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PCR
ZTLEH

Fast PCR

PrimeSTAR Max DNA

olymerase
poly P10

Cloning

PrimeSTAR Max DNA

polymerase
P10

Multiplexing Genotyping

Titanium Taqg DNA
polymerase

3rd-Generation Sequencing
PrimeSTAR LongSeq DNA Repetitive Regions

Polymerase PrimeSTAR LongSeq DNA

P15
Polymerase

P.15
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Colony PCR

SapphireAmp®
Fast PCR Master Mix o1

Targeted seq.

PrimeSTAR GXL DNA

polymerase
y P14

GC-rich PCR

PrimeSTAR GXL DNA
polymerase

Direct PCR

Terra PCR direct
polymerase P18




PCR polymerases HE{FR

Amplicon size
(gDNA)

Fidelity vs.
wild-type Taq

Yield

Speed

Exonuclease
activity

Suitable for
AT- or GC-rich
templates

PCR product

Antibody-
mediated
hot-start

Takara Takara Takara PrimeSTAR® PrimeSTAR® SapphireAmp®
Taq" Ex Tag® Ex Premier” HS Max Fast PCR
<3 kb <20 kb  |<30 kb (long) <8.5 kb <6 kb <6 kb
— ++ +++ +++ +++++ ++
+ +++ +++ + ++ +++
5 sec/kb (< 1 kb
60 sec/kb 60 sec/kb 30 sec/kb 60 sec/kb 5 sec/kb (fast) ( )
10 sec/kb (= 1 kb)
3'-5' 3'-5'
5'-3' 3'-5' 3'-5' 3'-5'
and 5'-3' and 5'-3'
J— —_ ‘/ —_ —_ —_
/A /A Blunt end Blunt end Blunt end A
Overhang Overhang Overhang

v

v

Available formulations

Glycerol-free

2X premix
format

(non-hot- (non-hot-
startalso | startalso Y v v v
available) | available)

v v v v J J

Lyophilized
format
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(@)TakaRa

Dye-added Multiplex
o= REX BHi#& PCR
HizgEiX RR& PCR
Takara | PrimeSTAR PrimeSTAR®| Titanium® | Advantage® Terra™
LA Taq GXL LongSeq Taq 2 PCR Direct
<5 kb <10 kb <30 kb (long)|<30 kb (long)| ~50 kb <2 kb <6 kb <2 kb
++ ++ ++ ++++ +++ + ++ N/A
+++ ++++ +++ + + +++++ ++++ ++++
60 sec/kb 60 sec/kb 60 sec/kb 30 sec/kb |20-30 sec/kb| 60 sec/kb 60 sec/kb 60 sec/kb
1 ' 3'_5' 3'_5' 0 ' 0 ' _ 0 ' _
e and 5'-3' and 5'-3' 4 49 49
v v — v v — — v
T/A T/A T/A T/A T/A T/A
Blunt end Blunt end
Overhang Overhang overhang overhang overhang overhang
v v
non-hot- non-hot-
— ( ( v v v v v
start also start also
available) available)
J— J— J— J— J— ‘/ J— J—
v v v v v v — v
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ax DNA Polymerase
reAmp® Fast PCR Master Mix

Dye-added EiZE ik
SapphireAmp® Fast PCR Master Mix
EmeraldAmp® PCR Master Mix

RAE

TaKaRa LA Tag® DNA Polymerase
PrimeSTAR® GXL DNA Polymerase
PrimeSTAR® LongSeq DNA Polymerase

155 E R

Titanium® Taq DNA Polymerase
Advantage® 2 Polymerase Mix
Terra™ PCR Direct Polymerase Mix
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PCR | AxE#E (@)TakaRa

Takara Taq DNA polymerase

E
REAHIFHL PCR B3 P
B IR ESIEENE PCR &1
B {KEHfE DNA J55
W 12t Premix Taq hRARIEE2ETT PCR 1E1E R BRITER
Takara Taq DNA polymerase % fx & AR PCR B x- BRE RN
Thermus aquaticus YT-1 BN EH Taqg B BHAN SR
PCR ° JMEHERIRY 2X PCR TERRRA * Hot-start hii A ~ KEEEE DNA =g
FiEREREZEH A EE RE

w1 PCR

Company A Company B Company C Company D

Takara Taq DNA polymerase 7£ ARt XEIHY
REMEERE -

EARNEER - BENRBEIEE -

AR © A DNA » B RE * 8 kb - WIRAE (50
pl RFEE) o ki 111 nge%kiE 21100 pg °
FKIE 3:10pg e KE 4 11 pg o KB 5 1 R
B8#H © k%8 M A -Hind Il digest

M1 1 2 3 4 5 6 7 8 9 10 M1

Lt# TaKaRa Taq DNA Polymerase Hot Start Version E2iZ#f¢ TaKaRa Taq DNA
Polymerase 1&1% A58 gDNA FEXRYAES] -

/8 Takara HS Taq #7T Multiplex PCR ¥ » H& & HERiE g sE —AENER
BAEE © K& 1-8 BE{EMA Takara HS Taq SN EES| THNEBRIE - k& 9 A
10 BEEAAE/\E5| FH1EE—ERETH Multiplex PCR R & » 73 5 A R 2E/
Takara Taq (k3% 9) = Takara HS Taq (k& 10) #1735 -

i3y BHEIRERSIAY

. Spillover of highly pathogenic avian influenza H5N1 virus to dairy cattle (Caserta et al. 2024; Nature)
. Lymphatic endothelial transcription factor Tbx1 promotes an immunosuppressive microenvironment to facilitate post-

myocardial infarction repair (Wang W et al. 2023; Immunity)
. Antibody stabilization for thermally accelerated deep immunostaining (Lai et al. 2022; Nat Methods)

TaKaRa Taq" DNA Polymerase TaKaRa Taq" DNA Polymerase Hot Start Version
ROO1A 250 Units ROO7A 250 Units Hot-start

R001B 1,000 Units | B4 dNTP mix RO07B 1,000 Units

R001C 3,000 Units Premix Taq” DNA Polymerase Hot-Start Version
TaKaRa Taq" DNA Polymerase (with Mg® free buffer) R0O28A 100 Rxns ‘ Hot-start » 2X premix
RO1AM 250 Units o TaKaRa Taq" HS Perfect Mix

RO1BM 1,000 Units i?pMﬁix-ﬁee buffer - R300A 100 Rxns | Hot-start * 2X premix *
RO1CM 3,000 Units R300B 400 Rxns | #BHESE R (20 sec/kb)
Premix Taq" DNA Polymerase (TaKaRa Taq" Version 2.0)

ROO04A 150 Units | 2X premix
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(@TakaRa PCR | B®ERE

Takara Ex Taqg DNA polymerase
AAs

B ZEEAFREE PCR A qPCR

B 7 Endpoint PCR & Probe-based qPCR I ESER#LR

B RN ZETEERMNEARE  flaiE - Bt A ~ %
&

&8~ 4858 ~ 1E4) ~ TIEEK
W Bk INHEIE ) DNA & 1R & [E - gDNA : <100 bp ~ 20 kb ;
A DNA : <30 kb
Takara Ex Taq DNA polymerase #&& Y Takara Tag DNA polymerase NA -~
R =i EeEE proofreading THEE * 1R L B H FAREN PCR #& =8 ;i;é
R FE o 78 Hot-start ;2 2X TEETUARME AJHLIEE o
Wild-type Taq Takara ExTaq

BRI RVIRIE

Arabidopsis Tomato Spinach

M

-
-
—
—
-

TaKaRa Ex Taq DNA Polymerase Hot-Start Version 7 1~ [F) 18 415 Takara Ex Taq S48 Taq BFAMEE A= TBUAE

AAiEIE HEER o AR B PIAEE %] (H. pylori » 410 bp) AYFER -

H @ & [ £ {& Arabidopsis MER15B (1 kb); tomato XET (0.6 kb), 3 ZAE )4 (A, B, and C) il H. pylori NCTC11637 (5
spinach COX17 (0.5 kb) ° MEERAR ¢ KB 1 & 5) D BILL Taq (K& 1-4) 2% Takara Ex
VKIE 1 RFEEH) DNA KRR © 7KGE 2: 2 7R « B 3: 5 (SR - Taq DNA polymerase (k& 5-8) &1 o 7kIE 2 & 6: A A ©
KB 4: 10 fSFRE © JKIE 5: 20 55518 © 7K3E 6: 40 [Z#%E - KB I & T HAB - A 4&8: A C.ikiE 9: Marker.

VK3 M: Marker.

34y EREERARFIIHEER TRBERER KRR

Exploring the impact of primer—template mismatches on PCR performance of DNA polymerases varying in

proofreading activity (Huang et al. 2024; Genes)
Application of eDNA as a tool for assessing fish population abundance (Spear et al. 2021; Environmental DNA)

The Genetic Perturbation Platform of the Broad Institute recommends using Takara Ex Taq for PCR amplification of
sgRNAs from gDNA for sequencing

160
Bt

TaKaRa Ex Taq DNA Polymerase TaKaRa Ex Taq DNA Polymerase (Mg** free buffer)
RROO1A 250 Units RRO06A 200 Rxns Hot-start, 2X premix,
RR001B 1,000 Units B2 dNTP mix RR006B 800 Rxns dye added

RR001C 3,000 Units Premix Taq" DNA Polymerase (Ex Taq Version 2.0)
TaKaRa Ex Taq DNA Polymerase (Mg** free buffer) RRO03A | 120 Rxns | 2X premix

RRO1AM 250 Units N2 Premix Ex Taq DNA Polymerase Hot-Start Version
RROTBM | 1,000 Units if_PMriix'ﬂee buffer, RRO30A | 100 Rxns [ Hot-start, 2X premix
RR01CM 3,000 Units
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Takara Ex Premier DNA Polymerase

it E R PCR 2| NGS -- 25 4RERV AET BT

B HEFES (£iZ 30 kb) ~ GC/AT-rich SRS A ERS

B IR

B ESES S EEANSEEREY) - 815 Cloning MEF

B EESRIEEHEFE PCR AF[E (K32 10 kb AVEIZEY) » 1BIEER

ETIE] 10 5 /kb)

Takara Ex Premier DNA Polymerase 28R H Thermococcus sp. * %%
#7 Hot-start FIBEMSERER o A DNA RAH ° It 2X TBRR
ERREREEMEERR -

£ -20°C I AEIRE -

ZEFIIRVIREE

Takara Ex Premier

——pa—— =

Takara Ex Premier Dye plus

———l B Bk

PCR | AxE#E (@)TakaRa

k/ﬁ/ N
BRA
A
i
DNA =g
EE EE
Company K

e B D e D e ) S

Takara Ex Premier DNA Polymerase fB&{thh4f45% » A1 i IhithiB IS G B RAOBIZEY -
F3 A%8 gDNA (100 ng) fEBIER » FTA RS T 495 10 kb © 7KIE 1: HBB ° %38 2: TP53 ° jki& 3: BCL2 © jk3& 4: TFRC © jk3E 5:

EGFR ° 7kJ& 6: FGFR ° & 7: IRS1 © j%J8 8: DMD © j%3& M: Marker °

- 0418 EIRM NGS Z Sequence-based genotyping FEFAIZIHAEEM

Identifying the best PCR enzyme for library amplification in NGS (Quail et al. 2024; Microbial Genomics)
Involvement of the kisspeptin system in regulation of sexual behaviors in medaka (Oka et al. 2024; iScience)
Morphological and molecular identification of hard ticks in Hainan Island, China (Intirach et al. 2023; Genes)

TaKaRa Ex Premier DNA Polymerase

TaKaRa Ex Premier DNA Polymerase Dye plus

RR370A 200 Rxns

RR370B 800 Rxns

Hot-start, 2X premix

RR371A

200 Rxns Hot-start, 2X premix,

RR371B

800 Rxns dye added
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(@)TakaRa PCR | SRR x EEHR

PrimeSTAR Max DNA polymerase

MIE NIERHSERENEX - FREEEMENRE

B L SRAEIEERE ({£Z 5sec/kb) ##5E PCR B5R » FIFHE
ReWEEE (B4R Taq 5 420 £3)

W 5384 BIZMIERE Clone » BAMNMBE IR TFE

B PrimeSTAR Max Ver.2 A # A _ER&S3Z 1,000 ng Total
RNA ( 2#$%5% cDNA ), PrimeSTAR Max £9_EBRA 200 ng

PrimeSTAR Max DNA polymerase ZE& Y iERATH B KB &
f§ » 2751 « B Hot-start #J 2X TR °

= ZEME E VIR
PrimeSTAR Max DNA Polymerase Ver.2 E 5L £ R
PrimeST AR MAX Ver.2 Taq S 420X AUAEREE -
PrimeSTAR GXL FEREBERF A NARSHARSBERIERNE - 25
Company A's high-fidelity enzyme - 4 A -
Takara Ex Premier (&4 PCR BAHHEY 10 kb #9 A DNA - 1§ PCR
Takara Taq EY Cloning FFEEF  BLERBGRRE o BEKESLE
0 100 200 300 400 500 Clone ZXEVE 2 DNA -+ WL Sanger &8 E4E/L DNA
Relative fidelity normalized to Takara Taq EPE’J?%‘E&*K o
=
PrimeSTAR Max DNA Polymerase Ver.2 Q5 High-Fidelity 2X Master Mix 2X Phusion Plus PCR Master Mix

M C12 3458678 9MHBV
= -

—] — e e e -

G 1R 208 SR A 548 67 S S L OSSR cC 1 2 3 45 6 7 8 9 M

M
-
e -

Extension time: 10 sec/kb Extension time: 30 sec/kb Extension time: 30 sec/kb

PrimeSTAR Max DNA Polymerase Ver.2 FiB IS8 REMRHEH S EEENRS -

fEFAE 10 ng = 1 pg total RNA ([ FERETE 50 pl ) EXVSHY cDNA (E/RIEIR ESRAEEENEG TR ERER EEEQZE (TFR,
4 kb)  PrimeSTAR Max DNA Polymerase Ver.2 (& Y 1 Total RNA A2 253E 1 pg AVIEIERIR © 7GE 1: 10 ng ° 743 2: 20 ng © X
78 3: 50 ng ° JkiE 4: 100 ng ° jk#& 5: 200 ng ° 7Xi& 6: 400 ng ° k& 7: 600 ng ° 7k3&E 8: 800 ng ° kI& 9: 1 ug ° k& M: Marker °
K C: AR .

% i pa) RS B AR NS E SRR (R A RAR R RS E

Multimodal analysis of composition and spatial architecture in human squamous cell carcinoma (Ji et al. 2022; Cell)
A gut-derived metabolite alters brain activity and anxiety behaviour in mice (Needham et al. 2022; Nature)

Barcoded sequencing workflow for high throughput digitization of hybridoma antibody variable domain sequences
(Chen et al. 2018; J. Immunol. Methods)

U

PrimeSTAR Max DNA Polymerase PrimeSTAR® Max DNA Polymerase Ver.2
RO45A 100 Rxns Hot-start. 2X premix RO47A 100 Rxns Hot-start, 2X premix,
R045B 400 Rxns AP R047B 400 Rxns High capacity




| SR X Dye-added EHiEEik TaKaBa

SapphireAmp® Fast PCR Master Mix

B 5 Hot-start #) PCR FEREIEEER - B1LIRE PCR AYRRE
B Colony PCR AJ#fE%e—¥ AR FERERE ( ABEME4R Taq ) »
2 kb ARFE 1 /1\BF
B A2 Loading Dye * PCR 2] HEHEITE XA
B EEM LSRRI R BIRRIERFIES - R EWFER

SapphireAmp® Fast PCR Master Mix EAREE{LH) PCR K&
#&t » A Colony PCR %£/ER - HB% Hot-start PCR B ~ &
{LHI#E @R ~ ANTP ~ B2 Gel-loading dye MZERHE & W HRAE
R 2X TWEER ©

RIR AR RIE

SapphireAmp™ Fast Company A Company B

M112345M112345M112345M2

SapphireAmp® Fast PCR Master Mix ##%8 7 PCR EERRSR - T RIBIEE
£ (0.5 F 6 kb) #ETHARIFHERMNBIZRILRIE
SESERBEEERE (GCEE) BRERBMT » k& 1:p53 0.5
Kb (54%) * 50 min. « ¥ 3% 2 : FFAR2 1.0 kb (59%) * 55 min. o 3k & 3
DCLRE1A 2.0 kb (38%) * 1 hr © 5G& 4 : p53 4.2 kb (48%) * 1.5 hr o 3% 5 :
IGF2R 5.9 kb (50%) * 2 hr k& M1:250 bp DNA Ladder °jk#& M2: A -Hind
Il digest

M12345678910111213141516M

{# F SapphireAmp® Fast PCR Master Mix E IR R&E « 58 « 7]
Colony PCR -

TEFTE 108189 16 {E Clone HRIFRIIERTFIE 0.5-5 kb BIHREA R B » AR IERT
REIEZEAY 1 /\EF °k3E 1-16:Colony PCR (M 5 pl RIEEER ) ° K& M:
250 bp DNA Ladder ( Dye Plus)

ik

Y

ad ) UESE A R B E i SR A AR TR

Sorting nexin 5 mediates virus-induced autophagy and immunity (Dong et al. 2021; Nature)

Engineering yeast metabolism for the discovery and production of polyamines and polyamine analogues (Qin et al.
2021; Nature Catalysis)

CRISPR/Cas12a toolbox for genome editing in Methanosarcina acetivorans (Zhu et al. 2023; Front Microbiol.)

&5 CES it
SapphireAmp® Fast PCR Master Mix
RR350A 160 Rxns

Hot-start, 2X premix, Dye-added

RR350B 800 Rxns




(@)TakaRa PCR | Dye-added EEEik

EmeraldAmp® PCR Master Mix
7

FESMEL B Z T EAA) Dye-added FRIEBIEE R o
B A3 Loading Dye ' PCR ZrR] EIBEITEIX DT
B 2L SR E AR TA cloning S ERIERFIRS - R EMFER

® HASE -
s N e #E -
=48 PCR W RFRE (KE 10 kb)

=i@E PCR SEE (EVFEIE1015) FX

e ‘ ® ‘@
SEEEAY EmeraldAmp® GT EmeraldAmp® MAX 3l

DNA P
EmeraldAmp® PCR Master Mix Al A4S HEE « SEE « BHEISE EE BE
M55 PCR 2L E5E BIFREAVERIE - 2X TERRE S PCR BEX - Bk
RER (BRUREG GC/AT-rich B ) dNTP ~ #%f2 Gel-loading dye
MBERE - IR24 Hot start ik A (EmeraldAmp® MAX HS PCR
Master Mix) °

ZTFERTEE
EmeraldAmp® MAX Company J Company K
M 1 2 3 4 5 6 7 8 M 1 2 3 4 5 6 7 8 12 3 4 5 6 7 8

Min. —
Sec. 30 Cycles
Min, ——

EmeraldAmp® MAX PCR Master Mix #8LbiMtb g5z » EREZAIEE HER A/ GC S & T » 19RELMER PCR 1HEITHEIE - Al
A BISEHRTEMA TIER -

T : ASE gDNA (ZFER 50 ng/25 ul) ° 7k3E 1 DCL (4 kb 5 GC 36% ° 73 2 : TGFB1 (4 kb ; GC 63%) © y%k3& 3 : HBB (1 kb ;
GC 39%) ° 7kJ& 4 : TP53 (0.5 kb ; GC 46%) ° Jk3& 5 : TP53 (4 kb ; GC 48%) k3 6 : IGF2R (2 kb ; GC 50%) ° ki 7 : HBB (6
kb ; GC 37%) ° k& 8 : BCL2 (0.6 kb ; GC 68%) ° )& M : DL5,000 DNA Marker

BX SR % S SRR/ PCR

The effect of toxic pyridine-alkaloid secondary metabolites on the sunbird gut microbiome (Gunasekaran et al. 2020;

NPJ biofilms and microbiomes)
Comparative Study of Intestinal Microbiota Composition of Six Edible Fish Species (Ofek et al. 2021; Front Microbiol)

The Human Milk Microbiota Produces Potential Therapeutic Biomolecules and Shapes the Intestinal Microbiota of
Infants (Bani M et al. 2022; Int J Mol Sci.)

B

EmeraldAmp® GT PCR Master Mix EmeraldAmp® MAX HS PCR Master Mix

RR310A 160 Rxns 2X premix, Dye-added RR330A 160 Rxns 2X premix, Dye-added,
RR310B 800 Rxns ' RR330B 800 Rxns High yield, Hot-start
EmeraldAmp® MAX PCR Master Mix

RR320A 160 Rxns 2X premix, Dye-added,

RR320B 800 Rxns High yield
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Takara LA Tag DNA polymerase

Eg R R EMREEEEEY
B =S3EE gDNA fEEAY A DNA &1y - RREA[E 30 kb
B %% Pseudogenes Z S ERIRF Ik AT BN S =B ERM

Takara LA Taq DNA polymerase = Proofreading B4 Esf1&H &
FEX PCR BtMEERECHMA » WIRHBEENASE Hot-start #
BERImEARN LUK 2X TRREIE o ot - TMREEIEM GC &E
TR A A GC-rich fYBIZEY) °

R&EHZFEY PCR

Wild-type Taq

PCR | RH& (B)TakaRa

AT

0=
DS

Takara LA Taq DNA Polymerase (A[E) AIEEMEMEERFE (KK 35kb) - HHLLREFLEE Taq (£E) -
FKIE 1 B 12 BIEHEEY) - KB 1: 0.5kb e KB 2: 1 kb o K& 3: 2 kb e k& 4 : 4 kb e KB 5:6 kb ©
KB 6: 8 kb o KB 7 : 10 kb © K3 8 : 12 kb o K& 9: 15 kb © %38 10 : 20 kb © )& 11 : 28 kb © k& 12 : 35 kb ©

VKIE A & B: Marker ©

é TR £ FERKIISEE DNA 125 cDNA [oiE

Novel insights into adaptive evolution based on the unusual AT-skew in Acheilognathus gracilis mitogenome and
phylogenetic relationships of bitterling (Li et al. 2024; Gene)
Single-cell multiomics reveal the scale of multilayered adaptations enabling CLL relapse during venetoclax therapy
(Thijssen et al. 2022; Blood)
MitoTALEN reduces mutant mtDNA load and restores tRNAAIla levels in a mouse model of heteroplasmic mtDNA
mutation (Bacman et al. 2020; Nature Medicine)

TaKaRa LA Taq DNA Polymerase (Mg2+ plus buffer) TaKaRa LA Taq DNA Polymerase with GC Buffer
RR002A 125 Units _ HREREREDN GC a8
RRO02M | 250 Units B2 dNTP mix, RRO2AG | 125 Units ~65%
RR002B 1,000 Units Mg2+ plus buffer LA PCR" Kit, Version 2.1
RR002C 3,000 Units RRO13A 50 Rxns B3 dNTPs, [FHEHIRAR
TaKaRa LA Taq DNA Polymerase Hot-Start Version RRO13B 100 Rxns 1% , Primer mix
RR042A 125 Units :
. as i
RRO42B 500 Units Hot-start, 2= dNTP mix




(@TakaRa PCR | R

A N

PrimeSTAR GXL DNA polymerase
(=}

#E GC-rich RAZARAVIEIE A

B RIEERERES (R& 30 kb) - WKARMEFISKER

B #35¢ GC-rich 8 AT-rich ¥ Z M eiERIEEYE - MAXENER
1&14+HE1tL - FEMEETT PCR 18

B SR ESEERMA NGS XE  #HREERE

PrimeSTAR GXL DNA polymerase R& B B AN B IR
K BETERATF - BRARSEHEAENESR » flansanEy
DNA ~ FFPE 5AF] cfDNA 5 ©

GC-rich PCR

PrimeSTAR GXL

PrimeSTAR GXL DNA Polymerase #ttfiEH i 2% ER) DNA 585 » ¥ GC-rich B ZEBRERIIRIEHER -
&/ PrimeSTAR GXL DNA Polymerase SFHZEIMELEIAERBEMNER - IR (JXE 1 F 2) A% gDNA (RfE
2 100 ng/50 pl) ° jk3E 1 : APOE E[X (746 bp : GC &8 = 74%) ° 73 2: TGF-B1 &R (2,005 bp ; GC &8
=69%) ° iR (k& 3 A 4) : T. thermophilus HB8 gDNA ( R FEE 10 ng/50 pl) ° k& 312,029 bp (GC &8 =
74%) ° K3 414,988 bp (GC BE =74%) ° JKk3E M : Marker e

é i3S TRIE MR ERREEANREERME

A semi-automated and high-throughput approach for the detection of honey bee viruses in bee samples (Nikulin et
al. 2024; PLOS ONE)

SARS-CoV-2 reverse genetics reveals a variable infection gradient in the respiratory tract (Hou et al. 2020; Cell)
Long-range PCR in next-generation sequencing: comparison of six enzymes and evaluation on the MiSeq®

sequencer (Jia et al. 2015; Sci. Rep.)

PrimeSTAR GXL DNA Polymerase PrimeSTAR GXL Premix Fast

RO50A 250 Units Hot-start RO53A 200 Rxns Hot-start, 2X premix,
R050B 1,000 Units R053B 800 Rxns Fast PCR (5 sec/kb)
PrimeSTAR GXL Premix PrimeSTAR GXL Premix Fast, Dye plus

RO51A 200 Rxns ) Hot-start, 2X premix,
RO51B 800 Rxns Hot-start, 2X premix RO52A 200 Rxns dye added




PCR | RH& (B)TakaRa

PrimeSTAR LongSeq DNA Polymerase

R M AR RIEEER « B AHEEA) DNA 75
W BRI BTHBRF IR0 (7T 50 kb HES)
W ¥4 GC/AT-rich SR 5t BEEEFRHE T RABIRHY

B SES—IREIHIFFS ZIERIE - SThR FEX Multiplex PCR R fE LN SRR
= 5

PrimeSTAR LongSeq DNA EE ERIThHA &= E—4 » FERA
838 50 kb MBRMERNATHIBIIES Z MY AIBERARER
EIRAIIEREIE - 2X THERBEFBERD ( BX ~ &R ~ dNTP

%) » #58 Hot-start 7188 * B7E -20C TAZHER ° DNA i
EE B

S HKELERY DNA 5 514E1E

& $

PrimeSTAR LongSeq DNA Polymerase A1) B #5E i fE 1% PrimeSTAR LongSeq DNA Polymerase BES¥I A 5884 IE
TREIIREEEA 0.5-53 kb i A%E gDNA ° PrimeSTAR S EMBI®E) GC/IAT-rich BAREITREEEY -

LongSeq DNA Polymerase 7] B8 ¥ — i &K IEZX PCR
BRRARETRN  RERNBHEF 1  KE M1:1 kb
DNA ladder k& M2: A DNA (49 kb) °

.3 »49 Tl 20-plex PCR HHEREIFETRREER

Tech Note - Long-range PCR up to 53 kb and reliable multiplexing of GC/at-rich and repetitive regions

55%

PrimeSTAR LongSeq DNA Polymerase

RO55A 200 Rxns Hot-start, 2X premix,
R055B 800 Rxns BFEANERFRER




(@)TakaRa PCR | Multiplex PCR

Titanium Taq DNA polymerase

TR BB A BRI Multiplex FEFS

B HEEEHBEHEREESESER PCR EY)
W A= EZA Mg® JEEEE » —[)5ETT Multiplex PCR

EAESTT BAR "
W RHEHMEC LB TR HE - TR BRI ARy -

EcoDry" He; &R

Titanium Taq 2—EEREAER Taq WEREBAH - 85 N Kb
% AIERR 5- F 3 exonuclease SE1E » WAKIREBBENERE DA
Titanium Taq T&& T FiX Hot-start PCR £Y TaqStart® #7182 » AN e A

B HRZERERINER

Multiplex PCR

Titanium Taq

{& A Titanium Taq DNA Polymerase i 175 2 — 4B 5% EERY
Multiplex PCR °

AL gDNA 1EREIRIN 9 ABARRRIS| FE e B 24T PCR »
VK38 1-9 K {# A Titanium Taq 2 BB G E 5| FH B RIE -
KB 12-14 RABEIRIERNATE 9 A5 FHETWEZE PCR X
JiE = 3% 1: LRP5 (155 bp) » 73& 2: KIT (201 bp) * & 3: CCR5
(247 bp) » i 4: GHR (353 bp) ° ¥ 5: PIK3R1 (449 bp) * k&
6: F683/R1288 (604 bp) * 73 7: SPP1 (780 bp) 7% 8: RN3C1
(1,068 bp) * 7i& 9: IL12B (1,321 bp) * #ki& 10: Marker ° 33 11:
MRS A M IBAR » kI8 12-14: 9-plex PCR =4 »

49 ZEFA#H CRISPR &fi%E Multiplex PCR

Genome-wide CRISPR screens reveal host factors critical for SARS-CoV-2 infection (Wei et al. 2021; Cell)
Clinical experience of laboratory follow-up with noninvasive prenatal testing using cell-free DNA and positive

microdeletion results in 349 cases (Schwartz et al. 2018; Prenat. Diagn.)
Titanium Taq has been validated on various multiplexing platforms, such as Affymetrix’ s microarray kits and the

MassARRAY System from Agena Bioscience

Titanium Taq DNA Polymerase Titanium Taq PCR Kit

639208 100 Rxns B dNTP » (B84
639209 500 Rxns dNTPs ERSMNEE 639210 30 Rxns {E4% + Primer mix
639242 1,000 Rxns High Yield PCR EcoDry Premix

50X Titanium Taq DNA Polymerase (Glycerol-Free) 24 Rxns ) .
639246 50 ul | dNTPs BSSMEE 639278 48 Rxns RSP HORL TR




PCR | BkA (B)TakaRa

Advantage 2 DNA polymerase

AERIRERIERA PCR EIED
B F|A Titanium Taq * Proofreading E#Z4ll Taqstart #182A0;8
a1 WEEWE « ERALRE
W EEE R E AR 18 kb | HAEIERE T 6 kb o
W ENER DB - BACERRIRH B T L

Advantage 2 DNA polymerase H Titanium Taq ~ 2*&H#Y Proofreading
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Advantage 2 Advantage 2 Company X

{#F Advantage 2 Polymerase Mix #E12 R E RS FE1EMR o {3 Advantage 2 Polymerase Mix #1 X A5 Taq B&EEESY
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Identification and quantitation of multiple variants in RNA virus genomes (Sena et al. 2024; Biol. Methods and Protoc.)
A cancer cell program promotes T cell exclusion and resistance to checkpoint blockade (Jerby-Arnon et al. 2018; Cell)
Preparation of single-cell RNA-seq libraries for next generation sequencing (Trombetta et al. 2014; Curr. Protoc. Mol.

Biol.)

Advantage 2 Polymerase Mix Advantage GC 2 Polymerase Mix
639201 100 Rxns - = BN GC &8 >65% 1Y
8

639202 500 Rxns dNTPs 5 IMEE 639114 100 Rxns B1E ; dNTPs B RAMEE

Advantage 2 PCR Kit High Fidelity PCR EcoDry Premix

639207 30 Rxns BE dNTPs » [ZMHEHIRA 639282 24 Rxns N
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639206 100 Rxns &4 Primer mix 639280 48 Rxns
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Terra PCR direct polymerase
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Terra PCR direct polymerase 2 — S AGBAFHREL 2 Hot-start DNA
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{#F3 Terra PCR Direct Polymerase Mix B2 Mg {#F Terra PCR Direct Kit #1775 [2%EAY DNA i - 2 5I{EF Terra
1% SRY BFEEA (148 bp) - PCR B HRMAREIEIEH ABAM X ARABAREY FFPE REMRIBAY GAPDH ER FE ©
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A time- and single-cell-resolved model of murine bone marrow hematopoiesis (Kucinski et al. 2024; Cell Stem Cell)
Highly sensitive spatial transcriptomics at near-cellular resolution with Slide-seqV2 (Stickels et al. 2021; Nature
Biotechnology)

Rapid and sensitive diagnosis of fungal keratitis with direct PCR without template DNA extraction (Zhao et al. 2014;
Clin. Microbiol. Infect.)

Terra PCR Direct Polymerase Mix Terra PCR Direct Red Dye Premix
639270 200 Rxns A . Hot-start, 2X premix, dye
639271 800 Rxns Hot-start, B2 dNTP mix 639286 200 Rxns added
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Powerful polymerases
for breakthrough results
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