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Watchmaker NGS Kit =1

PRECISION EN2YMES AND PROTEINS

DNA sample NGS library prep kit

o e T e r -

Sonication 4 DNA fragmentation Enzyme
Product Cat. No. Product Cat. No.
Watchmaker DNA Library |7K0101-024 (24 rxn) || Watchmaker DNA Library 7K0013-024 (24 rxn)

Prep Kit (PCR-free)

7K0101-096( 96 rxn)

Prep Kit with Fragmentation
(PCR-free)

7K0013-096( 96 rxn)

Watchmaker DNA Library
Prep Kit (w/o primers)

7K0103-024 (24 rxn)
7K0103-096( 96 rxn)

Watchmaker DNA Library
Prep Kit with Fragmentation
(w/o primers)

7K0022-024 (24 rxn)
7K0022-096( 96 rxn)

Watchmaker DNA Library
Prep Kit

7K0102-024 (24 rxn)
7K0102-096( 96 rxn)

Watchmaker DNA Library
Prep Kit with Fragmentation

7K0102-024 (24 rxn)
7K0102-096( 96 rxn)

RNA / mRNA sample NGS library prep kit

mRNA capture

Product

Cat. No.

Product

Cat. No.

Watchmaker RNA Library Prep
Kit with Polaris Depletion

7BK0002-024 (24 rxn)
7BK0002-096( 96 rxn)

Watchmaker MRNA Library
Prep Kit

7BK0001-024 (24 rxn)
7BK0001-096( 96 rxn)

Watchmaker RNA library Prep
kit

7K0078-024 (24 rxn)
7K0078-096( 96 rxn)

Watchmaker RNA library Prep
kit

7K0078-024 (24 rxn)
7K0078-096( 96 rxn)

Polaris Depletion Kit-
rRNA /Globin (HMR)

7K0077-024 (24 rxn)
7K0077-096( 96 rxn)

Watchmaker mRNA Capture
kit

7K0105-024 (24 rxn)
7K0105-096( 96 rxn)




Watchmaker DNA Library Prep Kit
with Fragmentation

Watchmaker DNA
Library Prep Kit

dsDNA that requires fragmentation

dsDNA that is already sheared or
does not require fragmentation

Input range

<1 ng to 500 ng

500 pg — 1 g

Library prep time (excluding PCR)

90 — 140 min
(including enzymatic fragmentation)

115 =170 min
(from fragmented input)

Adapter compatibility

Full-length UDI or CDI adapters
"Stubby” adapters
Adapters with/without UMIs

Full-length UDI or CDI adapters
"Stubby” adapters
Adapters with/without UMIs

Watchmaker DNA Library Prep Kit

Watchmaker DNA Library Prep Kit

Supports PCR-free workflows Yes Yes
Single tube library prep Yes Yes
Tunable size selection Optional Optional
Automation-friendly workflow Yes Yes

Whole genome sequencing

(human, microbial) v v
Targeted sequencing (hyb. capture) v v
Somatic and germline variant detection v v
Copy number variation (CNV) analysis v v
Detection of t_ranslocalions and other v v
structural variants

Metagenomic analysis v v
Bulk RNA-seq (from full-length or v v
fragmented cDNA)

Viral sequencing v v
cfDNA/ctDNA/liquid biopsy analysis v
Fragmentomics v
ChiP-seq v
Methyl-seq* v

*In combination with Equinox Uracil Tolerant Library Amplification Kits.
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Workflow (Adapter Concentration)
Watchmaker DNA library prep kit #&& cfDNA HIEE (%&£ ) TapeStation 47 cfDNA library &5 -

(fa) ML TapeStation A fthHIE#L library preparation Z& - L 1 ng Isopure cfDNA - f£F Watchmaker DNA
Library Prep Kit ~ KAPA HyperPrep Kit 2% NEBNext® Ultra ™ |l #4T DNA Library Prep - 2B kit #8LE -
Watchmaker kit WEESH 9 & - BE3BIENN adaptor HREETERIMELL  E—PRETEE 20-25% - WHR
A adaptor-dimer HEREE -

70%
100

5000

 Watchmaker
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Improved Coverage
40% 3000
50

30%

Percent of Bases
Base Depth
*

2000

% 20%

10001
10%
500 1000 1500 2000 2500 3000 3500 4000 4500 5000 ol

Coverage (X) Watchmaker KAPA NEBNext 061K ASOT 6120 ES45K  T7OM  L858R
NRAS KRAS  PIK3CA EGFR

Bases Covered (>3,000 X; 95% Cl)

o

Watchmaer DNA library prep kit BI3&70 liquid Biopsy B coverage

(£)25 ng library HEEBRBIFNEREZR - (F) &£ Base covered >3,000x ¥ - Watchmaker LEERERS 7
3.5 {8/ coverage - () Base coverage depth D4R -
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Watchmaker mRNA
Library Prep Kit

chmaker RNA Library Prep Kit
with Polaris Depletion

Ribosomal and globin depletion Bead-based poly(A) capture

Watchmaker RNA
Library Prep Kit

None

RNA input 110 1000 ng 2.510 1000 ng 0.2510 100 ng
Library prep time <4.5 hours <5 hours <3.5 hours
Species compatibility Human, mouse, and rat Any eukaryote Any

‘Stubby” adapters
FullHlength UDI or CDI adapters
Adapters with/without UMIs

"Stubby” adapters
Full-length UDI or CDI adapters
Adapters with/without UMIs

Adapter compatibility

"Stubby” adapters
Full-length UDI or CDI adapters
Adapters with/without UMIs

Automation-friendly

workflow Yes Yes Yes
Protein-coding (exonic; mRNA) . . . Protein-coding (exonic; mRNA)
Types of RNA detected } Protein-coding (exonic; mRNA) !
Long non-coding (IncRNA) Long non-coding (IncRNA)
rRNA/globin depletion
mMRNA Capture FFPE treatment
FFPE treatment

Includes reagents for: _ RNA library prep
RNA library prep , o
_ o Library amplification
Library amplification

RNA library prep
Library amplification

Sample type
Intact (RIM >7) v v v
FFFE v v
Blood v v
Tissue biopsies v v v
Dried blood spots* v v
Cell lines and organocids v v v
Application
Gene expression analysis v v
Gene fusion detection v v v
e . v v
Movel transcript discovery v v
il ot veran . v v
Long non-coding RMNA-seq v
Targeted sequencing v

*From external testing.

Watchmaker RNA Library Prep Kit

Watchmaker mRNA
Library Prep Kit

mRNA Capture

Watchmaker RMA Library Prep Kit
with Polaris Depletion
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Watchmaker mRNA
Library Prep Kit
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mRNA Capture

KAPA™ mRNA HyperPrep Kit mRNA Capture

NEBNext® Ultra Il Directional
RMNA Library Prep Kit with
poly(A) mRNA Isolation

mRNA Capture

I NEBNext 1
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Equinox® library amplification kit

AR fidelity - 3398 F5! coverage ~ MUK complexity - EFfmERAEANEEEK
BlnmAaEEZMA ~ cell-free DNA ( cfDNA ) 247 ~ single cell 247 ~ F1RIA hybridization
capture -

0.00025 - 1.00
B Watchmaker _ o
B KAPA g
9 0.00020 E
S 0.75
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(7£) Equinox® library amplification kit 9 polymerase #E==ZEREESE 40% -

(45) Low Bias UMI amplification - #EF&7A UMI B adaptor K& Whole genome library -
Equinox library kit coverage overall read family 8 75% M £ ( LUK GC 28% 25-75% 1
read family #990% M E) -
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Polymerase Activity Exonuclease Activity

Amplification Cycles

(££) Hot Start THEENE= - BB 25°C F incubation B2 AlIR0RI ANTP JEAZL ANMP release ZRaEAh
Equinox Library Amplification polymerase ~ KAPA HiFi HotStart DNA polymerase A1 NEB Q5 DNA K
polymerase Ml exonuclease &t -
() & Library amplification - 8/ Equinox library amplification kit ~ KAPA HiFi HotStart ReadyMix
A1 NEBNext Ultra Il Q5 Master Mix # human Whole genome (10 ng ) #4T=R#EIL -
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NO BEADS AMPURE XP M-270
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%GC
TEWIRTZHE T EST amplification - FINEBSE—BMHM coverage

% Equinox library amplification kit ¥ human whole genome library ( 0.04 pg ) W B%&# AMPure
XP # Dynabeads ™ M-270 WI1EW T - ¥4T 26 18 cycle amplification -

35

B Uracil P5/P7 primers
P5/P7 primers
30 -
s : Equinox Uracil tolerance library amplification
5, : 7 kit TTAERHAZ RIEIE (Uraci)iy template
G 9 |
=]
g 5 3 5 5 INFERBRYARER - Equinox library amplification kit ##
10 % % % 27A Uracil B primer ## - M Equinox Uracil tol-
o i) e
S f 2 2 erance library amplification kit BIFERE—ZRFIEA
. R A -
Equinox  U-Tolerant Equinox U-Tolerant Equinox  U-Tolerant
Copies 100 1,000 10,000

PRODUCT 24 RXN 96 RXN 384 RXN

Equinox Library Amplification Kit

Includes P5/P7 Primer Mix (10X) 7K0014-024 7K0014-096 7K0014-384

Equinox Library Amplification Kit

) 7K0021-024 7K0021-096 7K0021-384
(w/o primers)

Equinox HC Library Amplification Kit

Includes P5/P7 Primer Mix (10X) ) 7K0094-096 7K0094-384

Equinox HC Library Amplification Kit

) - 7K0065-096 7K0065-384
(w/o primers)

Equinox Uracil Tolerant Library Amplification Kit

Includes P5/P7 Primer Mix (10X) 7K0023-024 7K0023-096 7K0023-384

Equinox Uracil Tolerant Library Amplification Kit

) 7K0028-024 7K0028-096 7K0028-384
(w/0 primers)




MRNA enrichment / rRNA&Globin (HMR) depletion kit

IncRNA 5ther RNA

Total RNA

rRNA — ribosomal RNA (80-90%)
Intronic — non-coding RNA (within
gene sequences) and Intergenic —

RNA between gene sequences

Exonic — coding mRNA (Globin
MRNA — up to 70% in whole blood)

Total RNA

l

Probe
hybridisation
and
depletion
(RNAseH)

Probe
digestion

|

mRNA + IncRNA

95%

Bases (%)

25

rRNA

5 3 5 3
rRNA 3 s rRNA 3
5 3 g )
IncRNA
l 5 3
5 rRNA 5
rRNA 5 3
s e @ 5 3
v ¢ , RNA , , INGRNA
5 5 5 o o 3 5 3
5 s @ 5 3
“ IncRNA
“ 5 3 “ 5 3
d ¥ 5 3" IncRNA
5 3 5 3
Sequence Composition

sample ofEBIERERINDITHIAEK -

Includes 458 ETS
and ITS in

rRNA reference 10%
4 A

44%
4%
Polais Depletion kit IEIEAER MRNA
59%
6%

None (Control)

M rRNA

Polaris Depletion Kit -
rRNA/Globin (HMR)

M Globin

mRNA Capture
RNA Enrichment Method

Polaris Depletion

M Intergenic Intronic M Exonic

Component volume

Kit code Description
24 rxn 96 rxn
7K0077-024 Depletion Master Mix 120 pL 540 pL
(24 rxn)
Depletion Probes - rRNA/Globin (HMR) 70 pL 300 pL
7K0077-096
(96 rxn) Probe Digestion Master Mix 925puL 42mL
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Accessory , Enzyme K ABREE

Category Product Description

Precision Enzymes (engineered for demanding applications)

StellarScript HT+ Delivers best-in-class thermostability and inhibitor tolerance
Reverse Transcriptases StellarScript HT Provides increased thermostability and inhibitor tolerance
StellarScript Offers template switching and robust performance

- Yields excellent fidelity, uniform sequence coverage, and high-complexity
*
DNA Polymerases Equinox Polymerase PCR products

S ——
Core Enzymes (enzymes of broad utility manufactured to high purity)

RNase Inhibitors RNase Inhibitor Protects RNA from degradation at temperatures <55°C

Strong strand displacement activity and processivity for isothermal

phi29 DNAP amplification with 3'=5' exonuclease activity

Exhibits 5'>3' exonuclease activity, lacks 3'>5' exonuclease activity, and

Taq DNAP has strong terminal transferase activity to generate A-tailed products
DNA Polymerases
(DNAP) Exhibits 3'=5' exonuclease activity, lacks 5'=3' exonuclease activity,
T4 DNAP and forms blunted DNA ends by removing 3' overhangs and filling-in
5'overhangs
e colonAp
Ligases T4 DNA Ligase Joins blunt and cohesive (sticky) ends and repairs single-stranded nicks
Kinases T4 Polynucleotide Kinase ;rgg;;ejsg#(i;g;ilégnationthrough 5' phosphorylation and
ﬁ:ggé(iel;ztrand DNA binding T4 Gene 32 Protein Assists isothermal amplification applications
*2X and 4X mastermix formats
Product Name Catalog Number
phi29 DNA Polymerase Kit (10 U/ul) w/ 10X buffer 7K0104-100UL
T4 DNA Ligase Kit (600 U/ul) with 10X Buffer /K0026-500UL
T4 DNA Ligase Kit (600 U/ul) with 5X Rapid Buffer /K0004-500UL
T4 DNA Ligase Kit (600 U/uL) with 2X Rapid Buffer 7K0025-500UL
T4 DNA Ligase (600 U/ul) /7K0027-500UL
T4 DNA Ligase Kit (120 U/ulL) with 10X Buffer /K0039-500UL
T4 DNA Ligase (120 U/ul) /7K0042-500UL
T4 DNA Ligase Kit (120 U/uL) with 2X Rapid Buffer /7K0041-500UL
T4 DNA Ligase Kit (120 U/ul) with 5X Rapid Buffer /K0040-500UL




@) MACHEREY-NAGEL

,,;l_l | Filtration - Rapid Tests - Water Analysis - Chromatography - Bioanalysis
"I "1 Filtration - Schnelkteste - Wasseranalytik - Chromatographie - Bioanalytik
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Function Product Cat. No.

NucleoSpin Gel and PCR Clean-up XS 740611.50

Clean up NucleoSpin gDNA Clean-up XS 740904.50
NucleoSpin RNA Clean-up XS 740903.50
NucleoSpin Tissue XS; 740901.50
DNA NucleoSpin cfDNA XS 740900.50
NucleoSpin DNA FFPE XS 740980.50
NucleoSpin RNA XS; 740902.50
RNA NucleoSpin RNA Plus XS 740990.50

NucleoSpin totalRNA FFPE XS 740969.50
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REF Volume

000 O 0 3 O .0 o
O 00O Q5 R ) 3 = 731 g & 3
%’\‘?‘x - 5}@%@ - g?&%% — — &@? Shas Hﬁ“i 744970.5 5mL
reh ooty [VC] e 9] [
- 744970.50 50 mL
Additign of bead Binding Ethanql Wash Elution Final product
suspension to sample (twice) 744970500 500 m|_
DI DNA e RNA - RE E contaminants (O magnetic beads
Lower cut-off Higher cut-off &Eﬁ frag ment miX ):‘1 Eﬁ\%g
- — .
300

¥ single sided size selection (left or right), & m# IRz
FEELLBIRS - DUBERE SR A R - % double

s sided size selection, E#TMIELBHAS - LIBFHRER

cut-off ERIEA B ERFIER cut-off EIB/NRE -

250

200

100

50

T T T T T T T T T
35 100 200 300 400 500 700 2000 10380

A B
[FU)A sh:;.aamuu i) T —
¢
1404 q 600
\
1204
500
100+
400
80+
) 300
40+ 2004
20 \/—J»’\\J 100 l
N L ]
15750 100 150 200 300 400 S00 700 1500 )] P e e e L
35 100 200 300 400 500 700 2000 10380  [b9)

NGS library preparation &R

A TrusegTM DNA PCR Free kit from lllumina (red)&# NGS library; W B AMPure® XP
(blue) and NucleoMag® NGS Clean-up and Size Select (green) #47 clean up 1 size selec-

tion. (A) 1ug sheared E. coli DNA input (B) Library &% - #17 size selection 1 clean up
BWMAER - (FRHEE RS 650 bp (insert + adapters))

E/FDH
A (A) ERERAER
12% B
MN beads / AMPure XP AMpure XP #1
o 1.6
B 0w — llumina g 1.4 L MN beadS /%EI:%)FH
& — AMPure XP 245 © A e .,
[T — MN beads < . 5 . SE L
- e i
% 04 % § 0:6 : LA s .
E\E 02 % % 0.4 (B) (B) MN ﬁﬁiyﬁi\i
T 0.2 g
00% - s 1 i g 0 e e AMPure® XP ¥k
} Mapped Depth : 20 % 30 % 40 % 50% 60% 70% s
(normalized by depth / average of depth) GG Gontent E/\J 7J< le e /é\\lil % ﬂl

BESEMEME -
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Rl ERIRMBRAR

pln=if S 2]
RREYRIEBRAT
fengdebio@fengdebio.com.tw
TEL : 02-8792-9619#13

FAX : 02-8792-9620

FEMEHE (RS )
R EYRERBRAT
zhanchengbio@gmail.com
TEL : 0902376386

Line ID : 0902376386

hER AL SH R (B PR 1T)

TERHEEES
howlchen.bpt@gmail.com
TEL : 04-2285-8876

Mobile: 0912468811

TEL : 0800-211-667
TEL : 02-8792-9619
FAX : 02-8792-9620

14 S1dtmREAH#E 166 & 14 3%

Mail : service@biogenesis.com.tw

Website : www.biogenesis.com.tw

S#EEEAT FEERARRAT

john@biogenesis.com.tw arielt0306@gmail.

TEL : 02-8792-9619#17 TEL:0903-968-10

FAX : 02-8792-9620 FAX:03-36866:

HREYREARAT
gene_science@hotmail.com
TEL : 07-313-6221
FAX : 07-322-0573

%EEH - 0800-313-513
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