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KAPA DNA QC

KAPA hgDNA & QC SYBR Green | 5 :
qPCR KAPA SYBR® FAST qPCR Master Mix eagent preparation
DNA
Sample dilution
DNA
( DNA )
( Q-ratios) FFPE DNA Prepare and dispense
master mixes
Add samples and controls
Perform gPCR
(Q-ratios) Data Analysis
KAPA SYBR FAST gPCR Master Mix
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| KAPA DNA Qc
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| KAPA
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| KAPA DNA Qc

gPCR-Based Quantification and QC Assays Provide Actionable Data for NGS Library
Construction from FFPE Samples of Variable Quality

Assessing DNA Quantity and Quality from FFPE Samples prior to Next-Generation Sequencing
using the KAPA hgDNA Quantification and QC Kit

KAPA hgDNA Quantification and QC Kit Technical Data Sheet, KR0454
KAPA hgDNA Quantification and QC Data Analysis Template
gPCR Equipment Compatibility Guide

KK
KAPA hgDNA ( ) 07960590001 KK4960 300
KAPA hgDNA (ABD) 07960603001 KK4961 300
KAPA hgDNA (BioRad) 07960611001 KK4962 300
KAPA hgDNA (ROX Low) 07960689001 KK4969 300
KAPA hgDNA (LC480) 07960620001 KK4963 300
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1 KAPA HyperPrep
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Evolved.

WGS, WES, WGS, WES,
Custom Panels, Custom Panels, CqutGoSrﬁvlgggéls
ChlIP-Seq, Methyl-Seq ChlIP-Seq, Methyl-Seq

10 ng - 5 ug 1ng-1ug 1ng-1pg
DNA

FFPE DNA

DNA (cell-free DNA) N/A
ChIP-DNA
( ) < 40% < 60% < 100%
DNA KAPA HiFi KAPA HiFi KAPA HiFi
PCR-free
DNA ( )
45-6hr 2-3hr 1oshr




KAPA HTP/LTP

(HTP)

= KAPA HiFi

KAPA

Hlumina®

(LTP)

DNA

(Pure Beads) (

KAPA HTP/LTP

KAPA
p56)

(Adapters)

End Repair

Bead Cleanup

N\

Single Tube

Bead Cleanup

N\

Adapter Ligation

Single Tube

Bead Cleanup

N\

Bead Cleanup

N

Library Amplification

Bead Cleanup
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| KAPA HTP/LTP

“ (with-beads)”

Place on

.+ Remove

1 End repair Add beads magnet/_\ & supernatent

Y

e’

Add reagent
or elution buffer

4 Capture or
sequencing

XEMRE BB 9

KAPA HTP/LTP

/] 4
KAPA ’ 4L

KAPA DNA/RNA

96

Kapa Biosystems é 2 NGS

KAPAE B L HR= S
DNA/RNA

DNA

| 16



| KAPA HTP/LTP

. PCR
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| KAPA HTP/LTP

Meeting the challenges of high-throughput, low-input library construction for lllumina®
sequencing (Parts 1 and 2)

Quail, et al. Optimal enzymes for amplifying sequencing libraries. Nature Methods 9
(2012): 10-119: 10

Ross, et al. Characterizing and measuring bias in sequence data. Genome Biology 14 (2013),
doi:10.1186/gb-2013-14-5-r51

Newman, et al. “An ultrasensitive method for quantitating circulating tumor DNA with broad
patient coverage.”, Nature Medicine (2014), doi:10.1038/nm.3519

Van Allen, et al. Whole-exome sequencing and clinical interpretation of formalin-fixed,
paraffin-embedded tumor samples to guide precision cancer medicine. Nature Medicine
(2014), doi:10.1038/nm.3559

Automated library construction using KAPA Library Preparation Kits on the Agilent® NGS
Workstation yields high-quality libraries for whole-genome sequencing on the lllumina platform

Automation of ChlP-Seq library preparation for next-generation sequencing on the
epMotion® 5075 TMX

KAPA Library Preparation Kits enable the construction of high-quality NGS libraries on the
Apollo 324™ automated NGS library preparation system

KAPA NGS Library Preparation Technical Guide, KR0427
KAPA HTP Library Preparation Kit Technical Data Sheet, KR0426
KAPA LTP Library Preparation Kit Technical Data Sheet, KR0453

KAPA Library Preparation Kit Technical Data Sheet for Roche® SeqCap® EZ Target
Enrichment, KR0935

KK
KAPA DNA LTP (8 ) 07961863001 KK8230 8
KAPA DNA LTP (48 ) 07961880001 KK8232 48
KAPA DNA HTP (96 ) 07961901001 KK8234 96
KAPA DNA LTP ( 8 ) 07961871001 KK8231 8
KAPA DNA LTP ( 48 ) 07961898001 KK8233 48
KAPA DNA HTP ( 96 ) 07961910001 KK8235 96
DNA | 18



KAPA HyperPrep

DNA

KAPA HyperPrep
lllumina
KAPA HyerPrep

KAPA HyperPrep

=2~3

FFPE
DNA
- PCR

KAPA DNA

KAPA HTP/LTP

”

FFPE  cfDNA
( )
cfDNA
PCR-free
KAPA HiFi
(adapter)

KAPA Adapters KAPA Pure Beads

( )

KAPA

Single Tube

Single Tube

End Repair & A-tailing

Adapter Ligation

Bead Cleanup

S

Library Amplification

(optional)

Bead Cleanup

19 | DNA




| KAPA HTP/LTP

= KAPA HyperPrep
3

- DNA

KAPA HyperPrep Kit

Total time: 2.75 hours

End Repair & A-tailing

Adapter Ligation

Bead Cleanup

Library Amplification

(optional)

PCR-free

(adapter)

N &3I™" @ | R3I7™=G@

Total time: 3 hours Total time: 6 hours

End Repair & A-tailing End Repair

Adapter Ligation Size Selection

Bead Cleanup Adapter Ligation

Bead Cleanup

Library Amplification Bead Cleanup

Bead Cleanup Library Amplification

Bead Cleanup

KAPA HyperPrepX EEiSi{FISHIL THERTERZNRMNE, RETEREEREMITERTER. KAPA HyperPrep

PCR-free 2 KAPA HyperPrep
DNA 1 ng-1 g ( ) illumina adapter
adapter
‘ ‘ KAPA HyperPrep 32
2 16
( 32
KAPA HyperPrep Great Product!
DNA | 20



| KAPA HTP/LTP

- ( Conversion Rate ) DNA (%)
(complexity) (quality)
= KAPA HyperPrep DNA ( )
DNA PCR-free
. PCR
Conversion Rates KAPA HyperPrep X EEHI2it I &5 8 = MU M,
10 I KAPA HyperPrep Covaris DNA
B} 3 ::\‘ KAPA HyperPrep
L
g DNA  Qubit™ KAPA HyperPrep
g | qPCR
3 KAPA Library Quantification N
° KAPA Library Quantification

1ug 100 ng 10 ng
DNA input
= KAPA HyperPrep PCR-free
- KAPA HiFi
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o 7 it A N l ez 1 |2
B - — - ——
g : < " 3 KAPA HiFiff #{RERIE, FHREEE
3 = o -5 2 % H H—i%, Clostridium, 29%
- £ - < g = : s @
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o u“
R =2 E, . 2 : GC%
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e el HyperPrep Kt 100 ng
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§ S Nonedreass ssootn [~ % ] E.;L:;u::;: e %gi [~ (]2 Cyc|es for Clostridium
g . ;}i . 2 g’ . 5 . 2 and 13 cycles for Bordetella) KAPA HiFi
g % & % 4 g - lllumina
= e > [ = o . .
2 E =T il = &8 E = S < 8 Miseq, 2x 300 bpo picard.
= rd - a
D o g < g
2 c g Fe é’ g K 2 §
i LA fLd
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| KAPA HTP/LTP

FFPE

. FFPE

- Library Diversity
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cfDNA
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PCR —

KAPA HyperPrep X BE# 12 iR i &2 S FFPEH
AHMESFE, 100ng FFPE DNA
KAPA HyperPrep |

SeqCap EZ Comprehensive Cancer Design(4 Mb)

(10 cycles for KAPA
HyperPrep vs. 14 cycles for Competitor)

13 KAPA
HyperPrep Kit PCR

(2 x 75 bp) lllumina HiSeq®
2500 Picard
reads ~1400 /

. KAPA HyperPrep

( adaper: insert )

Library Diversity

x10° molecules
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Hyper (60:1)  Hyper (300:1) Hyper (1000:1) (3]
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KAPA HyperPrep X EHRi{F &R T cell-free DNAX EEHIE ) Z IR
(

KAPA HyperPrep

) 2ng cell-free DNA

(2x 150 bp)

KAPA HyperPrep ( ) C

llumina MiSeq® Picard

DNA
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| KAPA HTP/LTP

- ChIP-Seq DNA
- ( Chromatin Immunoprecipitation, ChIP) DNA
DNA 1ng
= KAPA HyperPrep ChIP DNA 100 pg ( adaper: insert )
KAPA HiFi
A B
S Pearson Correlation: 0.991 =7 Pearson Correlation: 0.934 1ng_1 100 pg_1
g¢ °g
. 1ng_1 10 pg_1
e 15444

' : (61.1% overlap)

T
0 log,, (rpm)

log, (rpm)
ing_1 ing_1
KAPA HyperPrep Kit BiZhAF100 pg ( RE{E#2IHE ) ChIP DNAEME, Burkitt's
H3K4mes ChIP DNA 1ng 100pg 10 pg
( 11 16 19) ( ) Venn ( )
1ng 100 pg (A) 1ng 10pg (B) 10p
(>90% v.s. 100 pg <3500 1ng <120) 10 pg
Illumina HiSeq2500, 2X50 bp Bowtie HOMER Emory
University
« REALNF( Methyl-Seq )
DNA
DNA GC NGS
- ( adaper: insert ) KAPA HyperPrep 10 ng
DNA KAPA HiFi Uracil+ KAPA HiFi
Uracil DNA
A B
>
Sample Total reads Uniquely mappable Non-mappable £
10 ng input 12,958,987 8,052,046 62.1% 1,627,950  12.6% §
I3}
£
500 ng input 13,164,796 8,621,114 65.5% 1,272,515 9.7% %o
T T T T T T
100
%DNAm - 10 ng library
KAPA HyperPrep i 7 & & KAPA HiFi Uracil + & 7] 5 2h 52 5 B T R £k 40 32 5 BFIDNASLEH3EE B-cell DNA
Mspl 500 ng 10 ng - Adapter: insert 500:1.
10 cycles for 500 ng 15 cycles for 10 ng A: B: methylation calls. 10 ng 500 ng
:2x50bp lllumina HiSeq 2500. Bismark. Emory University o

23 | DNA ,
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| KAPA HTP/LTP

Increasing the percentage of analyzed patients using a highly streamlined library prep
workflow for exome and long-insert libraries

FFPE library construction for lllumina® sequencing: insights and improvements

The evolution of library prep: selecting for both quality and speed

Jones, et al. Library preparation methodology can influence genomic and functional
predictions in human microbiome research. PNAS (2015), doi:10.1073/pnas.1519288112
Pan, et al. Brain tumor mutations detected in cerebral spinal fluid. Clinical Chemistry (2015),
doi:10,1373/clinchem.2014.23457

Legendre, et al. Whole-genome bisulfite sequencing of cell-free DNA identifies signature
associated with metastatic breast cancer. Clinical Epigenetics (2015), doi:10.1186/s13148-
015-0135-8.

Caron. et al. Cell-cycle-dependent reconfiguration of the DNA methylome during terminal
differentiation of human B cells to plasma cells. Cell Reports (2015), 13: 1.

Jeukens et al. Draft genome sequence of triclosan-resistant cystic fibrosis isolate
Achromobacter xylosoxidans. Genome Announcements (2015), 3(4): e00865-15

Quail, et al. Optimal enzymes for amplifying sequencing libraries. Nature Methods 9 (2012):
10 - 11

KAPA HyperPrep: A streamlined solution for the construction of ChIP-Seq libraries from
picogram amounts of DNA

KAPA HyperPrep and HiFi Uracil+ Kits allow for reduced-representation bisulfite sequencing
of ultra-low amounts of DNA in B cells

KAPA HyperPrep Technical Data Sheet, KR0961

KK
KAPA DNA Hyper (8 07962312001 KK8500 8
KAPA DNA Hyper (24 07962347001 KK8502 24
KAPA DNA Hyper (96 07962363001 KK8504 96
KAPA DNA Hyper 8 07962339001 KK8501 8
KAPA DNA Hyper 24 07962355001 KK8503 24
KAPA DNA Hyper 96 07962371001 KK8505 96

DNA
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KAPA HYPER PLUS

KAPA HyperPlus Fragmentation

™ End Repair & A-tailing
2
e
(=
KAPA HyperPlus g -
Adapter Adapter Ligation
’ Bead Cleanup
KAPA HyperPlus N
FFPE DNA. Library Amplification
é’ (optional)
(=
2
H
& Bead Cleanup
=1.5-3
- FFPE ( )
" PCR ( PCR-free )
" KAPA HiFi
" adapter-

KAPA Adapters  KAPA PureBeads
( )

25| DNA



| KAPA HyperPlus

. NGS
KAPA HyperPlus Kit Nextera
Total time: ~2.5 hours Total time: ~2.5 hours
-
End Repair & A-tailin: Bead Cleanu
- KAPA HyperPlus H ;
e
@ Adapter Ligation Library.Amlp.Ii{fjication
- KAPA HyperPlus (required)
FFPE DNA
Bead Cleanup Bead Cleanup
Adapter PCR-free
Library Amplification
% (required)
s
£
tJ Bead Cleanup
= KAPA HyperPlus DNA
. DNA FFPE DNA DNA

% Conversion

Conversion Rate Ranges

W Covaris + |

1
I HyperPlus

Covaris + HyperPrep

Tug

100 ng 10 ng
Input Amount

KAPA HyperPlus IR M TR BT LRI 5

Q$O
)

( DNA

1ng-1ug

90%
PCR-free

KAPA HyperPlus

100 ng

DNA

DNA
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| KAPA HyperPlus

DNA

DNA GC

Tunable Library Insert Sizes

Reproducible Fragment Sizes

250 800 W B. pertussis 10 ng
= 45 min = 20 min = 10 min B. pertussis 50 n,
200 4 = 30min = 15min = 5 min 700 IE.Zo/HDng 9
® g‘- 600 .| M E coli50ng
Q -~ uman 10 ny
§ 150 '\“ " i .g 500 ; . :um:n ;g nz
@ W‘” 2 400 H C. difficile10 ng
S 1004 ! -4 C. difficile50 ng
E ‘ g 300 P. falciparum 50 ng
50 .\ < 200
_,\_J ) . N\ 100
° 0
1 60 100 200 300 400 700 2000 10000 5 min 15 min 45 min
bp Fragmentation Time
The KAPA FragiBRig It AT4Z BB i BREd#2. 100 ng ARYF. FRGCEEFEARMIISHT=E—BX/DEHEN .
DNA 37 (5-45 ) DNA
150 bp-800 bp KAPA HyperPlus GC% 5 mn 15 min
4 45 min 700bp 350bp 200 bp : Bioanalyzer
LabChip® GX Touch HT 2100 : High-Sensitivity DNA Assay (Agilent Technologies)  KAPA
HT DNA HiSens Reagent Kit (PerkinElmer) o HyperPlus kit
= KAPA HyperPlus KAPA HyperPrep+ Covaris
= KAPA HyperPlus (KAPA HiFi)

Covaris and HyperPrep

50 ¢ 50 °

40 - r 40 -

(%)
(%)
(%)

-10 0 10 20 30 -10
Position

KAPA HyperPlus T{EFTRIKS T R/ IFTRTRZE

HyperPrep + Covaris
(-10 bp to +30 bp ). KAPA HyperPlus

HiSeq® 2500  2x100 bp custom python scripte

HyperPlus

| BRI @

0 10 20 30 -10 0 10 20 30

Position Position
50 ng DNA (41%GC ) KAPA HyperPlus
40 bp

- llumina

27 | DNA



| KAPA HyperPlus

= KAPA HyperPlus

= KAPA HyperPlus

A . .
Sequence Coverage Uniformity
0.040
0.035 Covaris + HyperPrep
0.030 — HyperPlus
-
9] —1
80 0.025
i
« 0020
o
S 0015
=
& 0010
i\
[T
0.005
0.000
0X 20X 40X 60X 80X 100X
Depth of Coverage
B

{E FAKAPA HyperPlus X EHMEIRXHE, giRE “S&" X
MESH—HMBEEE, BIENFERE

50 ng DNA KAPA HyperPlus
KAPA HyperPrep + Covaris
| Kapa SeqCap®

EZ Target Enrichment System  HGSC VCRome exome panel (Roche®™)
(2x100 bp): llumina Hiseq 2500

A Bedtools ( 27 million reads)
HyperPlus +HyperPrep
( )

\

2900ty

P

G L OO DA 00 MR O AR

[0-69)

20000t w 2mes000 b
H '

6218bp
2905100000 2052001

Covaris + HyperPrep

[0-100]

HyperPlus
o521
KLHL30 gene
B. 30 million hg19 BWA. KLHL30 ' 1 2. GC ( =
GC = GC). KAPA HyperPlus GC | 1
( ) 2 SNP
DNA | 28



| KAPA HyperPlus

FFPE

- FFPE
Panel
Duplicates On-target Reads
100.0 70.0
80.0
65.0
60.0
g QQGD.O
40.0
56.0
20.0
0.0 50.0
FFPE 1 FFPE 2 FFPE3 Blood 1  Blood2  Blood 3 FFPE1 FFPE 2 FFPE3 Blood 1~ Blood2  Blood 3
Bases Covered at 250X Adjusted Mean Coverage Depth
100.0 1,400
Qmou
80.0 et
51.000
=X
o 60.0 8 800
> (1)
) 600
40.0 1]
-
g 400
20 Q 200
0.0 0
FFPE1 FFPE2  FFPE3 Blood1  Blood2  Blood3 FFPE1 FFPE2  FFPE3 Blood 1 Blood2  Blood 3
[ HyperPlus [l Covaris
KAPA HyperPlus X EHMEIXFISERSFFPER XM FSIESE . 200 ng FFPE DNA 50 ng DNA KAPA
HyperPlus KAPA HyperPrep+ 42 SeqCap EZ panel FFPE KAPA
HyperPlus on-target 5% 0.96
(R?>0.96)- ( o lllumina® MiSeq® 2x150 bp : Picard and lllumina VariantStudio V2.2

The Royal Marsden Hospital .

-~ FFPE1 (25 positions) FFPE2 (14 positions) FFPE3 (18 positions)
(=)
&
g >, 100.0 - 100.0 o
-0 R? = 0.9955 - R?=09668 . 100.0 v )
[~ T — e 800 R? = 09911
=0 800 -
g = 60.0 60.0 . o »
> g B P . [ 60.0
i H‘: 400 o * 400 . : - 400 ._o'. .
- > )
E g 200 ﬂv' 200 o . 200 . r4
.= 0.0 200 40.0 60.0 80.0 100.0 0.0 20.0 40.0 60.0 80.0 100.0 0.0 200 40.0 60.0 80.0 100.0
S

Variant Frequency (%) for Covaris shearing + KAPA HyperPrep
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| KAPA HyperPlus

De Novo

= KAPA HyperPlus

GC%

KAPA Hyper Prep +

A
C. difficile (29% GC) E. coli (51% GC) B. pertussis (68% GC)
0025 o 00s5 005
) 0.040
0020 055 004
o o o
] £ £
= © 0.030 o
s 0015 g 5 003
8 !
g g o S
s § oo g
'.3 0010 1y E E 0.02
£ ! £ oos g
0.005 I o010 0.01
0 0 2 w0 60 o 2 0 ) a0 100
Depth of Coverage Depth of Coverage Depth of Coverage
HyperPrep I HyperPlus EN m
C. difficile (29% GC) E. coli (51% GC) B. pertussis (68% GC)
30 300 12 300 18 300
Hyper Prep ~ ~ 16 ~
25 = HyperPlus 250 & 11 250 % ’ 250 %
e St Sp :
sz.o 200 % % 1.0 200 E g 12 200 g
o ° o s © °
s £ = E 5 10 E
8§15 150 = § 09 150 = § 150 2
E 3 E 5 ET 08 s
510 / 0 5 §os w 2 3 os 00 £
= s S
z 2 04 z
0.5 50 0.7 50 50
02
0.0 06 0 00 0
0 15 20 25 30 35 40 45 50 25 30 35 45 50 55 60 65 70 45 50 55 60 65 70 75 80 85
GC% of 100 Window Bins GC% of 100 Window Bins GC% of 100 Window Bins
HyperPrep M HyperPlus HN m
KAPA HyperPlusXEHMBIXHEENENEEFANERBRPIRGEEMNBERY—HREIRKMGCEHEIT. 3 GC

1 ng DNA

N 1 N 2 1

A. BE19—HEEBE, 900,000 reads,

B. GCIRZME, PicardiX{#it{TH#T,

- lllumina MiSeq, 2x300 bpe

Bedtools
N

GC

GC%

KAPA HyperPrep Kit+

KAPA HyperPlus kit,

KAPA HyperPlus  KAPA HyperPrep+

100 bp

GC

KAPA HyperPlus

GC

)
KAPA HyperPrep+

100 bp

DNA
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| KAPA HyperPlus

De Novo

. contigs  N50 de novo

1400
1200
1000
800
600
400
200

Number of contigs

C. difficile E. coli B. pertussis

800 |
700 |
600 -
500 |
400 -
300
200
100 -

Largest contig (kbp)

C. difficile E. coli B. pertussis

400 -
350
300 |
250 |
200 -
150 |
100 -

50

N50 length (kbp)

C. difficile E. coli B. pertussis

HyperPrep M HyperPlus EN o

RESH—MREYERENDTRENde novo 2 EEAHZ,
KAPA HyperPlus  KAPA HyperPrep
contigs  N50 : Spades V3.5 Quast

31 | DNA
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| KAPA HyperPlus

The evolution of library prep: selecting for both quality and speed
KAPA HyperPlus: The next step in the evolution of library preparation

NGS Library Preparation: Theory and Practice Pt 3. A Practical Example—Library Preparation

with the KAPA HyperPlus Kit

A novel, single-tube enzymatic fragmentation and library construction method enables fast

turnaround times and improved data quality for microbial whole-genome sequencing

KAPA HyperPlus Technical Data Sheet, KR1145

KK
KAPA DNA HyperPlus (8 07962380001 KK8510 8
KAPA DNA HyperPlus (24 07962401001 KK8512 24
KAPA DNA HyperPlus (96 07962428001 KK8514 96
KAPA DNA HyperPlus 8 07962398001 KK8511 8
KAPA DNA HyperPlus 24 07962410001 KK8513 24
KAPA DNA HyperPlus 96 07962436001 KK8515 96

DNA
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KAPA Stranded
RNA-Seq Kit

FFPE

6-8 hr

10-400 ng

RNA
RNA

KAPA RNA
HyperPrep Kit

4 hr

1-100 ng

RNA

KAPA Stranded KAPA RNA
RNA-Seq Kit HyperPrep Kit

8-10 hr 5.5 hr
100 ng-4 pg 50 ng-1 pg
mRNA mRNA
RNA
( )
mRNA-Seq

KAPA Stranded KAPA RNA
RNA-Seq Kit HyperPrep Kit
with RiboErase with RiboErase

10-12 hr 6.5 hr

100 ng- 25 ng
1pgrRNA -TpgrRNA

RNA
FFPE RNA

RNA

SNV



KAPA STRANDED RNA-SEQ

Kapa RNA
KAPA HiFi HotStart (
)

RNA
(10 ng - 400 ng)

RNA

GC

KAPA (Adapters) KAPA (Pure Beads)
( )

“With-bead”

Single Tube

37 | RNA



| KAPA Stranded RNA-Seq

reads
chr19
i o= == T T i  — T
p133 p13.2 p13.13 p13.11 p12 p1l qll a1z Q1311 q13.12 q1331 q1332  q1333  ql341 ql342 qI3.43
5 ng input
15 ng input
o Al‘.'l'll"l______llllll II'II Illlllll.h;____
— R N —
RefSeq Genes FTL
GC Content

Ihi. |.I.J.||u....u||..|hlh|.i.1||.||h.i|.l||| m.lhu. [T Y ] ST

T ra=1rTrnew l1"nr[| |7 R

| T —
B L

B 10000

FARFEEETESEARSETRM, L GC
poly(A)  RNA
20 ) 4 3K
. mRNA
A IS
? [ ]
| ]
—
g —
IH ,//// 1B
& &
1 :
o ’ ok
1o o X
g —
- /‘/
i
™ 2M 5M 10M 15M 20M
E#i(read) &

BERHIK TR EMRNAS KRB HE,

RNA(Ambion)
)

b

4

RNA(IncRNA)
FPKM

IncRNA

1000

100

KAPA Stranded RNA-Seq

FPKM>1

KAPA Stranded RNA-Seq

(

i‘ii

FPKM>10

FPKM>100 FPKM>500

SeqgCap®incRNAEnrichment

P41

RNA | 38



KAPA STRANDED mRNA-SEQ

mRNA RNA
KAPA Stranded RNA-Seq KAPA mRNA RNA
mRNA, poly(A) RNA( (100 ng-4 pg)
RNA RNA RNA)
= KAPA Stranded RNA-Seq KAPAStranded RNA-Seq
. ac ( P36 )
. KAPA (Adapters) KAPA (Pure Beads)
( )

39 | RNA



| KAPA Stranded RNA-Seq

. (duplication rate),

W g%hﬁguiﬂgtl!{t Dup(l(i)zziltion uni(rul:en::):r:s(gripts gell\:gis“ il:g;l‘t)ifﬁed
KAPA Stranded mRNA-Seq Kit 4000 ng 24.43 112,136 21,016
| 4000 ng 31.20 111,370 20,547
KAPA Stranded mRNA-Seq Kit 500 ng 28.90 110,690 20,644
| 500 ng 36.43 109,810 20,134

EREERENREER, KAPA Stranded mRNA-Seq

[ KAPA Stranded mRNA-Seq

® i
=}
g
o
>
8 10
c
@
0
=
-
Q
N
5 05
£
S
2

0

0 20 40 60 80 100
5' - 3' Transcript length (%)
EEZH—MRFA, 500ng RNA  KAPA Stranded mRNA-Seq Kit | , KAPA 5'

3 1

RNA | 40



| KAPA Stranded RNA-Seq

- GC
.
chr3
= wasemz B @z ens iz ps Ph iz CCa T T T T CC T T T
20 kb
) ) 183874 kb 183876 kb 183878 kb 183,880 kb 183,882 kb | 183884kb 183886kb 183888kb 183890 kb 183892 kb

Total RNA

4pg

500 ng

GC Content

RefSeq Genes

EAGCHREIMBEERIRHA, DVL3 5 3 C GC KAPA Stranded
mRNA-Seq ( ) | ( )

chri

PR P2 el P s RW3 | pWT RS p®I w2 gLt paspzipaz o pEspmloopn a7 R T Wiz T a2 [ T

4,267 bp

1,263,000 bp 1,264,000 bp

1,261.?00 bp 1.262,q00bp

s [0-125] H T
overage ant . H

4ng
KAPA

Coverage

4pg
17 %

Coverage

500 ng
KAPA

Coverage

500 ng
1%

GC Content

RefSeq Genes

BEREMERFHESERA, KAPA Stranded mRNA-Seq C )| ) KAPA
GLTPD1 | ( )

41 | RNA ,
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| KAPA Stranded RNA-Seq

ELEILI
- Optimized Library Construction for High-quality Transcriptome Sequencing on the
lllumina® Platform

836 3Bk
- Landis, et al. The progesterone antagonist mifepristone/RU486 blocks the negative effect on
life span caused by mating in female Drosophila. Aging 7(1) (2015): 53-69

- De Maio, et al. The Dengue Virus NS5 Protein Intrudes in the Cellular Spliceosome and
Modulates Splicing. PLOS One (2016), dx.doi.org/10.1371/journal.ppat.1005841

- Magnan, et al. Sequence Assembly of Yarrowia lipolytica Strain W29/CLIB89 Shows
Transposable Element Diversity. PLOS One (2016), dx.doi.org/10.1371/journal.pone.0162363

- Mao, et al. Haploinsufficiency for Core Exon Junction Complex Components Disrupts
Embryonic Neurogenesis and Causes p53-Mediated Microcephaly. PLOS Genetics (2016),
dx.doi.org/10.1371/journal.pgen.1006282

- White, et al. Transcriptome Sequencing and Simple Sequence Repeat Marker Development
for Three Macaronesian Endemic Plant Species. Applications in Plant Sciences (2016),
dx.doi.org/10.3732/apps.1600050

AR
- KAPA Stranded RNA-Seq Kit Technical Data Sheet, KR0934
- KAPA Stranded mRNA-Seq Kit Technical Data Sheet, KR0960

7= aniiiig s KK S ik
KAPA Stranded RNA-Seq (24 ) 07962142001 KK8400 24
KAPA Stranded RNA-Seq (96 ) 07962169001 KK8401 96
KAPA Stranded mRNA-Seq (24 ) 07962193001 KK8420 24
KAPA Stranded mRNA-Seq (96 ) 07962207001 KK8421 96

RNA
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KAPA STRANDED RNA-SEQ
( )

RNA(rRNA) RNA
RNA(RNA)
(100 ng - 1 pg)
RNA KAPA
Stranded RNA-Seq ( / / ) RNA
RNA RNA
rRNA 99.98%

FFPE

KAPA Stranded RNA-Seq

GC
KAPA (Adapters) KAPA (Pure Beads)
( ) KAPA Stranded
RNA-Seq
( P36 )

43 | RNA



| KAPA Stranded RNA-Seq ( )

rRNA

rRNA
( FFPE JrRNA
RNA
A
05 35
|7 KAPA RiboErase [¥ KAPA RiboErase
~ ~ 30
S o4 o s [N
- = 25
< <
2
E 03 € 20
] ®
202 .E 15
2 =
) Q 10
-4
& o
05
0 0
25ng 100 ng 1000 ng UHR RNA FFPE Kid ney
UHR RNA Input Input Sample Type
ARAME. EREOHES, NRIEZBEARNAZRHBEENY, KAPA Ribo Erase
| N rRNA reads
A. RNA  KAPA StrandedRNA- Seq | 25ng-1000 ng (UHR)RNA
rRNA
B. KAPA Stranded RNA- Seq N RNA 100 ng UHRRNA (RIN<2.5)
FFPE rRNA
VT
kb ) 2 l‘(b ) 4 Iy‘<b 6 5b I‘J)S ko 10‘kb ) lz‘kb ) IA‘kb 16‘kb
o-7za fJinininiaininiaiaiainly . TTTTTmmmmmmmmmmmmm———— H
. ’ .
1 . :
17| . :
N [
[
. .
' -
10 - 25000] =
' L4
KAPA s H
RiboErase . ¢
' L4
. )

L]
1]
n L]
Undepleted : '
Total RNA ] :
L] n
L] 1]

L
T L] n
. * > > > >
Gene L 12SHRNA  16STRNA # NDI ND2 rocon C02 ATP8/6 CO3 NDa4/4L ND5 cviB !

¥

I ] - -

=M IZFEARNA(RRNA) R AR, BA{RIEBHRER ST,
KAPA RiboErase 12S  16S rRNA( )
( ) 100 ng UHR
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| KAPA Stranded RNA-Seq

N R3]

16
—C T e S E———
B @ a7 a2z a2 FEI—T @ @
226,600 bp
Il '
[0-371) 1
g Coverage 1
E i 1
1 1 o
sanyur U O [Ny, o osan g ] — 1y,
[0-103]
= Coverage
W& rag
[0- 253]
Coverage

Undepleted
Total RNA

Coverage

[0-166]

GC Content

Genes

(

RAEECCHAMERFREMESE,
) GC

[0 - 9074]

KAPA

Coverage

[0 - 7904]

1 %5

Coverage

[0 - 11200]

N &3

Coverage
Junctions

Undepleted
Total RNA

Coverage

Genes

oo} A0 IR e A e
|

REEERFHBRMIZF. MALATI
Stranded RNA-Seq

KAPA Stranded RNA-Seq

PV YWV U Y

100ng UHR RNA



| KAPA Stranded RNA-Seq ( )
Coverage
High-quality Mapping Duplication uniformity Residual ded # Unique # Genes
Kit sample input (%) (%) cv) rRNA (%) (%) transcripts identified
KAPA Stranded RNA-Seq Kit 1000 ng 91585 12,69 0.568 0.049 99.64 24,485,153 22,275
with RiboErase
| 1000 ng 92.577 21.77 0.663 0.156 99.95 23,047,496 21,782
KAPA $tranded RNA-Seq Kit 100 ng 90.303 26.77 0.618 0.064 99.5 19,824,805 22,376
with RiboErase
| 100 ng 92.609 34.04 0.639 0.126 99.94 19,425,920 21,898
N 100 ng 92.393 68.68 0.657 0.432 96.94 8,549,714 22,200
) 100 ng

KAPA Stranded RNA-Seq Kit 90.800 11.49 0.684 95.757 99.73 8,148,976 18,361

(Undepleted)

mRENFHES T, RNA  KAPA Stranded RNA-Seq
KAPA
RNA | 46



| KAPA Stranded RNA-Seq ( )

&I

- KAPA RNA-Seq with RiboErase: providing a more comprehensive view of the transcriptome

$6 % 3T K

- Bailey, et al. Genomic analyses identify molecular subtypes of pancreatic cancer. Nature,
531(7592), 47 - 52. doi:10.1038/nature16965

13

- Chen, et al. A TGFB-PRMT5-MEP50 axis regulates cancer cell invasion through histone H3
and H4 arginine methylation coupled transcriptional activation and repression. Oncogene
(2016), doi:10.1038/0nc.2016.205

- Waldorf, et al. Fetal brain lesions after subcutaneous inoculation of Zika virus in a pregnant
nonhuman primate. Nature Medicine (2016), doi:10.1038/nm.4193

@ sk
- An effective and reliable enzymatic method for the depletion of ribosomal RNA for
preparation of high-quality libraries for transcriptome sequencing

BAR
- KAPA RNA-Seq Kit with RiboErase Technical Data Sheet, KR1151

7= miEid FmiEs KK&S b3k
KAPA RNA-Seq +RiboErase 07962282001 KK8483 24
RNA /o (24 )
KAPA RNA-seq +RiboErase
BNA ;o 96 ) 07962304001 KK8484 96

47 | RNA



KAPA RNA HYPER PREP

Kapa RNA

mRNA

KAPA RNA HYPER PREP

RNA

KAPA (Pure Beads)
KAPA (Adapters)

RNA

RNA

Fragmentation
and Priming

1st Strand cDNA Synthesis

2nd Strand Synthesis
and A-tailing

Single Tube

Adapter Ligation

KAPA Pure Beads
Cleanups

Library Ampl ification

with KAPA HiFi

Single Tube

KAPA Pure Beads
Cleanups

RNA
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| KAPA RNA HyperPrep

Tube 1

Tube 2

RNA
( mRNA

KAPA RNA HyperPrep
Tieimte

Fragmentation
and Priming

1st Strand cDNA Synthesis

2nd Strand Synthesis
and A-tailing

Adapter Ligation

KAPA Pure Beads

Library Ampl ification

with KAPA HiFi

KAPA Pure Beads

~4.0 hr

Tube 1

Tubes 2 and 3

Tube 4

1 &5l

Fragmentation

and Priming

N &5l

Fragmentation
and Priming

1st Strand cDNA Synthesis
(not all reagents supplied)

2nd Strand Synthesis

Adapter Ligation

~6.0 hr

RS MERNAS TR, KAPA RNA HyperPrep

Tube 1

Tubes 2 and 3

Tube 4

1st Strand cDNA Synthesis

(not all reagents supplied)

2nd Strand Synthesis

Adapter Ligation
(adapters sold separately)

~5.5 hr

49 | RNA



| KAPA RNA HyperPrep

= KAPA RNA HyperPrep mRNA (HRM)
KAPA RNA HyperPrep Kits KAPA mRNA
with RiboErase (HMR) HyperPrep Kits
Total RNA Total RNA
(25ng - 1 pg) (50 ng - 1 pg)
Hybridize RNA 1st mRNA Capture
~1.5 hr
Deplete rRNA
with RNase H 2nd mRNA Capture
KAPA Pure Beads Cleanup | ~2.5 hr
DNase Digestion
KAPA Pure Beads Cleanup
v
KAPA RNA HyperPrep - KAPA RNA HyperPrep
Workflow L Workflow ~4.0 hr
BN E): ~6.5 hr A EEH R A ) ~5.5 hr
KAPA RiboErase (HMR) rRNA mRNA## 3% mRNA
RNA RNA
rRNA RNaseH mRNA
Kapa RNA HyperPrep
mRNA
RNA
, RNA | 50



| KAPA RNA HyperPrep

- Kapa
- FFPE

KAPA RNA KAPA RNA HyperPrep Kit KAPA mRNA
HyperPrep Kit with RiboErase (HMR) HypelPlep Kit

1-100 ng 25 ng-1 pg 50 ng-1 pg
rRNA mRNA
Pih
HEKA
=EEXHAL
R SMERPOIIEFRTE, KAPA RNA HyperPrep : mRNA rRNA (RiboErase) RNA

51 | RNA



| KAPA RNA HyperPrep

. rRNA PCR

rRNA Depletion mRNA Capture

40 -

30 -
m rRNA m rRNA
B Duplicates | Duplicates
30
& &
10+
10
| - ol
KAPA RNA HyperPrep | RS N R 8 KAPA mRNA HyperPrep | R5IF=8 N R3I7=&
with RiboErase
24,000 - 22,300 -
3 3
o o
Q21,000 - S 22,000 -
18,000 21,700
135,000 - 134,000 -
2 g
8 8
H H
£ 125000 4 £ 132,000 4
) z
H 2
] . o
115,000 130,000
KAPA RNA HyperPrep 1 RS~ G N R5I=S KAPA mRNA 1 R5I=S N R5I= S
with RiboErase HyperPrep
BEmEMFI AR D, KAPA RNA HyperPrep rRNA PCR
(A and B). , | N KAPA °
25ng 50ng RNA
[llumina® HiSeq® 2500 \ 2x100bp rRNA
14M

RNA | 52



| KAPA RNA HyperPrep

- GC
rRNA Depletion
A
19 kb
. AZ.SI?A kb AZ‘GB‘G kb hZ.B‘ES kb AZ,GQ‘O kb AZ,BQ‘Z kb AZ,GQ‘A kb hZ.B?G kb AZ,G?B kb 42,70P kb . h2,702‘ kb
[0-470]
KAPA RNA W 1 [ ]
HyperPrep with
RiboErase (HMR)
[0-470]
‘ [ I ey [ ] b |
@’w
oo i I I A |
N O] ——., | < |A] A [ _\|
GC Content
Genes == 1 -
ENST00000616651 YBX1
B mRNA Capture
3,639 bb
63,740,000 bp 63,7A|“uan bp 63,7472‘,000 bp 53,743.‘000 bp
[0-120]
. v - S M du L“__
HyperPrep e J—
(0-1201 Y e el B e . on i i
el bl AL AR el
[0-120]
N U S et G D vt ot A —.
e e ™
GC Content
Genes —
ENST00000467211 ENST00000266077 ~ ENST000004937772 ENST00000473157 SLC2A4RG
C rRNA Depletion D mRNA Capture
16 4 16 4
¥ KAPA HyperPrep with RiboErase (HMR) CV: 0.65 I KAPA mRNA HyperPrep CV:0.64
14 - M| CV: 0.69 14 4 W1 CV: 0.68
EN CV:0.69 I\ CV:0.69
o 12 ° 121
g g
S 1.0 S 1.0 A
3 >
8 8
E 0.8 + E 0.8 o
g 06 g 06
S 5
Z 04 Z 04 |
0.2 0.2 A
0.0 T T T T T 0.0 T T T T T
0 20 40 60 80 100 0 20 40 60 80 100
Normalized position along transcript 5' - 3' Normalized position along transcript 5' - 3'
REBRESH—#, YBX1(A) SLC2A4RG (B) GC ( ) KAPA RNA HyperPrep
GC o 1000 s
KAPA (C and D)» 25ng( )
50 ng(mRNA ) RNA
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| KAPA RNA HyperPrep

FFPE RNA KAPA RNA HyperPrep 25ng FFPE RNA
. rRNA
Higher-quality FFPE Lower-quality FFPE
[FU) [FU]
40 | 40 |
Thyroid FFPE Duodenum FFPE
RIN: 2.2 RIN: 2.5
g 7 Dv200: 47% g Dv200: 29%
c c
s E
™ ™
10 10
0 L 0 —
2 200 500 1000 2000 4,000 [nt] 2 200 500 1000 2000 4,000 Ing
WRFFPEH R ZRNAEAERIKE R, FFPE (RIN: 2.2) 47% RNA 200 nt
the duodenum FFPE (RIN: 2.5) 29% RNA 200 nt
Agilent® RNA 6000 Pico Kit.
A 100 B 100 -
m rRNA m rRNA
W Duplicates W Duplicates
75 4 75
é 50 § 50
& H
25 | 25 4
0 - 0
KAPA RNA 1 &5 & N R3I= & KAPA RNA 1 &5 & N R&5= &
HyperPrep HyperPrep
with RiboErase with RiboErase
C D
22,000 22,000
3 3
S b
s 2
3 B
aQ 19,700 Q 19,700
c c
o o
@ 17,200 ¢ 17,200 -
B 125,000 T 125000
S b
s 2
3 &
a a
%_ 105,000 {’.._ 105,000
H H
= 85000 85000 [ |
KAPA RNA 1 RII=R N &5~ KAPA RNA 1 B3R N &5~ &
HyperPrep HyperPrep
with RiboErase with RiboErase
EmEHFAMEREND FFPE KAPA RNA HyperPrep (HMR)
rRNA (A and B)o , KAPA
(C and D)o FFPE 25ng
100 ng °
RNA | 54



KAPA RNA HyperPrep

- FFPE
KAPA RNA HyperPrep Kit
with RiboErase (HMR)
10,000 7
1,000
= R? = 0.923
+
=
g 100
&
10
1 T T
1 10 100 1,000 10,000
Fresh Frozen
TPM+1)
N &5~
10,000 7
1,000 Aty
= R? = 0.896
T
=
E 100
&
10
1
1 10 100 1,000 10,000

Fresh Frozen
(TPM+1)

FFFE (TPM + 1)

10,000

1,000

=)
=]

1 &5

R? = 0.820

1 10 100 1,000 10,000

Fresh Frozen
(TPM+1)

FFPE# fm fNE 3 B S & ok R A AW RIX B RIEF
EEETH—BH, TruSeq® Stranded Total
RNA Library Prep with Ribo-Zero® Gold ~ NEBNext®
Ultra Directional Library Preparation with the rRNA

Depletion , KAPA RNA HyperPrep Kit with
RiboErase (HMR) o

100 ng FFPE
RNA
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| KAPA RNA HyperPrep

- KAPA mRNA HyperPrep Kit Technical Data Sheet, KR1352

- KAPA RNA HyperPrep Kit Technical Data Sheet, KR1350

- KAPA RNA HyperPrep Kit with RiboErase (HMR) Technical Data Sheet, KR1351

= miig FmEs KK&%S k]
KAPA RNA Hyper (24 ) 08098093702 KK8540 24
KAPA RNA Hyper (96 ) 08098107702 KK8541 96
KAPA mRNA Hyper (24 08098115702 KK8580 24
KAPA mRNA Hyper (96 08098123702 KK8581 96
KAPA RNA Hyper +RiboErase

RNA / (24 ) 08098131702 KK8560 24
KAPA RNA Hyper +RiboErase

RNA / (96 ) 08098140702 KK8561 96

RNA
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I

%3 (Adapters)#n
W4Tk (Beads)









KAPA

(Adapters)

lllumina® &
DNA HyperPrep RNA HyperPrep
KAPA  (Adapter) . . Total RNA, mRNA or
barcode llumina® ragmentation rRNA-depleted RNA
KAPA KAPA N N
DNA RNA ! . Fragmentation
End Repair & A-tailing and Priming
\/ \/
KAPA (Single-indexed  Adapter) 6-nt Adapter Ligation 15t Strand Synthesis
(barcode) 24 1.5uM 30 pM
\/
KAPA Pure Beads 2" Strand Synthesis
Cleanup A-tailing
A4 A4
KAPA (Dual-indexed Adapter) 8-nt CAPA e Bond
: - ure Beads
(barcode) 96 KAPA Library Amplification Cleanup
15uM 96 N N
NGS
KAPA Pure Beads Adapter Ligation
Cleanup
KAPA (Adapter) KAPA
KAPA Pure Beads
Cleanup
\/
KAPA Pure Beads
Cleanup
\/
Library Amplification
with KAPA HiFi
\/
] KAPA Pure Beads
. (index) Cleanup

- KAPA

61|




| KAPA

(Adapter)

KAPARIGERCE L (24) KAPAN ifitrid 3k (96)
A& 30 pM 1.5 pM 15 pM
KAPA HyperPlus#l HyperPrep ) 50 ng -1 ug
< XESERAE 25ng-Thg <ong HEATRIAE <50 ug
2
KAPA HTPE, LTP " RiERI%" ! 1 2
SR & iR A 2100 ng <100 ng <1 ug
KAPA Stranded RNA-Seq Kits Sy =
with RiboErase (1Z#ER < 5%) AR FreEnE
KAPA Stranded RNA-Seqiz 7 & / g =
KAPA mRNA-Seq izl & i RS
e WRBATHAERERE
KAPA RNA HyperPrep Kits with 200 "9~ 119 ;5(’0*“?\'155* AATE s
RiboErase (i) = ERNAFTFIRNA 2 RIER MR IS FFPERE A
é Eh SORBIRNAFFRNAE B
KAPA mRNA HyperPrepizt & ;];”rgm\]:% " <500 ng FAFmRNAJ 3K
- 1000 <s0ng BEBMFARIEE 0T 50-100ng
KAPA RNA HyperPrepist 7l & = RNA HOED A R ER ISR FFPEREASE D OuE RNA

TREIRNA

mRATHEHMERE
Ak AR

145100 ngitia BHEFHIECSORERIE TN T BRANIE

AR EHHRIRETI A RN EERRE
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| KAPA (Adapter)

- KAPA Single-Indexed Adapter Kit Technical Data Sheet, KR1317
- KAPA Dual-Indexed Adapter Kit Technical Data Sheet, KR1318
- KAPA Single-Indexed Adapter Kits Calculator

KK
EA(;tP:+B 30 uM 08005699001 KK8700 24 40 pL
gl:tp,oégo M 08005702001 KK8701 12 40 pL
gA(;tPQSO ny 08005729001 KK8702 12 40 pL
gA(;tP:_FB 15 UM 08005770001 KK8710 24 40 pL
gl:tPAALS UM 08005788001 KK8711 12 40 pL
g?tpl?1_5 uM 08005796001 KK8712 12 40 pL
E?')P:\M) 08278555702 KK8722 96 40 pL

- Adapter Set A B & 4R 2, 4,5,6,7, 12,13, 14, 15,16, 18 # 19
« Adapter Set BE&4r% 1,3, 8,9, 10, 11, 20, 21, 22, 23, 25 Fll 27
- B WiRELBRE=FZIER, ATRTEMAR

© AR & B A KAPARE LR il
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KAPA

KAPA

DNA RNA

DNA(1 ng - 5 pg)

(Pure Beads)

DNAX EE#32 RNAZEEH33E
F ) Total RNA, mRNA or
ragmentation rRNA-depleted RNA
\/ \/
) . Fragmentation
End Repair & A-tailing and Priming
\/ \/
Adapter Ligation 1%t Strand Synthesis
\/ \/
KAPA Pure Beads 2" Strand Synthesis
Cleanup A-tailing
\/

Library Amplification

N

KAPA Pure Beads

Cleanup

KAPA Pure Beads

Cleanup

Adapter Ligation

N

KAPA Pure Beads

Cleanups

Library Amplification
with KAPA HiFi

KAPA Pure Beads
Cleanups
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| KAPA (Pure Beads)

NGS

- KAPA DNA  RNA

>
¥

40 80

30

60

20

40

20

Post-amplification Concentration (nM)
Post-ligation Concentration (pM)

0 0
KAPA Pure Beads AMPure XP KAPA Pure Beads AMPure XP
180 1 W KkAPAPure I AMPure XP 1801 W KAPAPure I AMPure XP
160 { W KAPAPure [ AMPure XP 160 { M KAPAPure I AMPure XP
M kAPAPure [l AMPure XP M KAPAPure [ AMPure XP
140 140
o
H
8 8
c o
Q 13
Q o
3 £
H ]
s 3
_: S
e
Rt
-20
35 100 200 300 400 600 2000 10380 35 100 200 300 400 600 2000 10380
bp bp

KAPA #i{L 5% (KAPA Pure Beads)7EDNAS;RNAZ XM F X EEfaiErh, 12 5BRFI*= RELMMERE

A) KAPA HyperPlus 100 ng DNA 37 C 30min
300 bp
B) KAPA Stranded RNA-Seq 100 ng RNA
Library Quantification Agilent 2100 High

Sensitivity DNA Kite
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(Pure Beads)

Fluorescence

Fluorescence

Fluorescence

Fluorescence

Size selected after amplification

8001 (0.6X - 0.8X)
Amplified Library
6007 (no size selection)
400
200
. A Wi — L: ~~~~~
T T T T T T T T T T
10 50 100 150180 300 500 1000 2000 10000
bp
Size selected after amplification
800 1 (0.6X - 0.8X)
Amplified Library
600 (no size selection)
400
200
10 50 100 150180 300 500 1000 2000 10000
bp
200
Size selected after
150 - Frag:_nenteld [ZNA amplification
(no size se ecql) (0.6X - 0.8X)
100 A Size selected
after ligation
50
0 L\%
35 100 150 200 300 400 500 600 1000 2000 10380
bp
160
140 4
120
100 4
Amplified library
801 (no size selection)
0.5X - 0.7X
60
40
20
e

T T T T T T T T T T T
35 100 150 200 300 400 500 600 1000 2000 10380

bp

KAPA #i{Lt#E (KAPA Pure Beads) ™ /=4 X /v 4y
e E— BRI EE,
KAPA DNA HyperPrep

1 Hg DNA
Covaris® E220 350 450 bp
KAPA (A) B (B) 0.6x 0.8x
(2 )

PerkinElmer® LabChip® GX DNA High
Sensitivity Assay.

NEtBRT{ERTE, SRrH#TRIRRR R REE.
© DNA

Q)
KAPA HyperPrep 100 ng
DNA Covaris
E220 350-450 bp

Bioanalyzer® 2100 High Sensitivity DNA Kit
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| KAPA (Pure Beads)

- KAPA Pure Beads Technical Data Sheet, KR1245

KK
KAPA (5mL) 07983271001 KK8000 5mL
KAPA (30mL) 07983280001 KK8001 30 mL
KAPA (60mL) 07983298001 KK8002 60 mL
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PIBENGSXERFTEREPHXRIR, ATHEX
LFSIBE—1, XREERFRERREMIRET,
OB IR E P B &R AR

Kapa Biosystems Kapa Biosystems
KAPA HiFi DNA KAPA HiFi Uracil+
DNA
DNA




KAPA LIBRARY AMPLIFICATION

NGS

EHiENRF

KAPA KAPA HiFi DNA Kapa
KAPA HiFi DNA
NGS N
DNA NGS

GC- AT-

DNA or cDNA

Library Construction

S

Llbrary Amplification

with KAPA HiFi

[llumina® KAPA ReadyMix

Sequencing

B mR K

DNA or cDNA

Library Construction

S

. Pre-capture Amplification
with KAPA HiFi

Capture

N

Pre-capture Amplification

with KAPA HiFi

Sequencing
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GC- AT-

No Amplification KAPA HiFi EREVS.GCEE(HIRIFMmILE),
30
” KAPA HiFi DNA T
25 25
= 20 = 20 |
§ 15 ‘é- 15 250 bp
a o GC GC
10 10
T I
5 5
. , KAPA HiFi DNA
0.5 0.6 0.7 08 0.5 06 0.7 08 GC
Frag GC Frag GC
T |
30 30
25 25
20 20
‘-E <
% 15 'é 15
a a
10 10
5 5
0 0
A B
7 4 16
-
6 Expected ‘g 14
% . No amplification g
g .. [0 KAPA HiFi g 12
T mr 2 0
o 4 °
& 2 .
L :
) S 6
£ 2 [
o 4
b
1 g 2
0 = T T T l 0
0 2 “0 %0 100 KAPA HiFi  KAPA HiFi T %51
GC Content (%)
C D
> W kAPAHF N 300k 190 W kAPAHF  EIN
>
% 20 250k 2 E 80 -
8 3 S
S 200k 2 £
S 151 S "'=" 60
T 150k ‘B 2
=10 ] © 40 ]
E 100k '§ %_
] > £
2 05 =z < 20
50k
0 T T T 10 0
10 20 30 40 50
GC% of 100 Window Bins P. falciparum  C. difficile E. coli  B. pertussis
KAPA HiFi DNAR&E{ERGCE = XX EH G RiFtEm /ML T N KAPA HiFi DNA
P. falciparum(19% GC) C. difficile(28% GC) E. coli(61% GC)  B. pertussis(68% GC) DNA (A)
KAPA HiFi  Phusion reads GC reads (B)
P. falciparum Dr. MichaelQuail The Wellcome Trust Sanger
© N KAPA HiFi DNA C. difficile  GC D) N KAPA HiFi HotStart
DNA 15
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- GC- AT-

KAPA Library Preparation Kit

Library Preparation Kit C

o o
% 201 e Normalized Coverage r40 8’ 201 @ Normalized Coverage r40
° B W indows at GC% H B Windows at GC%
g — Base Quality at GC% - .‘? g — Base Quality at GC% .'?
8 15 130 F 8 15 130 5
H s
3 g 3 e
N [} N [}
T 10 2 T 10 - 20 &
é = E I Y g}
= s
2 2\ g 2 : g
- 05 . Lio @ - 05 N Lo @
] . = 5] .S =
: [T — ol
g 004 .||I||||| ||"|||||Illm.............. e L0 B 00 ..,.....||I||||| ||"|"||Illuu.... .- L0
© T T T T T T ® T T T T T T
firsd 0 20 40 60 80 100 firs 0 20 40 60 80 100
GC% of 100 base windows GC% of 100 base windows
KAPA HiFi DNAR BRI EY 1BIRE, REMNFEZEE. KAPA () The
Broad Institute( ) 100 ng DNA qPCR
KAPA GC The
Broad Institute
chr9
p24.1  p223 p21.3 p21.1 pi3.1  pilil q12 q13  q21.13 q21.32 2231 q31.1 q31.3 q33.2 q34.11
1 1 1 1
< 1 1 1 10kb 1 >
1 1 1 1
1139.386 kb 1 139.388 kb 1139390 kb 1 139.392 kb 139.394 kb
| 1 | |1 | | 1 | 1 | | | | |
1 1 1 1
® 0-64] T T T T
o 1
28
Ot e e e
=g
£ 3
= X
5 ? L

Standard Enzyme
8 cycles/36x coverage

BEMRIFEENOTCHISNE T LIRE R IFHE R S,

GC AT

GC
KAPA HiFi DNA
The Broad Institute
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350

300

250

150

Average coverage

100

50

KAPA HiFi2Z25 T lluminaff M E M FHGC-rich5h 2

FHREMBESEE, T DNA )
DNA N KAPA HiFi
DNA ( ) Covaris DNA
SeqCap®EZ
panel(Roche®) KAPA HiFi
GC

AdrianaHeguy NYUMC

FEFEF TS FTESE

R A

RS A S A A Y
FIFSFFSS @’5;:;5;:‘5;

zz0000  CF19 Ka pa/Kapa avg depth 20000 chr17 Ka
pa/Kapa
=i == (I 140.45 L ||“||I H“II'. [
2000 TruSeq/Phusion avg depth: 0000
TruSeq/Phusion
B S 042 D - o
1 I Target: 101bp — - ..  Targets
NFIX D NPEPPS <t - | e | -
100~ % GC 100+ % GC
tow — — Simple 1
Complexity Repeat
CCTTCCTCCCCTGECTCCTCCTCCT CAAACAAGCAAACAACCAAAAA TATATATATATATATATATAT

CCCCCCTCCCCCCACCCGCCCCC

Cc

F &S é’&“e’f“u@&“@o@f“?«? F LSS

FeEees & O Gl o4 ‘.\“ GGG R
FEFFFTEFF c PLIPSIP <‘ «« 4\ <‘ R S S Y &
160000 ; Nr7 270000 - Shr1 Kapa/Kapa avg depth:
fopelapaavedenth _ 167.56
oy 53.61 ZtoE
160000 ot TruSeq/Phusion avg depth:
TruSeq/Phusion avg depth: 10.87
25.02 om0 g T
00T e I Target: 201 bp
1 I Target: 1,188 bp i T
T PTPRC — P
RSBNIL <} -
o0~ % GC
e % GC . A . A : .‘ || ' AA |
I‘ ul ' i ' “ “n' “ ™ “‘ A “ “.‘|‘“‘m i o
o_
simple Low | - L
Repeats ! ! Complexity
TATATAATATATAT TATTTATTATATATATT
ATATATATATATATAT TATATATATATAT TAAATT AAGATA T
BLRMETIEFRRDR, BHA T AT-rich, (RERMEMESRTEE, [ T DNA «C )
KAPA KAPA HiFi DNA ( ) Covaris HapMap DNA SeqCap EZ
Exome V3 KAPA  Truseq
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. KAPA HiFi DNA (3-5' )
25010 °
2.00x10 °
] -
£ 150x10 *
-4
5
W 1.00x 10 5
5.00x 10 ¢
0.00
Taq Tag-based NERII=H TRI=R KAPA
blends HiFi
A FRERSERI R h 45430 FF#IA DNA N T KAPA HiFi DNA
Taq 50-100 454 KAPA HiFi DNA
3.54x10° 1
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Quail, et al. Optimal enzymes for amplifying sequencing libraries. Nature Methods 9 (2012):
10-119:10

Phan, et al. The Serum Resistome of a Globally Disseminated Multidrug Resistant
Uropathogenic E. coli Clone. PLOS Genetics (2013). doi: 10.1371/journal.pgen.1003834
Kelley, et al. Characterization of the Poecilia mexicana transcriptome. BMC Genomics (2012)
doi: 10.1186/1471-2164-13-652

KAPA Library Prep Automated HT Protocol for Low-input Samples
Development of a method for typing the major histocompatibility gene complex in humans
(HLA) using a next-generation sequencer (NGS); as published by Nippon Genetics

Engineered DNA Polymerases Enable Decreased Amplification Bias and Improved Coverage
Engineered DNA Polymerases Improve NGS and Enable Novel Applications
Novel Improvements to lllumina® TruSeq® Protocols

2 KAPA Library Amplification Kits Technical Data Sheet, KR0408
KK
KAPA (1.25mL) 07958951001 KK2611 50
KAPA + (50 07958978001 KK2620 50
KAPA + (250 07958986001 KK2621 250
KAPA (250 07959028001 KK2702 250
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KAPA HiFi Uracil+ DNA

DNA

Pre-library
Construction

DNA
DNA

S

Bisulfite Conversion

AT DNA DNA
KAPA HiFi Uracil+ DNA
HiFi DNA

C

Library Construction

S

Llbrary Amplification

with KAPA HiFi U+

Sequencing

Post-library
Construction

KAPA HiFi DNA

Library Construction
AT

Bisulfite Conversion

Llbrary Amplification
with KAPA HiFi U+

Sequencing
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| KAPA HiFi Uracil+ DNA

KAPA HiFi DNA Polymerase with dNTPS KAPA HiFi DNA Polymerase with dNTPS +dUTP
1.6 1.6
1.4 1.4
g 12 8 12
H 8
@ 10 S 10
4 e
E 0.8 _g 0.8
™ ™
g 06 E 06
=} =]
=2 0.4 2 0.4
0.2 0.2
0 X 0
5 10 15 20 25 30 35 5 10 15 20 25 30 35
Cycle Cycle
KAPA U+ DNA Polymerase with dNTPS KAPA U+ DNA Polymerase with dNTPS +dUTP
1.6 1.6
1.4
3 1.2
3 8
I S 10
o 2
_g % 0.8
g u—é 0.6
2 2 o
0.2
T T T T T d 0 T T T T T T d
5 10 15 20 25 30 35 5 10 15 20 25 30 35
Cycle Cycle
KAPA HiFi Uracil+ A#dUTP##l SYBR®Green PCR 0.2 mM dUTP 10
(80 pM-0.8 fM) 452 bp KAPA HiFi DNA KAPA HiFi Uracil+ DNA
- PCR
10 | [ KAPA HiFi Uracil+ 360 | W KAPA HiFi Uracil+
[ I 350 WA
0
< 3 340
g o)
= 330 1
- 6| o
£ > 320
e (5]
E 4] & 310 |
()
§ , Z 300 1
290 -
0 280
12 14 16 12 14 16
Cycles Cycles
KAPA HiFi Uracil +R#ESH~EMmIHRTRE, 12 14 16
Bioanalyzer 2100 DNA A KAPA HiFi Uracil+ DNA
() ()
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| KAPA HiFi Uracil+ DNA

0.30
%25 "-‘ ——— KAPA HiFi Uracil+ Sample 1 —— Pfu Turbo Cx Sample 1
_Q' '.‘ - — =~ KAPA HiFi Uracil+ Sample 2 - ——~- Pfu Turbo Cx Sample 2
s ;
5920 \
2 |
E |
.15 .
=]
o
N
%).10
£
(=}
2.05
0
85 105 125 145
Coverage depth
EHAMESLERATHBS®R(WGBS)E, gDNA 2 WGBS KAPA
HiFi Uracil + DNA A
AT-rich
= AT-rich
1.6
® KAPA HiFi Uracil + . P
1.4 ¢ °
: @A L4 e o ° o
- N ° ° o
5 . L ) °, . ‘ . o g °
2 1.2 e ® e%8c2%°00goeo $°
g e o .o" ...:!.':'.‘.
S 1.0 ° . o« oo
T ° ¢ °® °®
g ° ¢ ¢ °° ®
- 08 © ° . ¢ °® ° ° ¢
.g L °,° ° o3 s
® ° ¢ 8eec°’e°
£ 0.6 ° o8 e®
13 ° °® o °
=] ® o°, . : ° .® °
2 04 .'... .=. ..o
° o o0 ® o
° . .
02 .E. ‘..:3:...
o s HE-C K]
0'0 . . . ' :T e°e : T T T T T T T
0 5 10 15 20 25 30 35 40
GC Content (%)
KAPA HiFi Uracil+ DNA AT KAPA HiFi Uracil + DNA A 100 ng
DNA(8 )
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| KAPA HiFi Uracil+ DNA

DNA

= SeqCap®Epi (Roche®) DNA
= KAPA HiFi Uracil + DNA

CRLFI1
Gene

Primary Target
Probe Coverage N NN

oo [N

Sequence ——eulipafie—-alijfjper . o R

Coverage

Control
(NA12762)

Percent )
Methylation BESERARELS BN bt | |

Sequence wﬁuihl iil |i]|"| | Il

Coverage

e — LA

coas NN MM 1/ (0010

Lymphoma
(NA04671)

fEFSeqCap EpiffMEEREEEEFREMXE, KAPA HTP (NA04671)
(CEPH; NA12762)DNA 3.2 Mb SeqCap Epi Choice
KAPA HiFi Uracil + DNA

Sample PF Reads Aligned Reads on Target (%) Fold Enrichment Duplicate Reads (%)

NA04671_#1 4,427,673 53.1 654.78 2

NA04671_#2 4,732,482 473 583.32 5

NA04671_#3 4,990,449 &1l 632.84 3

NA04671_#4 5,401,533 52.4 646.29 7

EEMTHRRERLEMDNANFERY BFHTRECKIEHERERAERE, (NAQ4671)DNA

- 3.2 Mb SeqCap Epi
(R =0.98)
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- Adey, A. and Shendure, J. “Ultra-low input, tagmentation-based whole genome bisulfite

sequencing” Genome Res. (2012) doi: 10.1101/gr.136242.111

- Maeder, et al. “Nature Biotechnology 2013: Targeted DNA demethylation and activation of

endogenous genes using programmable TALE-TET1 fusion proteins” Nature Biotechnology 31
(2013) d0i:10.1038/nbt.2726

- KAPA HiFi Uracil+: A Novel, High-fidelity Polymerase for Improved Bisulfite Sequencing

- KAPA HiFi HotStart Uracil+ ReadyMix, KR0413

KK
KAPA Uracil+ HiFi ReadyMix (1.25mL) 07959052001 KK2801 50
KAPA Uracil+ HiFi ReadyMix (6.25mL) 07959079001 KK2802 250
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KAPA

NGS gPCR
DNA

NGS
NGS
KAPA [llumina® lon Torrent™
KAPA gPCR NGS
KAPA SYBR® FAST qPCR Master Mix ( gPCR
) gPCR DNA
gPCR
GC
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PicoGreen®  Qubit®

NGS gPCR
. PCR-free
gPCR
- KAPA
Std1 Std2 Std3 Std4 Std5  Std 6
LibrarySampIé?
D -
1.7 4
1.5 20 y = -3.4496X + 36.24
1.3 R2 = 0.9998
E 1.14
g 0'9 15 4
(™8 -7
£ 07 Sy V&Y Ay AERY SRRy 4 - i
= 10 4
§ L A A A A A A
0.3 1 5 '
0.1+ i
01 4 T T T T T T T T T T T T T T T T T °1 T T T i T
2 4 6 8 10 12 14 16 18 20 22 24 26 28 30 32 34 -4 -2 0 2
Cycle Log (Concentration)
KAPAX EEEXAEZMH ITIERE, oPCR (adaper) 6
DNA NGS DNA Cq
NGS Cq
PCR-free( )
- - — —
7 S
A _7/7 B Bioanalyzer™,
NanoDrop™, ! N o . PicoGreen® Qubit®
Bioanalyzer™, : N :
[ 7 [
| |
[ [

qPCREEmEMEMEEMATMFESFo (A

PCR-free
(B)
DNA dsDNA

DNA (adapter)
( ) gPCR

DNA
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KAPA SYBR® FAST DNA

= KAPA SYBR FAST

DNA

DNA

“

(easy)”

A B
Size distribution before qPCR
Reaction efficiency vs. GC-content o APASYEREAST
Hc2
125
115 %
105 . g
[ [ S
95 feled © .C © o
- 85
§ 75
65 T T T T T
40 45 50 55 60 65 0.025 0.20 0.5 1.00 2.00
GC content (%) Size (kb)
KAPA SYBR FASTZBUSF AT EMEEXE, (A) KAPA SYBR FAST 10 GC
10 ( 95 -105 ) KAPA SYBR FAST
DNA ( NGS ) (B) KAPA SYBR FAST 2 Taq gPCR
( ) NGS DNA 95 10 95 10 60 45 40
KAPA SYBR FAST DNA(NGS ) Taq

= KAPA SYBR FAST

n
]

Concentration (pM)

o

DNA

Lot 1, set-2
Lot2

EE 601 557

B Lot 1, set1

606 270 400 375 438 438

Average fragment size (bp)

p.

Rhodococcus s

375

(~70% GC)

ERRNELRBE BT RARAHSE—BHE. (A

lllumina®

35

GO

9 WGS
(B) 2009 9

56

(41

Lot Size (Number of Standard Curves) o

GC)

250k

200k

150k

100k

5

g
=

NGS

&
3

£

]

[
3

Lot

c 12
WGS (
KAPA DNA

70

1 3 5 7 91113151719 21 23 25 27 29 31 3335 37 39 41 43 45 47 49 51 53 55

2 )
GC

1090%00°0,00°%0°,000°,%0%,0,,0,20°,90°%%00%,00 %0040 100

80

Standard Curve Efficiency

KAPA
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= KAPA
- FFPE DNA
600
® o
° %% o
50/ o Y
() (X ]
o % % o 0.’ % ..‘oo
£ 0% o0 o° %
E 40D 0% S ° %y
] LY °
v ¢ °
S 30D
E
: 20D ¢ :
T )
-4 - Implementation of the
KAPA Library Quantification K
10p
o T T T T
0 20 40 60 80
Sample Number
SERE. TESHNEERRENZEREAHSE—B, Broad llumina® GA KAPA
tile(
)
Cluster Density
lHigh-quaIitySampIe§ )
L0 ) Sl e
E 1000
2
= 800
600
400
200
0
1 2 3 4 5 6 7 8
Sequencing Lane ID
SERENEERBRERSHFRBLX, lllumina KAPA qPCR
DNA FFPE DNA
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Final Library Concentration, nM

KAPA

Pre-pooling Library Concentrations

>

N

a

=]
)

836 £ 79.4

150

100 |

50 163+ 80

Library Concentration (nM)

138 £17.6

B Total Assigned Reads in Lane

125+ 03 125+ 06

20 21 22 23 24

Lane 3

125+ 1.4

e AR TR P P R AN E B e B S BT B PReads ¥ 51 2 % lllumina KAPA
DNAC( ) FFPE DNA( ) 24
HiSeq 2500 flow cell (A)24
(5.2nM 229.8 nM) read (B) 9.6 13.9
cV) 94.9 49.4 127.9 KAPA
CVv 2.5 4.8 11.2

20 21 22 23 24

qPCR

( 1~28) 44
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- Frampton, et al. Development and validation of a clinical cancer genomic profiling test based on
massively parallel DNA sequencing. Nature Biotechnology 31 (2013) doi:10.1038/nbt.2696Posters

- Implementation of the KAPA Library Quantification Kit at the Broad Institute Leads to
Streamlined Workflows and Reduced Cluster Density Variability

- Novel improvements to the lllumina® TruSeq® Indexed Library Construction, Amplification
and Quantification Protocols for Optimized Multiplexed SequencingTechnical

X
- KAPA ( [llumina) . KR0405
- KAPA ( lonTorrent) , KR0407
- KAPA ( [llumina)
- KAPA
- gPCR
KK gPCR
KAPA (lMlumina/ ) 07960140001 KK4824 Universal
KAPA (lMumina/ABI) 07960204001 KK4835 ABI Prism ©
KAPA (llumina/BioRad) 07960255001 KK4844 Bio-Rad iCycler™
KAPA (Illumina/LC480) 07960298001 KK4854 Roche LightCycler ® 480
KAPA (lon Torrent/ ) 07960158001 KK4827 Universal
KAPA (lon Torrent/ABI) 07960212001 KK4838 ABI Prism
KAPA (lon Torrent/BioRad) 07960263001 KK4847 Bio-Rad iCycler
KAPA (lon Torrent/LC480) 07960301001 KK4857 Roche LightCycler ® 480
KAPA (Ilumina/ROX Low) 07960336001 KK4873 500
KAPA (lon Torrent/ROX Low) 07960344001 KK4874 500
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KAPA

Roche Kapa

07960590001 KK4960 }((APA th;(')’g‘ : hgDNA Quant Kit (Uni, 300 rxn) 10

KAPA hgDNA .
hgDNA

07960603001 KK4961 s S gDNA Quant Kit (ABI, 300 rxn) 10
KAPA hgDNA .

07960611001 KK4962 (BioRad 300 ) hgDNA Quant Kit (BioRad, 300 rxn) 10
KAPA hgDNA .

07960689001 KK4969 T B0 hgDNA Quant Kit (ROX Low, 300 rxn) 10
KAPA hgDNA .

07960620001 KK4963 hgDNA Quant Kit (LC480, 300 10
(LC480 300 ) 9DNA Quant Kit rxn)

07961863001 KK8230 (K;\PA D'\;A LTP KAPA LTP Lib Prep Kit (8 xn) 18

07961880001 KK8232 EQPA DN';‘ LTP KAPA LTP Lib Prep Kit (48 rxn) 18
KAPA DNA HTP

07961901001 KK8234 - . KAPA HTP Lib Prep Kit (96 rxn) 18
KAPA DNA LTP

07961871001 KK8231 ( 8 KAPA LTP Lib Prep Kit PCR-free (8 rxn) 18
KAPA DNA LTP , ,

07961898001 KK8233 ( 48 KAPA LTP Lib Prep Kit PCR-free (48 rxn) 18
KAPA DNA HTP _ ,

07961910001 KK8235 ( 96 KAPA HTP Lib Prep Kit PCR-free (96 rxn) 18

07962312001 KK8500 g\PA D'\;A Hyper KAPA Hyper Prep (8 rxn) 24

07962347001 KK8502 (KZ'ZPA DNG\ Hyper KAPA Hyper Prep (24 rxn) 24

07962363001 KK8504 &PA DN’;‘ e KAPA Hyper Prep (96 rxn) 24

07962339001 KK8501 *:APA DNA Hype; KAPA Hyper Prep PCR-free (8 rxn) 24

07962355001 KK8503 ?APA L Hyperm KAPA Hyper Prep PCR-free (24 rxn) 24

07962371001 KK8505 (KAPA DNA Hyper% KAPA Hyper Prep PCR-free (96 rxn) 24

07962380001 KK8510 (K;‘PA D’\;A I KAPA HyperPlus (8 rxn) 32

07962401001 KK8512 gsz DN’? HyperPlus KAPA HyperPlus (24 rxn) 32

07962428001 KK8514 (KQ’L;PA DN? HyperPlus KAPA HyperPlus (96 rxn) 32

07962398001 KK8511 };APA DNA Hype':'us KAPA HyperPlus PCR-free (8 xn) 32
KAPA DNA HyperPlus

07962410001 KK8513 ( o KAPA HyperPlus PCR-free (24 rxn) 32

93 | KAPA



KAPA

Roche Kapa

07962436001 KK8515 (KAPA DNA Hypergg’s ) KAPA HyperPlus PCR-free (96 xn) 32
KAPA Stranded RNA-Seq .

07962142001 KK8400 4 ) KAPA Stranded RNA-Seq Kit (24 xn) 42
KAPA Stranded RNA-Seq )

07962169001 KK8401 96 ) KAPA Stranded RNA-Seq Kit (96rxn) 42
KAPA Stranded mRNA-Seq )

07962193001 KK8420 @24 ) KAPA Stranded mRNA-Seq Kit (24 rxn) 42
KAPA Stranded mRNA-S

07962207001 KKBa2l oo ra;‘ eam ed KAPA Stranded mRNA-Seq Kit (96 rxn) 42
KAPA RNA-Seq +RiboErase i

07962282001 KK8483 RNA / / @4 ) KAPA RNA-Seq+RiboErase HVIR (24 rxn) 47

KK KAPA RNA-seq +RiboErase KAPA RNA RiboE HMR (96

07962304001 8484 RNA / / 96 ) -seq+RiboErase @6 rxn) 47

08098093702 KK8540 KAPA RNA Hyper (24 ) KAPA RNA Hyper Prep (24rxn) 56

08098107702 KK8541 KAPA RNA Hyper (96 ) KAPA RNA Hyper Prep (96rxn) 56
KAPA mRNA H

08098115702 KK8580 ), m ) e KAPA mRNA Hyper Prep (24rxn) 56

08098123702 KK8581 [QK':PA mR';'A Hyper KAPA mRNA Hyper Prep (96rxn) 56
KAPA RNA Hyper +RiboErase i

08098131702 KK8560 RNA /o 4 ) KAPA RNA Hyper+RiboErase HMR (24rxn) 56
KAPA RNA Hyper +RiboErase )

08098140702 KK8561 RNA / / 96 ) KAPA RNA Hyper+RiboErase HMR (96rxn) 56

08005699001 KK8700 KAPA Set A+B 30 uM KAPA Sl Adapter Kit Set A+B 30 pM 63

08005702001 KK8701 KAPA Set A 30 pM KAPA S| Adapter Kit Set A 30 pM 63

08005729001 KK8702 KAPA Set B 30 M KAPA S| Adapter Kit Set B 30 pM 63

08005770001 KK8710 KAPA Set A+B 1.5 uM KAPA S| Adapter Kit Set A+B 1.5 yM 63

08005788001 KK8711 KAPA Set A1.5 M KAPA S| Adapter Kit Set A 1.5 yM 63

08005796001 KK8712 KAPA SetB 1.5 pM KAPA Sl Adapter Kit Set B 1.5 pM 63

08278555702 KK8722 KAPA (15 pM) KAPA Dual-Indexed Adapter Kit 15 pM 63

07983271001 KK8000 KAPA (5mL) KAPA Pure Beads (5 mL) 65

07983280001 KK8001 KAPA (3omL) KAPA Pure Beads (30 mL) 65
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07983298001 KK8002 KAPA (60mL) KAPA Pure Beads (60 mL) 65
07958951001 KK2611 KAPA (1.25mL) KAPA Lib Amp Kit (50 rxn) 75
07958978001 KK2620 KAPA + (50 ) KAPA Lib Amp Kit+Primer (50 rxn) 75
07958986001 KK2621 KAPA aF (250 ) KAPA Lib Amp Kit+ (250 rxn) 75
07959028001 KK2702 KAPA (250 ) KAPA RT Lib Amp Kit (250 rxn) 75
07959052001 KK28071 ﬁggmxﬁmm HiF KAPA HiFi HS Uracil+ RM (1.25mi) 80
07959079001 KK2802 g’é‘:@wﬁg%mu HiFi KAPA HiFi HS Uracil+ RM (6.25m) 80
07960140001 KK4824 KAPA (llumina/ ) Lib Quant Kit (lllumina/Uni) 90
07960204001 KK4835 KAPA (Nlumina/ABI) Lib Quant Kit (Illumina/ABI) 90
07960255001 KK4844 KAPA (INlumina/BioRad) Lib Quant Kit (lllumina/BioRad) 90
07960298001 KK4854 KAPA (llumina/LC480) Lib Quant Kit (lllumina/LC480) 90
07960158001 KK4827 KAPA (lon Torrent/ ) Lib Quant Kit (lon/Uni) 90
07960212001 KK4838 KAPA (lon Torrent/ABI) Lib Quant Kit (lon/ABI) 90
07960263001 KK4847 KAPA (lon Torrent/BioRad) Lib Quant Kit (lon/BioRad) 90
07960301001 KK4857 KAPA (lon Torrent/LC480) Lib Quant Kit (lon/LC480) 90
07960336001 KK4873 KAPA (Illumina/ROX Low) Lib Quant Kit (llumina/ROX Low)
07960344001 KK4874 KAPA (lon Torrent/ROX Low) Lib Quant Kit (lon Torrent/ROX Low)
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sequencing.roche.com/support

y @KapaBiosystems n KapaBiosystems m KapaBiosystems

Roche Sequencing Solutions, Inc.
4300 Hacienda Drive

Pleasanton, CA 94588
www.kapabiosystems.com
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