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ATGGCATTGCAATTTGACAT
TGGCATTGCAATTTG
AGATGGTATTG
Heads GATGGCATTGCAA
Sequencing Cycles GCATTGCAATTTGAC
ATGGCATTGCAATT
AGATGGCATTGCAATTTG
Referance
_ Genome AGATGGTATTGCAATTTGACAT
Digital Image
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Soar Above. Discover More.

Accel-NGS™1S
DNA Library Kit

= Single-stranded genomes
= Damaged DNA
= Metagenomic samples

Sequence Difficult Samples »

Accel-NGS™ 2S
DNA Library Kit

= Broad input range: 10 pg to 1 pg

= PCR-free libraries from 10 ng

= Balanced coverage of AT-rich
and GC-rich genomes

Discover More of the Genome p

Accel-NGS™ Methyl-Seq e
Library Kit N . "
= High recovery of input DNA 7 ‘ l

= | ow bias library preparation

= Simple, 90 minute 0
start-to-finish protocol

= 100 pg of DNA input
Accel-Amplicon”Panels for [llumina®

= Fast, single-tube protocol

Y 4
> 4
Decrease Input, Not Sensitivity »

= 10 ng of input DNA required
= Compatible for FFPE & cfDNA samples




Soar Above. Discover More.

Accel-NGS™ 1S Plus DNA Library Kit

The Accel-NGS 1S Plus DNA Library Kit for llumina® and lon Torrent™ platforms utilizes innovative Swift technology, which
allows DNA library construction from single-stranded DNA (ssDNA), as well as double-stranded DNA (dsDNA) which is nicked,
damaged, or contains short fragments.

. I I

Features Simple WorkflowL J]=sp  RNA D cDNA;_

= Does not require intact dsDNA mE_—_——_—————m=m-

= Highly efficient adapter ligation ssDNA Fragment I:l
| =S atonasTg — — — — = ] tail
l = Simple, 2-hour protocol Adaptase™  (Somin | EN
h—.—————_————— truncated

= High sequence quality and adapter 1

even coverage
I Applications I zomin | R
I = ssDNA samples | N
truncated
I =cChiP-seq | adapter 2
I = Damaged samples, including nicked DNA | - . [T ]
Ligation =
| = Metagenomics | .
I = Viomics |
I = Difficult-to-extract organisms |
g ) Indexing PCR . - ‘ | |

I = Heat-denatured pathogenic samples | i |
[ I Synthetic DNA, oligonuclectides | {} !
I = NimbleGen™ and IDT xGen® Lock- | Library full-length adapters
| down® captures |
U |

Accurate Detection of Both ssDNA and dsDNA Phage

100%

90% PhiX174

80% EM13
§ 70% ESPM2
3 H10-04a (HP1)
2 wow H100/ (HST)
g BHTI2 (HM1)
3 40% 382

30% m3g1

20% — =183

— =g
10% — g
o | — — [ |
Expected A AccelNGS 1S-A Expected B AccelNGS 15-B Expected G AccelNGS 18-C

Acceal-NGS 15 Flus DNA Library Kit was used to prepare and sequence three artificial viromes containing different proportions of the ssDNA phage Phix174
and M13 mixed with dsDNA phage. In all cases, the proportions were preserved when sequenced with the Accel-NGS 1S Flus Kit without any prior whole
genome amplification for detection of ssDNA phage.




DNA Extraction and Sequencing of the Hard to Extract Microbe, Facklamia sp. HGF4

- 0 ub-system Bead Beati ili
Extraction Method  Qubit® (ng/pl) Nanodrop™ (ng/pl) [t iy Sriivue- SR . B onus A

Bead Beating 3.1 55

NaOH Boiling <2 107.3

Facklamia sp. HGF4 Bead Beating NaOH Boiling

Fold-Coverage 65.5x 52.9x

Number of Contigs 42 46 In sub-system

In sub-system

Not in sub-system

Total Consensus 1896447 1892667 Not in sub-system

Largest Contig 190702 100844 Colors in pie charts represent different Facklamia sp. sub-system categories
— as annotated by the RAST server.

Nso Contig Size 85449 86622

= DNA extraction by NaOH boiling produced higher DNA yields from Facklamia sp. than bead beating, and in less time.

= Sequencing of the NaOH extracted DNA produced a high quality de novo assembled genome sequence that was
indistinguishable from that produced from bead beating extracted DNA.

Ordering Information

Product Name Reactions Catalog No.
Accel-NGS 15 Plus DNA Library Kit for llumina 12 DL-IL1SP-12
Accel-NGS 15 Plus DNA Library Kit for llumina 48 DL-IL1SP-48
Indexing Kits
An Accel-NGS 1S Plus Indexing Adapter Kit is required for complete functionality of the library kit.
Product Name Reactions Catalog No.
15 Plus Indexing Kit for lllumina (12 indices, 1 reaction each, Set A) 12 SI-IL1SP-12A
15 Plus Dual Indexing Kit for llumina (20 indices x 96 combinations) 48 DI-IL1SP-48

Related Products

Product Name Reactions Catalog No.
Accel-NGS 25 DNA Library Kit for lllumina 12 DL-ILM2S-12
Accel-NGS 25 DNA Library Kit for lllumina 48 DL-ILM2S-48
Accel-NGS DNA Library Kit for lon Torrent 10 DL-ION1-10
Accel-NGS DNA Library Kit for lon Torrent 50 DL-ION1-50

Visit swiftbiosci.com for easy ordering.

This product is for Research Use Only. Not for use in diagnostic procedures. @ ACCEI‘_NGSWI
c ® + ™ Swift Biosciences, Inc.
\ A ’If 58 Parkland Plaza, Suite 100 * Ann Arbor, Ml 48103  734.330.2568 = www.swiftbiosci.com
El)nvsvc IIEINlE ES © 2015, Swift Biosciences, Inc. The Swift logo, Accel-NGS, and Adaptase are trademarks of Swift Biosciences. lllumina is a
trademark of lllumina, Inc. lon Torrent is a trademark of lon Torrent Systems, Inc. NimbleGen is a trademark of Roche Nimble-

Gen, Inc. xGen Lockdown is a trademark of Integrated DNA Technologies, Inc. Qubit is a trademark of Life Technologies, Inc.
Nanodrop is a trademark of Thermo Fisher Scientific, Inc.15-0261, 056/15




Soar Above. Discover More.

¥R Accel-NGS 2S DNA Library Kit for lllumina® Platforms

The Accel-NGS 2S DNA Library Kit utilizes a proprietary adapter ligation chemistry which provides
complex libraries from low abundance inputs and delivers excellent coverage across a range of inputs.

Features
| - Broad |nput range: 10 pg to 1 ug
- = PCR-free libraries from 10 ng_ _I

= Sequential repair and ligation
steps

= [ncreased library complexity

= Balanced coverage of AT-rich
and GC-rich genomes

I Applications I

| = Human WG5 I
I = ChIP-seq

= Metagenomics |

| - Amplicon sequencing |

I

I

I

= Clinical samples such as FFPE
and plasma*

= SureSelect*T, IDT xGen Lockdown,

I and NimbleGen captures

*This product is for Research Use Only. Not for use
I in diagnostic procedures.

Performance Data

Generate Higher Complexity Libraries than the Leading Kit

14 Estimated Library
Complexity (billions
12 of unique molecules)

m Accel-NGS 2S: 500 ng
Accel-NGS 28: 100 ng
mCompany [: 1 ug

1.4
Average Depth of Coverage

Library complexity was obtained at various sequencing depths for Accel-NGS 25
libraries compared to libraries made with the leading kit.

Protocol Overview

Fragmented dsDNA

Repairl \
+ SPRI J
Repair II !
+ SPRI J

27 min |
+ SPRI
e

Optional PCR
+ SPRI

/

Library

— Using four incubations, this protocol repairs both 5" and 37 termini
and sequentially attaches Illumina adapter sequences to the ends
of fragmented dsDNA.

— Bead-based SPRI dean-ups are used to remove oligonucleotides
and small fragments, and to change enzymatic buffer composition
between steps. Different SPRIsslect bead-to-sample ratios are
utilized for different input quantities and insert sizes.

— Faor PCR-free applications, the resulting functional library is ready
far library quantification and sequencing on the Illumina platform.

— Alternatively, an optional PCR step may be used to increase yield
of indexed libraries, which then may be quantified and sequenced.
Please refer to the table on Page 6 for recommended library sizes
and input reguirements.

|| I IS B B B .
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Cover Extreme Base Composition Regions Better

+Accel-NGS 25: 500 ng 2 mAccel-NGS 25: 100 ng (16X)
1) »Accel-NGS 25: 100 ng =Company I: 1 ug (14X)

095 .company I: 1 g &515
5 09 e g2
80085 ; : B
58 08 e Sa 1
8 §0.75 23
ga 07 : 3% 0s
£3 065 g%
a gy
¢ 08 ; .

055 0

0.5

0 5 10 15 20 25 30
Average Depth of Coverage

Relative coverage of the GC-rich 1000 bad promoters obtained at various sequencing
depths of Accel-NGS 25 libraries compared to libraries made with the leading kit.

Ordering Information

Product Name Catalog No.
Accel-NGS 2S DNA Library Kit for Illumina - 12 reactions DL-ILM2S-12
Accel-NGS 2S DNA Library Kit for Illumina - 48 reactions DL-ILM25-48

Indexing Kits
An Accel-NGS 25 Indexing Adapter Kit is required for complete functionality of the library kit.

2S Single Index Kit for Illumina (a single index, 12 reactions) SP-ILM2S-12
XT Compatibility Module (adapter and pre-hyb PCR primers, 12 reactions) XT-ILM2S-12
XT Compatibility Module (adapter and pre-hyb PCR primers, 48 reactions) XT-ILM2S-48
2S Indexing Kit for Illumina (12 indices, 4 reactions each, Set A) SI-ILM2S-48A
2S Indexing Kit for Illumina (12 indices, 4 reactions each, Set B) SI-ILM2S-48B
2S Indexing Kit for Illumina (24 indices, 4 reactions each, Sets A & B) SI-ILM2S-96
2S Dual Indexing Kit for Illumina (1 reaction each of 96 unique combinations) DI-ILM2S-96

Related Products

Accel-NGS 1S DNA Library Kit for Illumina - 12 reactions DL-ILM1S-12
Accel-NGS 1S DNA Library Kit for Illumina - 48 reactions DL-ILM1S-48
Accel-NGS DNA Library Kit for Ion Torrent - 10 reactions DL-ION1-10
Accel-NGS DNA Library Kit for Ion Torrent - 50 reactions DL-ION1-50

Related Products

Accel-NGS 1S DNA Library Kit for Illumina - 12 reactions DL-ILM1S-12
Accel-NGS 1S DNA Library Kit for Illumina - 48 reactions DL-ILM1S-48
Accel-NGS DNA Library Kit for Ion Torrent - 10 reactions DL-ION1-10
Accel-NGS DNA Library Kit for Ion Torrent - 50 reactions DL-ION1-50

Note: All products are for Research Use Only.

C\ if.l, Swift Biosciences, Inc.
J AI 58 Parkland Plaza, Suite 100 « Ann Arbor, MI 48103 « 734.330.2568 « www.swiftbiosci.com

BIOSCIENCES © Swift Biosciences, 2014.Illumina is a registered trademark of Illumina, Inc.;Ion Torrent is a registered trademark of Ion
Torrent Systems, Inc., now part of Life Technologies Corp.;SureSelect is a registered trademark of Agilent Technologies,
Inc.; xGen and Lockdown are registered trademarks of Integrated DNA Technologies, Inc.; NimbleGen is a registered
trademark of F. Hoffman-La Roche, Ltd.



Soar Above. Discover More.

Accel-NGS™ Methyl-Seq Library Kit for lllumina® Platforms

The Accel-NGS Methyl-Seq Library Kit maximizes DNA recovery of bisulfite-converted samples and constructs libraries that
accurately represent sample composition. The Accel-NGS Methyl-Seq workflow maximizes DNA recovery through a post-
bisulfite library preparation, utilizing a highly efficient adapter attachment that is compatible with single-stranded, bisulfite-
converted DNA. Library vields from this kit are up to 100x greater than those from methods that bisulfite convert after
library construction. Additionally, the template-independent adapter attachment chemistry of the Accel-NGS Methyl-Seq Kit
provides a more complete, less biased library as observed from comprehensive methylome coverage by Whole Genome
Bisulfite Sequencing (WGBS).

Features | Applications |
= High recovery of input DNA I = WGBS I
= Low bias library preparation = Reduced Representation Bisulfite Sequencing (RRBS)
= Simple, 2-hour library prep I = Circulating, cell-free DNA
= Minimal PCR cycles required | I = Hybridization capture using NimbleGen™ SeqCap™ Epi |
— 4 cycles for 100 ng Enrichment System
— 7 cycles for 10 ng I I = Bisulfite-converted DNA enriched by MeDIP, ChIP I
I - ig cyc:es :or i(}n(}g l or other methods
cycles for P9 = Applications requiring uracil tolerance I
Nl cycle N input
Workflow Superior to the Leading Kits
Accel-NGS Methyl-Seq Traditional Workflow Random Primer Approach
dsDNA I — dsDNA I — [ ]
Frazment (B E— Frasgment [ — Unfr:gglﬁ;led I |
1 1 1
SR End Repair. 5 s o W
Conversion =2 1] Tailing and’ m Conversion [ b ]
1 Ligation Reactions library malecules - _,,-" 1
Inefficiently
Denaturaton [ 2] 1] @B primed ragment c—
1 Bisulfite Conversion I:I]I- (Zbll_] Random Primed Cﬂla:;.m“:l:l
DNA Synthesis primed fragment
cepteser, | (SERTEL, w1 1
Extension and -
Ligation Reactions ‘%I NW-L:\,;T:;Q;;‘, &:ﬁ- T.;::WI% 3’ Tagging -"'INI""W‘IN INNNNNN ]
e Gonverted, _
1 Denatured DNA it 1
l Functional Library -%Nmnmm
Functional Library ED::D:I Functional Library e ——T Molecule
Molecules | | Molecule

The Accel-NGS Methyl-Seq workflow utilizes post-bisulfite library construction and template-independent adapter attachment chemistry, which result
in high recovery and low bias, respectively. Traditional workflow's pre-bisulfite library construction and random primer DNA synthesis account for
their low recovery and high bias, respectively.

| I IS S B .|
B . B B B— I e
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I A Higher Recovery, Less Biased Library

|

I Accel-NGS Methyl-Seq Traditional Workflow Random Primer
| Input (ng) 1 1000 50 I

# PCR Cycles 10 10 10 I
| Yield (nM) 7 15 20

nM Output per ng Input 7 0.015 0.4 I

Bias Low Low High I
h L] L] L] L] L] L] L] L] L] L] L] L] L] L] L] L] L] L] L] L] L] L]

Accel-NGS Methyl-Seq | Traditonal Workflow Random Primer

™
o
N
o
[
5

T mean normalized coverage T mean normalized coverage T mean nomalized coverage

2
o

[ hgl9 GC distribution s hgl9 GC distribution | = hgl9 GC distribution
I . | 1.
Il I &m ! i
3 ol b A ‘ 5 b 2.,
EMTITR w1 E ] \,__‘_ﬂazd-ﬁigl £
z 5L A ) =z [ i z
5 =5\ v = 5
e Il € c
; ; §
i I &

= =
=3 in
e
= o
=3 in
o

20 a0 60 El Too : 20 a0 60 50 Too o

Coverage plots indicate evenness of coverage for unconverted libraries for Accel-NGS Methyl-Seq, traditional workflow, and random primer. Unconverted
and bisulfite-converted libraries were quantified by qPCR. Bioanalyzer traces indicate that bisulfite conversion fragments DNA. This enables higher molar
yields for libraries created from bisulfite-converted input.

Comprehensive CpG Island Coverage

Unique Relative CGI % CGI

| Input Mapped Complexity Duplicates Fold Coverage CGI Coverage Coverage Covered

I 10 ng 82.5% 1.6 X 10° 8.8% 11.4x 7.8x 0.68 99.7 I
WGBS was performed using 10 ng Zymo Gold bisulfite-converted Coriell NA12878 DNA. Sequencing was performed on a HiSeq® with V4 chemistry.

I Analysis was performed using BSMap and Picard tools. Complexity refers to estimated library size, CGI Coverage refers to CpG Island Coverage, Relative I

CGI Coverage is the ratio of CGI to total genome coverage.

Ordering Information

Product Name Reactions Catalog No.
Accel-NGS Methyl-Seq DNA Library Kit for Illumina 12 DL-ILMMS-12
Accel-NGS Methyl-Seq DNA Library Kit for Illumina 48 DL-ILMMS-48
Indexing Kits

An Accel-NGS Methyl-Seq Indexing Kit is required for complete functionality of the library kit.

Product Name Reactions Catalog No.
Methyl-Seq Indexing Kit for Illumina 12 DI-ILMMS-12
Methyl-Seq Indexing Kit for Illumina 48 DI-ILMMS-48

This product is for Research Use Only. Not for use in diagnostic procedures.

Swift Biosciences, Inc.
58 Parkland Plaza, Suite 100 « Ann Arbor, MI 48103 « 734.330.2568 « www.swiftbiosci.com

© 2015, Swift Biosciences, Inc. The Swift logo, Accel-NGS, and Adaptase are trademarks of Swift Biosciences. Illumina and
HiSeq are trademarks of Illumina, Inc. NimbleGen and SeqCap are trademarks of Rache NimbleGen, Inc. 15-0282, 05/15
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Soar Above. Discover More.
Accel-Amplicon™ Panels for lllumina® Platforms

Accel-Amplicon panels are based on a unigue molecular biology that provides powerful solutions for detecting and screening
clinically relevant mutations. Swift Biosciences’ multiplex amplicon panels are comprised of 10's to 100's of primer pairs in

a single-tube format which are optimized for sequencing on Illumina platforms. Primer pairs in the panels are designed for
compatibility with the short DNA fragments from both formalin-fixed, paraffin-embedded (FFPE) and circulating, cell-free DNA
(cfDNA) samples. A fast and easy single-tube workflow produces the best-in-class performance for on-target percentage and
coverage uniformity, enabling variant discovery and confirmation.

M @ amplicon P

v

Features Single-Tube, 2-Hour Workflow
I =%ingle-tube, 2-Four Workflow = = 1
Genomic DNA
I = Inputs as low as 10 ng I
= Amplicons sized 120-160 bp for ¢
L. compatibility with cfona and £FPE_ |
= Limi i )
Limit of detectl.on .as low as 1% W Multiplex PCR > =N = a
= On-target specificity and coverage v 90 minutes - <
uniformity > 95%
= | everages the high fidelity performance ¢

of the Illumina platform

= Includes sequencing adapters /Y
Supported Panels___ + .
= 56G Oncology Panel ﬁ. O
= Comprehensive TP53 Panel ¥ 20 minutes -
= Custom panels
- v
I Sample Types
= FFPE - .
| =cona m _ N° W sample e
I = Fresh frozen - ) )
= Genomic DNA I Dual-Indexed Amplicon Library

= = = e—e————— The single-tube workflow includes two brief incubations to generate the multiplex amplicon

targets and add a unique combination of Illumina-compatible indexed adapters, creating up
to 96 uniquely-indexed libraries for multiplexing on a single sequencing run.

Comprehensive TP53 56G Oncology

Packaging Options 12/48 reactions with dual indexing 12/48 reactions with dual indexing
Input DNA Required* 10-25 ng 10-25 ng
Time Required 2 hours 2 hours
Number of Amplicons 21 263
Amplicon Size 106-154 bp 92-184 bp
(average 140 bp) (average 138 bp)
Number of Genes Covered 1 56
Target Size 1.8 kb 23.7 kb
FFPE/cfDNA Compatible Yes Yes
Percent On Target > 95% > 95%

Coverage Uniformity

0, 0,
(>20% of Mean) > 95% > 95%

11



Accel-Amplicon 56G Oncology Panel

The Accel-Amplicon 56G Oncology Panel offers hotspot coverage of 56 clinically relevant oncology-related genes, using
a 263-amplicon design to generate multiplex libraries compatible with Illumina sequencing platforms.

Product Specifications

Input DNA Required 10-25 ng
Time Required 2 hours
Number of Amplicons 263
Amplicon Size 92-184 bp

(average 138 bp)

Number of Genes Covered

56

10 ng of input DNA from a variety of sample types was used to generate libraries

100
>

% Coverage Uniformit

90
80
70
60
50
40
30
20
10

High Coverage Uniformity Across Sample Types

cfDNA

gDNA
H0.2x mean

fresh frozen
m0.3x mean

FFPE
0.4x mean

0.5x mean

with the Accel-Amplicon 56G Oncology Panel. The coverage uniformity, as the

percentage of the bases covered at least 20%, 30%, 40%, or 50% of the

average depth, was determined across four sample types. The percentage
of reads on target was > 95% for all sample types.

Total Target Size 23.6 kb
FFPE/cfDNA Compatible Yes
On Target Percentage > 95%
Coverage Uniformity at > 95%
> 20% of Mean
Limit of Detection 1-5%
(at 10 ng for Base Substitutions)
Multiplexing on MiSeq® v2 1
Nano @ 5000X Avg. Depth
Multiplexing on MiSeq v2 22
@ 5000X Avg. Depth

56 oncogen

r amplicon

Genes Represented in the 56G Oncology Panel

ABL1 5
AKT1 2
ALK 2

9

ATM 19
BRAF 2
CDH1 3
CDKN2A 2

CSF1R
CTNNB1
DDR2
DNMT3A
EGFR
ERBB2
ERBB4
EZH2

2
1
1
1

9
4
8
1

FBXW7
FGFR1
FGFR2

FLT3
FOXL2
GNA11

6
2
4
FGFR3 6
4
1
2
GNAQ 2

GNAS
HNF1A
HRAS
IDH1
IDH2
JAK2
JAK3
KDR

2
4
2
1
2
2
3
9

KIT
KRAS
MAP2K1
MET
MLH1
MPL
MSH6
NOTCH1

14

3
5
6
1
1
4
3

NPM1 1
NRAS 3
PDGFRA 4
PIK3CA 11
PTEN 14
PTPN11 2
RB1 1
RET 6

SKT11
SMAD4
SMARCB1
SMO

SRC
TP53
TSC1
VHL

w

|
I
|
I
I APC
I
|
I
|

The Accel-Amplicon 56G Oncology Panel includes both clinically relevant hotspot loci and regions of contiguous coverage, depending on the allele distribution

across each target gene. The table depicts the genes represented, followed by the number of amplicons for each gene.
included for APC, ATM, EGFR, FBXW7, FGFR3, HNF1A, KIT, MSH6, PIK3CA, PTEN, and SMAD4,

Contiguous, overlapping coverage is
Comprehensive coding exon coverage is included for TP53.
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Reproducible Variant Calling from Q-Seq HDx™ Quantitative Standards

Expected Allele

Frequency

Detected Allele

Frequency (N=10)

Standard
Deviation

EGFR G719S 7 55241707 G A 24.5 23.8 1.5
PIK3CA  H1047R 3 178952085 A G 17.5 17.5 1.3
KRAS G13D 12 25398281 C T 15 15.0 1.8
NRAS Q61K 115256530 G T 125 13.4 1.2
BRAF V600E 140453136 A T 10.5 9.9 0.3
KIT D816V 55599321 A T 10 10.3 1.1
PIK3CA  ES545K 178936091 G A 9 8.5 1.1
KRAS G12D 12 25398284 C T 6 6.6 1.2
EGFR L858R 55259515 T G 3 2.7 0.5
EGFR T790M 55249071 C T 1 1.0 0.3

The Accel-Amplicon 56G Oncology Panel consistently detected validated variants at the expected frequency in replicates by five different users from 10 ng of

the Horizon Diagnostics Quantitative Multiplex DNA Reference Standards HD701. The variants were called by LoFreq 2.1.1 (Genome Institute of Singapore)

and GATK HaplotypeCaller (Broad Institute). When examining sporadic variants among the 10 replicates, the majority of background variants were present at

less than 0.6%. No sporadic variants greater than 0.6% were detected.

Detection of Somatic Mutations in cfDNA and FFPE

Matched FFPE tumor, FFPE normal-adjacent, and cfDNA samples were obtained from Spectrum Health for analysis with
the Accel-Amplicon 56G Oncology Panel. The data below shows concordance in variant allele frequencies across these

matched samples.

hg19

Amino Acid

% Mutant in
FFPE Normal

% Mutant in

%o Mutant

Cancer Type Coordinate Change Adjacent FFPE Tumor in cfDNA
Metastatic PIK3CA  chr3:178936091 E545K 0% 23% 11%
colorectal APC chr5:112175576 Q1429* 0% 20% 5%
adenocarcinoma TP53 chr17: 7579575 Q38* orintron 0% 21% 14%
KRAS chri2: 25398281  G13D 0% 22% 5%
Mammary PIK3CA  chr3:178952085 H1047R 0% 17% 0%
carcinoma TP53 chr17:7578488 D148H 0% 0% 9%
Ovarian BRAF chr7:140453136 V600E 0% 23% 1%
cystadenofibroma
Fallopian tube TP53 chr17:7577085 E285K 0% 48% 0%
adenocarcinoma TP53 chr17:7578488 D148H 0% 0% 5%

In the above, cfDNA was extracted from 10 mi of blood and gDNA was obtained from FFPE normal or tumor tissues. The Accel-Amplicon 56G Oncolegy Panel
was used to create libraries from 10 ng of cfDNA and 15 ng of FFPE gDNA. Sequencing was performed using V2 reagents on an Illumina MiSeg. Coverage

uniformity and percentage of reads on target were greater than 95%. The average depth of coverage per base ranged from 2,500-5,000X. Somatic mutations
were called using LoFreq 2.1.1 (Genome Institute of Singapore) and GATK HaplotypeCaller (Broad Institute).

*Sianifies a substitution leadina to a nonsense mutation.



Accel-Amplicon Comprehensive TP53 Panel

The Accel-Amplicon TP53 Panel offers comprehensive, full-exon coverage of the TP53 gene.

Comprehensive Coverage of P53

Input DNA Required 10-25 ng
Time Required 2 hours
Number of Amplicons 21 - ; I i :" l lL ; .H E
Amplicon Size 106-154 bp 2l T :
(average 140 bp) Coverage of all coding regions of the TP53 gene by the Accel-Amplicon
Total Target Size 1.8 kb Comprehensive TP53 Panel are represented in a Sashimi plot (IGV;
FFPE/CfDNA Compatible Yes Broad institute).
On Target Percentage > 95%
Coverage Uniformity at > 95%
> 20% of Mean
Limit of Detection 1-5%
(at 10 ng for Base Substitutions)
Multiplexing on MiSeq v2 19
Nano @ 5000X Avg. Depth
Multiplexing on MiSeq v2 285

@ 5000X Avg. Depth

Ordering Information

Accel-Amplicon Panel Reactions Catalog No.
Comprehensive TP53 Panel 12 AL-ILTP53-12
Comprehensive TP53 Panel 48 AL-ILTP53-48
56G Oncology Panel 12 AL-IL56G-12
56G Oncology Panel 48 AL-IL56G-48

Visit swiftbiosci.com for easy ordering.

This product is for Research Use Only. Not for use in diagnostic procedures.

° . Swift Biosciences, Inc.
C\ AlJ I'H' 58 Parkland Plaza, Suite 100 « Ann Arbor, MI 48103 « 734.330.2568 « www.swiftbiosci.com
QVVIIL

BIOSCIENCES © 2015, Swift Biosciences, Inc. The Swift logo and Accel-Amplicon are trademarks of Swift Biosciences. lllumina and MiSeq
are trademarks of lllumina, Inc. Q-Seq HDx is a trademark of Horizon Discovery Group plc. 15-0240, 05/15
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AccMGSE DNA Library

Li brary Preparation for Next.l
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e PCR-free to minimize base composition bias and fidelity

issues

I
: e Low input requirements: as little as 5 ng of DNA

e Fast - only 75 minutes start-to-finish

|
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e Streamlined, 3-step protocol

e Reduces adapter dimer formation to maximize sequencing
output

e Compatible with nicked, damaged, and denatured samples

ssDNA Fragment ‘ ‘

Adaptase™ Q ‘

adapter 1
tail
Accel-NGS
for lon
18 mi
+SPRI m“y | ‘ - Torrent
— -
Kit N
adapter 2
Ligation ﬁ
. .
[ A
T
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Sample Types

Single-stranded DNA
Double-stranded DNA
Heat-denatured samples
Amplicons

Nicked DNA

ChIP DNA

FFPE DNA

cDNA

Extremely AT/GC-rich Genomes

Instrument Compatibility

lon Proton System
lon PGM System

Total Turnaround Time Comparison Versus Other Kits

/

Library
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PCR-Free Libraries Prepared from 5 ng DNA

20000 200 bp Read 100000 100 bp Read
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14000 70000
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8 000 40000
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o o
50 100 150 200 250 300 350 50 100 150 200 250 300 350
Read Length Read Length

Figure 1. Read length histograms from 100bp and 200bp sequencing chemistries.
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PCR-Free versus Competitive Kit

50 100 150 200 250 300 350
Read Length

0

20000 Accel-NGS 20000 Company N
18000 18000
16000 16000
14000 14000
.. 12000 + 12000
3 10000 § 10000
© 5000 < 8000
6000 6000
4000 4000
2000 2000

50 100 150 200 250 300 350
Read Length

Read

Fold

Sequencing Chemistry Ac!apter el T
Length Coverage Dimer Sequence Accuracy

200 bp 189 bp 91.5 1.3% 56% 99.1%

100 bp 118 bp 78.0 5.3% 70% 99.6%

Table 1. Summary of sequencing run on 100bp and 200bp chemistries.
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Product PCR Read Fold Adapter  Usable Mean
Cycles Length Coverage Dimer Sequence Accuracy
Accel-NGS DNA Library 0 182 bp 101.8 0% 61.0% 99.1%
Kit
Company N 11 152 bp 17.7 64.4% 10.6% 99.1%

Figure 2. Read length histograms of Swift Biosciences versus Company N.
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Table 2. Summary of sequencing run of Swift Biosciences versus Company N.

b

Great Results in About Half the Time Versus Leading Kit

70000 Accel-NGS 70000 Company L

60000 60000

50000 50000
g 000 g o000
S 30000 S 30000

20000 20000

10000 10000

0 ' T 0 ‘¥
50 100 150 200 250 300 350 50 100 150 200 250 300 350
Read Length Read Length

Figure 3. Read length histograms of Swift Biosciences versus Company L.
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Product Fold Adapter Usable Mean
Length Coverage Dimer Sequence Accuracy
Accel-NGS DNA Library | 231 bp 156 0% 61% 99.4%
Kit
Company L 232 bp 118 0% 70% 99.4%

Table 3. Summary of sequencing run of Swift Biosciences versus Company L.
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Product Name Reactions Catalog No.
Accel-NGS DNA Library Kit for lon Torrent 10 DL-ION1-10
Accel-NGS DNA Library Kit for lon Torrent 50 DL-ION1-50
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NEXTprep-Mag™ cfDNA Isolation Kit

Extract Cell-Free DNA from

Human Blood Plasma or Serum for NGS

Magnetic-bead based format  Fast, 25 minute protocol = Automation friendly

NEXTflex™ SMALL RNA-SEQ KIT v2

Select Institutions Using NEXTflex™ Sequencing Kits & Reagents

Brown Univ Mount Sinai School of Medicine Univ of California - San Diego

cbC National Cancer Institute : Univ of California — Riverside
Children's Hospital Boston National Institute of Health Univ of lllinois

Cold Spring Harbor Lab New York Univ Univ of Massachusetts

Columbia Medical Center Northern Arizona Univ Univ of Massachusetts Med School
Dartmouth Medical School Oklahoma Medical Research Foundation Univ of Montana

Fred Hutchison Cancer Research Inst Raockefeller Univ Univ of N. Carolina

Harvard Medical School St Jude Children's Research Hospital University of Texas Health Science Center
J. Craig Venter Institute Stowers Institute Univ of Washington

Johns Hopkins Univ Translational Genomics Research Institute (TGEN) University of Wisconsin, Madison
MD Anderson Medical Center Univ of British Columbia UsDA

Medical Neurogenetics Univ of California — Berkeley Vanderbilt University

Memorial Sloan Kettering Cancer Center Univ of California — Davis

MIT Univ of California — Riverside

—
1

» fRIZ1S#E: service@biogenesis.com.tw BR#%EE4R: 0800-211-667
“ 3: &16:02-26558877 &o: 04-22602466 Sift: 07-3425707
.m..u\ [ Y

Bio-genesis Techno/ogy 177: 037-680138 7Ei: 03-8463953
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BIOO SCIENTIFIC NGS KITS

NEXTflex™ Rapid DNA Sequencing Kit

(1ng -1pg)
(Ilumina Compatible)
Catalog #5144-01 (8 reactions)

:Flexible amounts of input DNA frod

S 1
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BIOO SCIENTIFIC NGS KITS

NEXTflex™ ChIP-Seq Kit

(Illumina Compatible)
Catalog #5143-01 (8 reactions)
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BIOO SCIENTIFIC NGS KITS

NEXTflex™ mtDNA-Seq Kit

(Illumina Compatible)
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BIOO SCIENTIFIC NGS KITS

NEXTflex™ Cell Free DNA-Seg Kit

(Illumina Compatible)
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1
1
1
1
1
1

BRIDGE AMPLIFICATION COMPLEXITY REDUCTION
(CLUSTER GENERATION) (SEQUENCE CAPTURE)
(Fu)-
3004 A ~
el b e, @ Panel A: Library from - B8Re®©LDNA 4P o
e % mal e donor amplified for 15 cycles
foll ) S e 3 - which reflects the rdckies ddrNeAt & rsaigzreesn t
35 150 300 500 . 10380 [bp) cefllee DNA was not fragmented prio
(FU] C /\\ .
2001 7y Panel B: Analysis of thereeoDKNAspDa
100+ | make the |l ibrary shown in Panel A.
o I TS . . . free DNA is too |l ow to be detected
| 7 G R P O RS RIS A = L
35 150 300 S00 10380 [bp)
Fy B Panel C: Library made from 1 ng of
100 amplified for 15 cycles. Note the
50 compared to the | ifbrreaer yDNade f r om
: "I\IIII l_—l__-l>ll..l“lT‘ll\
35 150 300 S00 10380 [bp)
FU) Panel D: Li br arfyr enea doeNsAE fse catee @ | pr i o
D i l'i brary constructi on, using Ampure
200 (1 smal H rceeel IDNA. Library was ampl i fie
1004 | i was from a male donor. After adapt
bl b W R products are approximately 300 bp.
35 150 300 S0 10380 [bp]
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¢tKS YSGNROA &aK2¢y Ay GKS INI LKAQDdIdDEAZS &
j dzSy OAy3 RIEGEZ | & aK2géyE Ad&e0 dii KESK SK AUTINKS vt RK NB
d02NBa 620S onx O2NNBaLRYRAY3I (2 HhhpddE:
NEBlFIRaE AY (GKS LI2aAa2y NIy3dISa O2NNBALRYRAY
| EAA0Y 6AGK GKS SEOSLI 2y -M2pT 0K & KiA2OKI KA (1D ¢
SN a02NBa 606dzi ¢6KAOK INB aeff | 020S o>
HH 6SNB &AYAL L N

6 DDDD [ EREN

; __mﬂ[ I

32 | |

0 |

28} T _\\

26 E [T

24

22 -----'----_"__l_-- =

20 i

18 e

16 I

14 = = |

=3
12
4
2
© 1 2 3 4 5 & F 8 % 1%=-1% 3I0-34 45 =49 =il FH=7%  90=34 105=109 125=1249 145=145
Fastion in read {Gp)
¢cFoftS mM® [2¢ 52 2F FRFELIWGSNI O2y Gl YAYyla2y YR KA3IK
].'.l'-:ur}' 14 20,375,523 29.051,263 1.1% 24.338.715 16.22% 4020720 98.69%
Library 22 31,725,510 30,179,252 1.9% 12,651,028 58.08% 12321279 97.39%
[ FaFf 2 t N2 RdzO4G bl YS vdz yoaie
p M pPIM bo9- ¢bSEn / &l COrNAIS y NEVYA
P M PUH bo9- ¢bSEu / Sl COrNAIS ny NEYa
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BIOO SCIENTIFIC NGS KITS

NEXTflex™ Rapid RNA-Seq Kit

(Illumina Compatible)
Catalog #5138-01 (8 reactions)

ACH&AGSNI GKEY GNIRAo2YIE Lff dzY jumise Sy e L)
Al 2YLE SGS az2tde2y AyOtdRSa GKS ‘ S
CNI YAaONRLNtAS __ ____ _________ P e muse: 3 T
ALy Ldzi a3 x3 G2GFHt wb! F2NJ squmjgosyu o : ?gb\ Ex t
L SERA 2MNA WIyAaA2( | GERUIYDS R 2 o

ApL) G2 dc of ND2RSA FoFALl ol S | T @S ddeRdS E""\V 3
Al dzi2 YANEABYREE 2N b26 Aa O2YEkoeot$S z)\uK\i)\udzAﬁ K I
CdzyOo2ylitte OLtARFGISR gAGK LtEERPRYIE4SjdSyOAy I LX

1
FRAGMENTATION 10 Mimutes

POLY (A) OR rRNA DEPLETED RNA

FIRST STRAND SYNTHESIS 75 Mintes

SECOND STRAND SYNTHESIS 60 Minutes

(Optional Stop Paint)

aEEEEIEEIIEIEEIEIEEEE D 4 b

ADD ADAPTERS

15 Minutes
[Optional Stop Point)

LIGATION

PCR 1 Haur

(Optional Stop Paiat)

| |
I |
I |
| |
| |
I |
I |
| |
| |
I |
I |
| |
ADD A | 30 Minutes |
I |
I |
| |
| |
I |
I |
| |
| |
I |
I |
| |
I 1

BEAD CLEANUP

LYLINRODOSR fAONINB @ASER
wl LIAR AvBIKO { SyaAs@Aile 5t
SNJ NI OF&lj 2FA wRIX NRSa O
GAGK b9 - ¢b§ESIliwl LIAR whb!
YAGADONI NASa gSNB Oz2yal
y3a 2F FNIIYSYGSR: t2fe@
GSNISR (2 O5b! dzaAiy3a S
AR w¢ o00f dzS0 2 NJ { dzLISNJ
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