 50~10,000 1
=&k (TCR)
S SRR
SMARTer® Mouse TCR a/b 10~500 ng
N > Profiling Ki WY o
TéHﬂHE 1,000~10,000

B DNA-Seq B

, ‘ 100 pg~10 ng
ChIP-Seq > DNA SMART™ ChIP-Seq Kit g

L 100 pg~10 ng

DNABREAL IS > EpiXplore™ Meth—Seq DNA 013 25 ng~1 g

Enrichment Kit

(@)TakaRa Clontech Tak2ha cellartis




@ RNA-Seq @

SR BEERICDNAKIEKIt. SEFSRMAREIRIHT “ HEBRNA-Seq”
SMART-Seg® v4 Ultra® Low Input RNA Kit for Sequencing

NGStHFES: lllumina. lon Torrent
ME=RNA mMRNARIAD T ERAMR: SpolyARIAEY

[ #2455£5 ] total RNA 10 pg—10 ng St4ARE1—1,0007 E 2248
[ R¥EF3I¥] 3° SMART-Seq CDS Primer IIA(ZXERH!Oligo dT)

«/ ERRANMIEEE10 pg total RNARYTHER IR LFIZECDNA,

«/ EREBIEGC richfUEs [SegAmp™ DNA Polymerase ] BEBSRD A RTIHIRE

«/ FEASMART-Seq2iEAR. EIUFHKitHEELEE G HBEIRE30%, ENBREEEMES.
M FRRIANWER B EERISEM T

[
(__ SMART-Seq2BAE#E? ) SMARTIAEE: [
, poly. ,
SSMARTH A S FZIH0Z #ISMART Py o]
Oligonucleotide3| ALNA (Locked SMART-Seq v4 AR oligo(dT)31#1
. . . Oligonucleotide 185 cDNAB L
NUC|e|C ACld) j:ij(o 5’ XXXXX 3’overhangi#in
ELNARIOligonucleotidefE 5 EH #h FIFILNA
HIDNAZLRNAZL ST e EHIR S . 70d\\/\\%;v\/\/\/\/\/\/\/\/\/\, polyA
U RSHENE R FFIE R, e ) o
" _ & *ET&%?}%EOlIgOm%
M EEX ERAS R RIBIR l BAMET
BIRS TERREAMTHIRBE. 7 A AAAAA, POlYA
\/\\/‘\/\f\/\{\z\;\
©

i 22| D-PCR¥ 1ZcDNA

Double—stranded cDNA

<#lm5&>

PR | axE | Code No.
12 % 634888
24 % 634889
SMART-Seq® v4 Ultra® Low Input RNA Kit X —
: 96 X 634891

for Sequencing
192 % 634892
480 % 634893
960 X 634894

. BARINESSERIEKIt
fEAIIlumina NGSMFXAT, #EFEFERHClontechi=faLow Input Library Prep Kit v2 (Code No.634890)
& EAIIlumina A&~ mNextera XT DNA Sample Prep Kit.
fEMlon Torrentf, i&fEMlon Xpress Plus Fragment Library Kit (Thermo Fisher Scientific/A])

TaKaHa www.takarabiomed.com.cn 1




B L{EKit(SMARTer® v3) 54Kit(SMART—Seq® v4)ilIFF S T4 RATELER

10 pg /IEBNtotal RNAKSIA

{EFKiIt SMARTer® v3 SMART-Seq® v4
Yield (ng) 4.7 ‘ 6.0 10.6 ‘ 11.2
Number of reads (millions) 4.0 4.0
Mapped to rRNA (%) 0.8 0.4 6 6
Mapped to mitochondria (%) 6 5 3 3
Mapped to genome (%) 96 97 96 95
Mapped to exons (%) 73 73 76 76
Mapped to introns (%) 21 21 19 20
Number of transcripts (FPKM>1) 9,729 9,105 12,501 12,591
X ZREY 0.92 0.97

SMART-Seq® v4ERE K HIHERSMARTer® v3i2530%, REH{ITES RBERNMT.
mi. 100. 1,000 M4HREEEIGHIN TSGR

M&: HelLaZff

Input 1 cell 100 cells 1,000 cells
Yield (ng) 8.3 \ 6.3 26.9 \ 18.4 20.6 23.3
Number of reads (millions) 2.3 (paired—end) 2.0 (single—end)
PCR cycles 17 11 8
Number of transcripts (FPKM>1) 8,040 7,670 10,725 10,560 10,494 10,531
Mapped to rRNA (%) 0.5 0.8 1.1 1.1 1.8 1.8
Mapped to genome (%) 91 91 98 98 98 98

@ RNA-Seq @

FlESREERIFIuidigm C1 SystemAIcDNASIEE
SMART—-Seq® v4 Ultra® Low Input RNA Kit
for the Fluidigm® C1™ System

NGSHHHFES : lllumina

=R i) MRNAZE R M ERMR: 4
[ Eeartm] 11 20A8 [ R5:F3I1¥] 3° SMART-Seq CDS Primer IIA(ZXEEOligo dT)

+/ AIXC1 SystemHBEEERIENMAEZEH TCONAS K

+/ 4 IFCX10 IFCHFhEI%E

«/ &MAFlllumina NGSHMTTFE, REBEEISRBAIRNA-Seq 1T EHE
«/ fEFSeqAmp™ DNA Polymeraseit{TPCR& RIS/ MrZ

<#lmlE>
PR | A% | Code No.
SMART-Seq® v4 Ultra® Low Input RNA Kit 4 1FCs 4 chips 635025
for the Fluidigm® C1™ System 10 IFCs 10 chips 635026

¥C1 SystemHNFEH N 2E1E IFluidigmE

www.takarabiomed.com.cn 2



@ RNA-Seq @

IAREAE (EFFEFEERNA )
RS Total RNASE, 7T EIEIFRERNATENRIRNA

SMARTer® Stranded Total RNA—Seq Kit v2 — Pico Input Mammalian

MERNA LCM/FFPE/cfRNA

BEKIFRIERNATEANNZERNARIRA DT

NGSHHHEES: lllumina
ERAMS: AL NE. KR

[ #2384 5 ] total RNA 250 pg~10 ng

[ R¥FS1%] SMART Pico Oligo Mix(B2RE! N6 Random)

+/ 250 pgfsiEtotal RNAEHS, HEMSMTE
BRI/ IERIBRNATENRI S S #A

AANNAANANNT

Pico v2 SMART Adapter

ANAANAA~

MR E (REFIETE, NFEZE6DNT)

total RNA

AAAAANNANT A
r
M AANAAAN~ AAAAAINT \f\./'\/\/\/\{\/\/-
VANAAAA~ MANAAAA~
v .

- X RERandom3 |4

—45cDNAEAL
&3’ overhangiZsl

l —

5 SRRRE 5,
VSR B A |
5 \/\I‘I\l\\ﬁ\*
o EESHRBRENILCM. FFPESSRRR “
M cfRNA - 5

l BRI, S50ligoZka, HANEMEH

AVAVAVAVAVAVAVAVAVAVAV VAV VAV Ve VAN

JoRRRE

+ RERRIIERBENGY, AEEER
total RNAFRIZEE{ARNA

—

{EMAClontech% [ZapR v2&R—Probes
v2 | BARTERAETIE PIGIZAEARNAR
JRAJCDNATTIE

It

12 #ERCDNA

Read 2 —

.
-

i LZPCRR MK

* %2ZapR v2. R-Probes v2
TETZAERCDNA

i KM ERAIPCRY 12

< Read 1
RNA-SeqX &

BT L&~k R, fERMEtotal RNARIG TN AT EHITIZIEARNAEFRRURILIRIR(F.

<#lm5l&>

HIR BT | @%8 | Code No.
. . 12 % | 635005
SMARTer® Stranded Total RNA-Seq Kit — Pico 1o x| eacooe

Input Mammalian 2
9% X | 635007
12 R 634411
SMARTer® Stranded Total RNA-Seq Kit v2 — Pico 48 X 634412
Input Mammalian NEW 96 X 634413
192 % | 634414

SZRFIRAT A MR KR
AREBAE. SFEEZREFRNATKBRZ B .

(@) TakaRa
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B AZHLERead N
ERTIU250 pgERNAKIEAIR-Probes+/—X ERreads#infh. 2ZapR&R—Probelh B EEARNAR R Ireads

KigmL, ERBLENELE20%H5%F-
M RNA I Unmapped/discarded B Intronic
Mitochondrial M intergenic M Exonic

I W N
[%2]
§e)
I 79
o
I
o
©
®
3
2 3
5 s
5 4
Tissue type Brain Placenta Skeletal Muscle Heart Spleen
Fibosomal cDNA |- ® | O | - ® | e | O (+)
depletion
Library yield
(ng/ 1) 18.1 5.2 10.2 3.7 11.5 2.4 9.9 3.8 10.6 3.2
Number of
transcripts 12,581 15,693 9,079 13,095 6,619 11,879 7,667 14,448 9,900 15,798
FPKM>1
Correct strand
per biological 97.6 97.6 97.8 97.8 98.5 98.5 98.4 98.4 98.3 98.1
annotation (%)
B FEEFmERENT TSR
Kit Picovi |  Pico v2 Picovi |  Pico v2
RNAM & ABHAEFFPE total RNA
Input amount(ng) 1 10
Library yield(ng/ 1) 0.4 ‘ 3.2 4.4 ‘ 21.7
Number of reads(millions) 8.25(paired—end reads)
Number of transcripts>1 FPKM 8,481 9,916 10,096 9,878
Number of Transcripts>0.1 FPKM 14,347 19,5694 20,724 21,325
Mapped to rBNA (%) 15.0 13.3 10.3 9.2
Duplicate rate(%) 79.9 67.2 60.1 34.3

Pico v25v11BELAILGREESMIXETE, FE{RAIrRNALLX R,

www.takarabiomed.com.cn




@ RNA-Seq @

{NER1ngkItotal RNARRETIAG B M B BIMERYFIsmall RNAMTER
SMARTer® smRNA-Seq Kit for lllumina®

MERNA

small RNAD 1T

[#2eamm] 1 ng—2 pg total RNA (Si4Eft5EHIsmall RNA)

NGSHHTFEE: lllumina
EANSR: BEZESEREZEY

[ REFE3141] 3° smRNA dT Primer

+/ I & Fsmall RNA(15—150MEE)

- miRNA - piRNA - siRNA
-snBNA - snoRNA

S

+/ 1ng-2p g Total RNA. SEERLL
SefIsmall RNABH T EHI& o

~ BRRMAVEREER N, BMRE. R
Rzfit (8] AR E 3/ N

¥1: F&Size SelectionfJtia]

Point: XPCRAINEL

¥ Size selectiontfE#F{EFABIluePippin
=k AMPure XP Beads

Oligo

P E

smRNA/total RNA
5\ 3 0H

3" Polyadenlyation

MART smRNA

Y

*‘/\\/‘*\/\ 5 NN AAAA...

= (dT) \3 smRNA dT Primer
5

First—strand synthesis
and tailing by RT

A 4
SWW AAAA
%
: Rk . -
5 7&/\\/\*\/\\/\ TTT T
Template switching
and extension by RT
Y
Forward PCR Primer
5
- \/\‘/\ NN AAAA
5 PN TTT T.. mm
ok <= =
Reverse PCR Primer
Addition of full length
Illumina adaptors by PCR
Read 1
| AAAA... I .
|

TTT T... an
<

Read 2
l Size selection (%)

% lllumina 2~ EINGSAXEHITTTM *

<fillmFlzR>
=R AT | aEE | Code No.
12 % 635029
SMARTer® smRNA-Seq Kit for lllumina® 48 R 635030
96 X 635031

- MRS TERESR AN Control DNA (PhiX) BENIRE.
- IndexFENFHIA12. 48, 9674,

(&) TakaRa
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B small RNA-Seq

B ngEH963 M & AL HIMIRNAZE B /RIB S HIl B AIMIRNA

B 0 | SM‘QIET:S;"/ Pool (miRXplore Universal Reference) , fERAIXH
2 BHIEE (%) . BU00ngiZpoolB A EMARIE%Z
- . X =S (ligationss) #I&E (1) . HBINFLLERFR
-§ SEMRNARAE, BRASLIBEZAHITII—L,
S o1 ] ggfar;(tjo_rzlizgftion M R ofE B EE A cutof i, EEER T % 7Ecutoff
> oldTear (EEENIMIRNATASHIELH].
T 001 |
N
©
E 0001 -
()
=

0.0001 ERAKItI L BIH55%, ERE SRS~ RELF]

H22%, ERERAARKEERIHITER.

miRNA ranked by expression level

B RELHLEAFEFtotal RNAFRIEHIsmall RNARIA TSR

RNA source Placenta Brain Spleen
smRNA < 200 nt (% of total RNA) 13 5 2
Input amount 2 g 1 ng 2 ug 1 ng 2 ug 1 ng
Total number of reads 4,342,213 4,744,519 4,764,574 4,275,787 3,796,263 4,254,142
Proportion of reads trimmed (%) 15.1 24.7 23.2 31.8 38.6 32.2
miRNA
Proportion of total reads (%) 11.2 10.7 13.8 8.0 8.6 8.3
Number of miRNAs detected 260 263 286 253 198 221
Number of miRNAs in common 247 243 187
Number of miRNAs in common (%) 89 82 81
Other smRNA (proportion of total reads, %)
piRNA 35 37 8.9 51 41 31
snoRNA 1.0 0.7 0.8 0.5 1.1 1.3
snRNA 2.1 1.1 1.2 0.8 0.7 0.9
Other RNAs (proportion of total reads, %)
rRNA (5, 5.8, 18 and 28S) ‘ 19.2 ‘ 12.8 121 101 14.9 13.8

B ERERES PR, FRERFINSTEREETK.

7 Size selectionfEMBluePippin

www.takarabiomed.com.cn
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@ RNA-Seq @

AIAFERNARIEDHT! BEFIEB A EMERIX E.
SMARTer® Stranded RNA-Seq Kit

& polyARIRNAt BT XU {5E F3
ATIHHERS

NGSHAHES: lllumina
ERANSR: REZSEREY

[ ®2eaHEMm] 100 pg—100 ngZEBRrRNA (3%) AIRNA [ REEFES|H] SMART Stranded N6 Primer( &R EIN6 Random)

KIBZLEIIRER total RNARE G rRNARI A IR HEEF{E ARiboGone—Mammalians

&/ 41N P HES SRR SR &

& ERMER9% BB RERENARMLER

« BEREZPEESE A luminaillFFREgIndexfladaptor
+/ PCREGEHRTGC rich. AT richFI& 5

B cDNASZEFER12Findex, @itllluminaZdSlHiseqiUFEA1

Reads from each strand
are distinguished

——

PHC1
 —~———f——{—]]
MSPR

~

~
~
~
|

<~
MSPR

~

~
~
~
|

q21.31 q21.33 q23.1 q23.3 qe412  q4.22

q24.31 q24.33

AT RERERX P ERHEDNAR FERRGEHRead, EILFIMNER= A TREEEER.

99%HIRNA—Seq ReadREHREFHIEL X RFEHIDNAE.

<wlmylT>
BB

SMARTer® Stranded RNA-Seq Kit

(2ES ‘ Code No.
12 K 634836
24 ] 634837
48 X 634838
96 X 634839

- MEFERHEERGF A MControl DNA(Phix)EB 2T,
- IndexHIFZE T M Kith &% 127,

(&) TakaRa

www.takarabiomed.com.cn 7



@ RNA-Seq @

ATEEEERFRAESM T
SMART-Seq® v4 3'DE Kit

NGSH#FA: llumina

EREEASHH BERAMNS: SpolyARIEY

=FE

[#2satFm] 10 pg (BD4HRE)—1 ng total RNA
[ RE&FE5I%] 37 SMART-Seq CDS Primer 1IA(Oligo dT In—Line Primers 1-12)

v A3 KFHIER, MMEIMERANSBEERREENMT
— LEHERTERREDIG.
v BRE TR & MMV, BT RIER 8 BT AR (K.
~/ ASMART-Seq V4 HEGHTZEAE, FTMATRIMES10 pg total RNATERZMT,

e Point®: B EAAA1 25 EIndext0ligo dT Primer % 141 2F#
I ECDNA,
’ SOOKK - e Blocked Primer 11A
5’ SAVAVAVAVAVAVAVAVAVAV AV AV AV VAV AV el 0 5’ xxxxx  SMART-Seq v4 Oligo
SMART-Seq v4 o PN - RP2
Oligonucleotide % cDNABHL. BHRRR B In-line Index
B ThRPT
) & B ThRP2
Blocked 4z ; S I Ps
PCR Primer IIA% 2ZBlocked Primer IIA{TPCR B Forward Index
I Reverse Index
* mm-mmmm  Double—stranded ™ P/
P mm sk cDNA

&% PISE)1 2MiECDNATZBLAIPool

Point@: s 1E3’
Rim A Eo f#EFNextera XT DNA Sample Prep Kit2fTransposoni#{T A E&ft K tagisin
o 4 (tagFF 5129 TnRP1 B A0TNRP2 M )
i — [ — [ — [ — [
i — [ — [ — [0 —
. eee———— L ——— | L — |
. eee———— L ——— | L — |
N— SKPCRIHBHIH £
P e—— wemm (A TNRP1 BFIRP21 3|43 TPCR
\ Point@®: B fERAIRFE P 8FForward Primerfl12fhReverse Primer,
&% AR EI6HIndex.
__-__- __ #HBForward Index B K& Reverse Index B BISTEESI& =R
i BBt Rtag B illumina Nextera XT DNA Sample Kit(EEBINER).
<flmyIzR>
BT | % | Gode No.
, . 96% 635040
SMART-Seq® v4 3'DE Kit -
192Kk 635041

- #H{TMiniSeq&NextSeqMFERt, 1ETEHFaFANControl DNA(Phix)fE 53T,
- Index#EIR1L_FFAPNAT 152 (=12 x 96) o

www.takarabiomed.com.cn 8



@ RNA-Seq @

FFTCRa/p V(D)JAIEXIHL KM
SMARTer® Human TCR a/b Profiling Kit
SMARTer® Mouse TCR a/b Profiling Kit

SRR Btotal RNA
SR

NGSHAMTFESE: lllumina(#EFEMiSeq)
ERANS: AT/

[ ] A 10 ng=3 p gRMEIMKFtotal RNAZK50—-10,000 N TZHAE,

/NER: 10 ng—500 ngZRAEIMIERtotal RNA 2%1,000—10,000/NTZHA.

[ R5F31%1] TCR dT Primer

+/ FIUFTCR mRNARIZ & JooRRt
V(D)J A X #H T - :

SMART-Seq v4 Oligo(LNA)

+/ TCR ok, TCRB#H[E

|

RNA or T4RBE
E\N\N\NANANNNNNNNNNNNNoly A 37

<=m TCR dT Primer

—4E cDNABRMES’ overhangifinm Kz

Hqﬁiﬁj\%uf‘ﬁjﬁijﬁ?o ‘/\\/\\/\\/\\/\ 5\N\N\N\N\NNNNNNNNNNNN N poly A 3
o 5
, \/\‘/\\/‘
&)
&/ MEHFMultiplex PCREY PRI, OligoZke RN TS
o I
j:r-iE, /JEE/J\{E%O TCR a/b Human / Mouse
5 Y « Primer 1 (constant region)
Y \NV\/\/\/\/\N\/WVV\/\I\pon, A3
3
- PCR1 ggﬁegébHHTur‘?%nex/ Mouse Primer 2
—|—C RI_: :"uf |ir‘|-:" Read 2 v (constant region + Read 1 + i5 +P5)
e 5 — 3
3’ - 5
- -
TCR Primer 2 Forward HT Index lllumina “F—{3
|" ] - (Read 2 + i7 + P7) PCR2 RS
WexNT-Len
AL =15 v
SEqUeNnCcirig 5’ m— —— 3
- 3 — s 5’
<fllm5z=>
B BT B8 | Gode No.
12 K 635014
SMARTer® Human TCR a/b Profiling Kit 48 X 635015
96 X 635016
12 R 634402
SMARTer® Mouse TCR a/b Profiling Kit 48 R 634403
NEW 96 X 634404

- MFERHETERER AN Control DNA(PhiX) .
- Index7Bl12. 48, 967,

(&) TakaRa
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B {FASMARTer Mouse TCR a/b Profiling Kiti#{THER/NRZHLITCR o ZAEHERGITEMN

>
0|

o 100 - 80
> A 5 O
o =
cgo 8 O%E 60
Q o =
a ©
o2 60 « 2
£ § © , 40 g
o 40 ol \\\
o5 o X
©% 20 Ec 2 \
o Z O
BN 0 ° 0
Thymus Spleen PLN MLN LI Thymus Spleen PLN MLN LI
W16 weeks  M34 weeks  M38 weeks —o—16 weeks —®—34 weeks —o—38 weeks
TRAV3—-2-TRAJ58 clonotype TRAV16N-TRAJ56 clonotype
0.04 0.4

- \

0 >
Thymus Spleen PLN MLN LI

§ /
0.1 /

Thymus Spleen PLN MLN LI

% of total clonotype reads
mapping to the specified clonotype
% of total clonotype reads
mapping to the specified clonotype

——16 weeks —®—34 weeks —®—38 weeks —o— 38 weeks

[RIOHEE
EBA KGR NFRag—1 FIEHLRHTtotal RNAIREY, FERIZEFIEHI R X ERENF .
N RRREN6/E . 34FF38E/NEAIMIER (Thymus) « BEBE (Spleen) . FRAEMELL (Peripheral Lymph Nodes, PLN) . FAialfRiHELE
(Mesenteric Lymph Nodes, MLN) . KBz (Large IntestineLl) Hdtotal RNAE, fEFA10 ngfll&XE. HFARXKBRESEMETCR .
ERAMTCRa 5TCR B R F5IMRNREELGI 21, MAREA1:1. MFERMISeq(2x300bp), B M¥mPI5317400,000 reads, 4R
MiXCR (Bolotin et al. 2015),

SEXR:

Bolotin, D. A. et al. MiXCR: software for comprehensive adaptive immunity profiling. Nat. Methods (2015) 12, 380—381.
[4£R]
NFZER/NERENMER,. MFReadshI60%—-80%EEMELXEITCR o CDR3XI%., RBRTIREM on targetZ,

E] A/ NERMER. M. REMKEE (PLN) . BElEKES (MLN) RTCRazEENEERS, EXH (L) HEERE,
EEMEERGPTARMNESERENERR.

@] TRAV3-2-TRAJSBm[ZRURILLAY, 7E16/E. S4FRYNERIAR Y HE(ARY0.025%, 38/FRY/NEGERNYA0.005%.
MEBBRKE R SEHIRESESERTX, EXEHASLARE. N TFXFRASREOCIE, HEBE
FrEARDSREER TR,

Bl strss@eg, RMETABHTRAVI6N-TRAJS6EAMILLHIIEES, Bzl S ABAEX.

{FFASMARTer Mouse TCR a/b Profiling KitF] LW REIHLHITERBEZE D .

www.takarabiomed.com.cn 10



@ DNA-Seq @

{100 pg ChIP HMm#HITNGSIEEHIE
DNA SMART™ ChIP-Seq Kit

ChiP-Seq /i EANR: IHTREASEIRNEN

MEChIPHMH { NGSHFES: lllumina }

[ #28A%¥ 5] 100 pg—10 ng dsDNAZssDNA

~/ {EF100 pgRYfEChIPHE G R AR S B,
v BN EREZESN! ALY TFEMATN—FE,
v TMIFTLAGERNEE DNAKISRE, tRTLERSSE DNA,

TS E
@ ChIPRMFZIAIdsDNAEE ssDNA B SMARTH A TIENR L%
(100 pg—10 ng)

I XXX X e 1.

— —— X X X
@ TR —5cEE ® FEATHEELISIYIHITPCRY
]
)
F—— I XXX X I TTT..
i B XX X
. . =
@ f{#EHATerminal Deoxynucleotidyl TransferasefllT i

@ XEHETER

—XX’O( I TTT...
— ]
DNA SMART
Oligo <= — ]
DNA SMART

i Poly (dA) Primer

Y o
@ BERSMARTSoribe™ Reverse Transoriplase® ] BRI THENEE,
SyrahE 1 At
—)000( N j(mEE—TE%AL T ?7N1/EH—J. [ ETJ o
XXXX —

<fllaa%E>
FEan iR S Code No.
DNA SMART™ ChIP-Seq Kit—-12 12 R 634865
DNA SMART™ ChIP-Seq Kit—48 A 48 X 634866
DNA SMART™ ChIP-Seq Kit—48 B 48 ] 634867

MR, BEREGRETINControl DNA(PhiX)/EiMIE .
- IndexFhZAROR 12, 487 (48AFI48B indexBIFHERME) -

TaKaHa www.takarabiomed.com.cn 11




B 1~ EDNAE#2I5HIChIP-Seq i

ERAABHChIPR RGBT R BINDNATHTX RS, AT—RUFEEINUTAR ZRETTR
[ER%BIDNAR., #FATUS R ENIEIR.

ChIP Antibody H3K4me3

Input amount (ng) 4 1 0.5 0.25 0.1 0.05
No. of PCR cycles 12 13 14 15 17 18
Library yield (nM) 44.5 19.2 32.2 12.0 24.3 14.3
Total no. reads (millions) 19.94 21.63 21.64 20.28 18.97 24.53
% reads mapped 91.9 91.0 91.0 91.1 90.7 90.2
No. of uniquely mapped reads (millions) 14.52 15.68 15.64 14.74 13.67 17.56
No. of unique reads without duplicates (millions) 13.61 13.93 13.91 10.20 8.53 5.83
% useful reads (uniquely mapped, non—duplicates) 68.2 64.4 64.3 50.3 45.0 23.8
No. of peaks identified 16,738 16,811 16,366 17,277 16,584 19,601

Rl

B/ R BPRISEREChIPR LR DNARIZEIL . RYE
ChIP Elute Kit

Code No. 634887 BEE 50 X

ChIP Elute Kit@MChIPKRM&ZFAHDNARIR ME. FREEZEBAR, ARIREBEEFEAHITONALL. &
FEHNRRIE . WFChIPxRNGEIMESREADNA Elute Resin #1Proteinase K JEDNAAE B R
FREEBR, AEFERAssDNA Binding Columns #H{T4i{t. R4E, BRI EZFETDNA SMART
ChIP-Seq Kit#fTXXEHIE-

1‘Ett$L%Eﬁ;f%%%ﬁ—ﬂ%ﬂ@ﬁﬂﬂi&ﬁ&ﬁl AAFEREE1NVNNEIAER, HTFEANRNATEE,
LIHIIEE T

BChIP Elute KitAIA{E7TAH &EFMATNFE ISR

Slutlon / cross linking ChIP Elute Traditional ChIP Elute Traditional
Input amount (ng) 1 0.25

Library yield (nM) 21.4 16.4 37.3 28.1
Mapped to genome (%) 89.7 90.2 86.4 87.3
Mapped uniquely to genome (%) 71.6 73.2 70.2 711
Ejﬁf_uéur&?cd;egn%e'y mapped. 66.0 67.2 58.1 59.0
Non—redundant rate 0.92 0.96 0.83 0.83
No. of peaks identified 37,610 36,924 39,525 37134

ELRRAEFT AR ZRIFEmFICHIP Elute Kithll&MMEMMERETMENE LT,
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@ DNA-Seq @

DNABREAUNGS ST EEHI&E
EpiXplore™ Meth—Seq DNA Enrichment Kit

NGS 2 FS: lllumina

DNAEREL( 4347 ERANR: EESEREY

[ &2atEGR ] 25 ng—1 poEFEEH DNA

&/ 25 ng—1 pgEEHDNALIA
 NEEFEERMEDTHIEXE (DNA SMARTHEA) HBELFEH 2 57 Rt B4 20—
+/ His tagii&MBD2E RN~ —XIE (Capturem™) FLIGEREYDNAIRIERSE

AR

s R f )
gDNA sheared to~300 bp
His—tagged MBD2 (25ng — 1 ug) Enriched dsDNA
(10 pg per reaction) CH3 CH3

NIRRT
V/A\"/\\Y/p 8

€ 4+ RPN AR

RO
Incubate for 1 hour CH2 CH2 .
at room tem Ttailing
perature .
DNA SMART Oligo 4
Add to Capturem ok
AN e TTTT T
Nanoprep Column - ARAS. ey
Replication and DNA SMART
tailing by RT Poly(dA) Primer
Y
. '»oo“’ok I TTTTT...
Centrifuge at 1,000xg XXX I AA A AR I
for 4 minutes

Template switching
and extension by RT
Methylated DNA remains

bound to MBD2 Forward PCR Primer

on column .
Flowthrough contains
unmethylated DNA o s

T OO I AAAAA . .

Addition of lllumina )
Elute methylated DNA adapters and amplification Reverse PCR Primer
from column with
high—salt buffer

I e TTTTT... I I
P T AAAAA... I
Read 1— «~Read 2
Clean up DNA fractions

FREALDNAIREE (2/\BY) N EElE (4/0\T)

<l myFE>

AR

EpiXplore™ Meth—Seq DNA Enrichment Kit 12 ] 635023

- MFFEHEEREGR TN Control DNA(PhiX) G0 o
- IndexHIFPE A 1 274,

TaKaHa www.takarabiomed.com.cn 13




@ XEkilm @

R ARSI RERI X FEE BRI

Library Quantification Kit

EAFIllumina NGS FE&

AT/GC fRE/N

+/ NextSeq. Miseq. Hiseq. MiniSeqZlllumina A& F—IFXEES
+/ fEASYBR Green li#{TReal-Time PCREYFE. EIEARSES

v RS HSEELAIDNA
~ EINT M ERREARER R

&/ T MR [EASY Dilution Buffer] RESSHIGIM RIGEEATAYRE

B 5EMASREERHFZAILLIR

iciency

Normalized gPCR Eff

~UAREIGCEENNEKERDNAN BHIFFRIqPCRIBE M~
fEFAClontechiiLibrary Quantification Kit E1&AJTerra qPCR Direct SYBR Premix & Efth/A SEZEEIRFIEAISYBR PCRIRXFI, Xt
TEIGCEERNEKERDNABRIFFIHI TR, BEXAEDE S ERDNARIGPCRBIZEIEN100%. BN T &BRIgPCRME.

o
a
2

100%

© ©
3 3
BN o~

0
3
o~

M Terra gPCR Direct SYBR® Premix

TEIGCEE (%) BRIFFIBIRNREEE
) T. thermophilus E. coli S. cerevisiae
Kit Standard | ™ 6q 507 (50.8%) (381%)
100% 99% 98% 98%
100% 100% 96% 93%

iency

Normalized gqPCR Effic

REHKEBBIA BRAY R MR

B HMAESYBR® qPCRZEERH

Kit Standard 254 bp 413 bp 590 bp 773 bp
100% 101% 100% 99% 98%
100% 100% 98% 90% 71%

MERRINEE], HEASRZEEHFEMPCREF, BECCEERMZEMNIERTRKPCRIEEE,
Terra qPCRIAFIRVRERLFE2HER, BRAEMZERBRIFSIqPCREVRZER/ .

(#Ek B Takara Bio USA .Inc.)

<fl@m5z=>
FRER | e Code No.
Library Quantification Kit 500 &% 638324
DNA Standards for Library Quantification* 50 K 638325

% Library Quantification Kiteh EFIROHIENTERE RO R Pl ST,
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@ XEiilm @

{10 ngHitotal RNARTEAEFRIZAEERNA
RiboGone™—-Mammalian

[#284%%5 ] 10-100 ng f¥2total RNA

MEtotal RNAFZIAHIrRNAZERR

«/ FIEYWERREotal RNA (10-100 ng) B ERFAIrRNA (BRZEZEIS%I L)
« BFA. ME. KEtotal RNARIAAIZIEARNARIZEKI{ARNARI SRR
— KNAFIE I ERRSS. 5.8S. 18S. 28SHIZAEARNA. 12SZf{ARNA
~/ FFPER:ZEIEMEIIRNA A] LU
&/ BB EFABENLS ¥ TcONAKIZRRAFIE

BRiboGone™-MammalianZl|cDNA&IEHRIE

10-100 ng#Y =

total RNA

RiboGone Hyb
Bufferthifz &

BRiboGone™-Mammalianf&ZErRNARISEE
ERAHREABIIF10 ngAIHuman Universal Reference RNA(HURR: Agilent). Human Brain Reference RNA(HBRR: Ambion)i#{T

rRNAZERR, SAEERASMARTer Stranded RNA-Seq Kiti#{T S &,

) (RNase H4MIZ| W) | SPRIEEZLGE| )

£2SMART
N6#{TcDNA
il &

MFEERIN TR, FARIboGone—MammalianfEfSIE M ERNA

HEPHIrRNAT AR,
Human Universal Reference RNA Human Brain Reference RNA
No. of reads 6,829,540 7,728,850
Mapped to rRNA 62,792 C(0.9%) D 49,844 C(07%) D
Mapped to mitochondrial RNA 318,006 (4.7%) 224,939 (2.9%)
Mapped to RefSeq 4,871,900 (76%) 5,515,264 (75%)
Mapped uniquely to RefSeq 4,435,123 (70%) 4,888,340 (66%)
Exons 2,311,575 (47%) 2,712,444 (49%)
Introns 2,560,325 (53%) 2,802,820 (51%)
Genes identified 14,563 13,839
<oy FR>
@A | aszs | Gode No.
RiboGone™—-Mammalian o X 094540
24 X 634847

(U _EFTBEE R SH3ERETF Takara Bio Inc.)

- AEENEEHNGIR, BEURFABN. BTAEATHEAE, 0 FEATA. tIIRKIZEINET . UTEATER. R kKERRETE.
C REARNEFR], FRFESHNEE - ik UEE - BB RENR. URATESNHSE.
- BRG] RS EMTEANE BIBTEA A S/ _EAEIA: http://www.clontech.com/,

- RERTILEFHN A B2 MRAHRETEMESERFINE, FANTEE S A ANERECEMET.

FHEEYEAR (IER) BRAF

Takara Biomedical Technology (Beijing) Co.,Ltd.

RARZEEIE: 4006518761 4006518769
E-mail: service@takarabiomed.com.cn
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