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DNA Library Preparation

TransNGS® DNA Library Prep Kit for lllumina®

TransNGS® DNA Library Prep Kit for MGI®

TransNGS® Fragmentase DNA Library Prep Kit for llumina®
TransNGS® Fragmentase DNA Library Prep Kit for MGI®
TransNGS® Circularization Kit For MGI®

MagicPure® Size Selection DNA Beads

RNA Library Preparation

TransNGS® rRNA Depletion Kit (Human/Mouse/Rat)
TransNGS® Magic rRMNA Depletion Kit (Bacteria)
MagicPure® mRMNA Kit

TransNG$® RNA-Seq Library Prep Kit for llumina®
TransNGS® Fast RNA-Seq Library Prep Kit for lllumina®
TransNGS® Fast Stranded RNA-Seq Library Prep Kit for MGI®

Pathogenic Microorganism
Detection

TransGuard® Disposable Virus Sampling Tube
TransGuard® Fecal DNA Sampling Tube

TransGuard® Buccal Swab DNA Preservation Buffer
TransNGS® Host DNA Depletion Kit

EasyPure® Microbiome DNA Isolation Kit

MagicPure® Microbiome DNA Isolation Kit

EasyPure® Viral DNA/RNA Kit

MagicPure® Fly 96 Viral DNA/RNA Kit

MagicPure® Stool and Soil Genomic DNA Kit

TransNGS® Fragmentase DNA Library Prep Kit for lluming®

Modifying Enzymes

T4 DNA Ligase for NGS

DNA polymerase | Klenow Fragment
T4 DNA Polymerase

T4 Polynucleotide Kinase

TransNGS® Library Amplification SuperiMix
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Common Library

Preparation

TransNGS® DNA Library Prep Kit for lllumina®
(KP201)

Features

« High library conversion rate.
«» Suitable for wide range of sequencing methods: whole genome sequencing, target gene sequencing, meta-genomic sequencing,

immunoprecipitation sequencing, exome sequencing, or ofher targeted capture sequencing.

Applications
* Whole genome sequencing. * Metagenomic sequencing.
» Target gene sequencing. » Co-immunoprecipitation sequencing.

* Exon sequencing / other targeted capture sequencing.

Schematic Diagram of Library Preparation Operation flow chart
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Comparision Between Competing Products

TransGen (KI341) and Company V products were used for DNA library construction using 1ng, 10ng, 100ng, and 1000ng Hela cell and smear DNA.
The results showed that the peak and productivity of the library, the quality of sequencing result, and GC distribution generated by TransGen is
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as good as competing products.

Library yield

Library yield (ng)
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Library peak pattem
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Sequencing data quality
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T-10 162024748 154921836 95.62 0.03 97.85 9278 43.2¢
T-100 162024748 157370662 97.13 0.03 97.93 93.71 40.63
T-1000 162024748 158485938 97.94 0.03 97.67 92.14 40.2

V-1 162024748 158473152 97.81 0.03 96.45 90.79 42.82

V-10 162024748 158371574 97.75 0.03 97.33 92.86 43,42
V-100 162024748 158742128 97.97 0.03 97.6 93.22 41
V-1000 162024748 159029382 98.15 0.03 97.45 92,83 40.92
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TransNGS® DNA Library Prep Kit for MGI®
(KP221)

Features Applications

* Whole genome sequencing.

« Target gene sequencing.

* Metagenomic sequencing.

* Co-immunoprecipitation sequencing.

« Exon sequencing / other targeted capture sequencing.

+ High library conversion rate.

« Suitable for wide range of sequencing methods: whole genome
sequencing, target gene sequencing, exosome sequencing, meta-
genomic sequencing, and immunoprecipitation sequencing.

+ Great data quality

Schematic Diagram of Library Preparation Operation flow chart
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Comparison Between Competing Products

(1) comparison of library yield using different amount of samples

TransGen and Company V products were used for dsDNA library construction using different amount of fragmented Hela cell DNA. The results

showed that TransGen product generates higher efficiency in library construction than competing products.

Library yield
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(2) comparison of sequencing result
TransGen and Company V products were used for dsDNA library construction using different amount of fragmented Hela cell DNA.
The results showed that the quality of sequencingresult, GC distribution and correlation generated by TransGen is cs geod as
competing products.

Comparison of sequencing results
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Fragmentase Library

Preparation

TransNGS® Fragmentase DNA Library Prep Kit
for lllumina®(KP231)

Features
« High library conversion rate.

« Suitable for wide range of sequencing methods: whole genome sequencing, target gene sequencing, meta-genomic sequencing,
and exome sequencing.

Applications

* Whole genome sequencing.

* Target gene sequencing.

» Metagenomic sequencing.

« Co-Immunoprecipitation sequencing.

* Exon sequencing / other targeted capture sequencing.

Schematic Diagram of Library Preparation Operation flow chart
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Experimental data display

(2) library yield of different species
TransGen products were used to construct libraries for different

(1) Comparison of library yields with different starfing sample amounts
DNA library was constructed using TransGen UDI long adapter (KI341)
with 1 ng, 10 ng, 100 ng and 500 ng restricted Hela cell genomic DNA.
The results showed that the average library yields s 1 ug.

sample species, including com, Staphylococcus aureus, and soil
microorganisms. The results showed that the average library yields
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(3) Sequencing result
The results show that TransGen products consfruct DNA libraries efficiently with 1-500 ng samples.

Sequencing data quality
T1 95.85 90.35 40.95 72.88 93.48 69.88 25.68 6.26
T-10 96,49 91.26 40.71 83.26 94,75 78.81 15.53 7.29
T-100 96.15 90.65 40.77 78.27 96.41 85.81 20.61 8.64
T-500 96.97 92.33 40.74 80.66 95.55 85.76 18.28 8.63
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TransNGS® Fragmentase DNA Library Prep Kit
for MGI® (KP241)

Features

« High library conversion rate.
« Suitable for wide range of sequencing methods: whole gencme sequencing, target gene sequencing, meta-genomic sequencing,
and exome sequencing.

Applications

* Whole genome sequencing.

« Target gene sequencing.

» Metagenomic sequencing.

+ Co-Immunoprecipitation sequencing.

» Exon sequencing / other targeted capture sequencing.

Schematic Diagram of Library Preparation Operation flow chart
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Comparison Between Competing Products

200 ng standard NA12878 human genome was treated by TransGen and Company A products to construct a DNA library. The resulls showed that
the TransGen product was better than competing products in terms of sequencing data quality, alignment rate, SNP and InDel detection.

Sequencing data quality

Sample | Q20 (%) Q30(%) |GC Content (%) | Total mapped (%) | Coverage at-4X (%) | Coverage at-10X (%) | Duplication Rate (%) | Depth (x)
T-200-1 97.24 93.05 40.43 99.99 98.62 97.34 1.24 30.31
T-200-2 97.82 94,04 40.67 99.99 78.78 97.58 1.24 30.34
A-200-1 97.41 94.16 39.45 99.99 78.54 96.00 1.22 30.63
A-200-2 97.38 93.74 39.45 99.99 98.88 96.75 0.96 30.85

SNP and InDel detection

Sample Total SNPs | Ti/lv | Precision (%) | Consistency (%) Total InDels Precision (%) Consistency (%)

7-200-1 3717711 204 99.73 827247 96.00

95.49 74.26
1-200-2 3723268 204 99.74 837459 96.03
A200-1 3700900 204 99.78 813681 96.79

95.77 7476
A-200-2 3705928 204 99.83 823616 96.03
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03 Related Products

TransNGS® Circularization Kit For MGI®
(KC101)

Features

« Short operation time
» high circularization efficiency

Applications

» Applicable for dsDNA library preparation using MGl high-throughput sequencing platform

Schematic Diagram of Library Preparation

( 14GI Plafform double strand PCR product )
t

( 1 pmol input DNA )
l

( DNA denature $8°C 3min 50 pl )
¥

( Single strand circularization 37°C 15 min 70ul )
t

( Enzyme digestion 37°C 10 min 80 pl )
ht

( Yagnetic beads purification 30 min 120 pl beads )
-

( Circularzation product qudlity inspection )

Comparison Between Competing Products

100pmol double strand DNA library was generated by TransGen library preparation kit under MGI platform. Single-stranded circularized libraries
were prepared using TransGen and Company V products respectively, and the circularization efficiency and amplification fold were calculated
using products of the same quantity. The results showed that the TransGen product was better than competing products in terms of efficiency.
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Stability of the Product

Circularization efficiency was calculated using 1 pmol MGI double-stranded DNA library and fragments with MGl adapters, circularized by

TransGen products in different production batches. The consistency of circularization efficiency shows that TransGen products have good
batch-to-batch stability.

M et
o 2ht
aom ;
om
T !

WG library MG fragment

Crculaizafion eficiency

MagicPure® Size Selection DNA Beads
(EC401)

Features
* Easy operation, designed for automated workstations.

Applications

* DNA purification

* DNA condensation

+ DNA fragment sorting in high-throughput sequencing library construction

DNA purification and size selection

DNA samples were purified and sorted by TransGen products. Purified DNA product was identified by Agilent's high-sensitivity DNA chip,

and TransGen's product showvs high efficiency and accuracy.

DNA Purification
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Agilent high-sensitivity DNA eleciropherogram

Smear - Control dissolved in Nuclease-free Water; 0.6x~1.8= - DNA sample purified by the
comesponding magnetic bead ratio
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DNA size selection

Average length of sorted fragments (bp)
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Agilent high-sensifivity DNA electropherogram

Smear - Control dissolved in Nuclease-free Water, 1.0+0.2~0.5+0.15 - DNA sample purified by the
comesponding magnetic bead ratio

Comparison Between Competing Products
(1) Size selection
DNA samples with same length were sorted using products from TransGen and Company B respectively. Selected fragments were

analyzed by Agilent high-sensitivity DNA chips and the concentration was measured using Qubit. The results showed that under same
conditions, the length and recovery amount of the product gives no significant difference.
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(2) Stabllity of the Product

After stored in 37°C for 3 weeks/é weeks, products from TransGen and Company B  (2-8°C as a control), DNA samples were
fragmented (0.6x+0.1x) and analyzed by Agilent high-sensitivity DNA chips. Qubit was used to calculate the product concentration.
The results showed that after high-temperature destructive experiments, the fragment length distribution and recovery amount are not
significantly different from competing products, which shows good stability of the product.
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TransNGS® rRNA Depletion Kit
(Human/Mouse/Rat) (KD101)

Features

* Removes up to 99% of RMNA in humans/mouse/rats effectively .
* Confrol gPCR Primer Sefs included. Able to detect changes in rRNA and non-ribosomal RNA content before and after removal

Applications

* Human/mouse/rat total RNA (100 ng-1 pg) samples
* Completely or partially degraded (e.g. FFPE RNA) RNA samples

Stability of the product

Different batches of products were used to remove rRNA from 1 pg of total RNA (HepG2 cells), and rRNA Primer and nonrRNA
Primer were used to perform gRT-PCR before and after RNA removal. Since ACq values of different primers among different batches
maintain relatively constant, the stability of the product is good.

P -

RHA Pimer

noa-rRHA Pimer

Comparison Between Competing Products

Products from TransGen and Company K were used fo remove RNA in 1 pg of human (H), mouse (M) and rat (R) total RNA samples
respectively, and then library construction (TransGen, KP601) was performed for sequencing and data analysis. The result shows that
the performance of TransGen products is consistent with, or even better than, competing products in terms of sequencing quality,

rRNA removal rate, circRNA and INCRNA detection rate.

Sequencing Quality

Sample rRNA Rate(7) | Clean reads (%) Q30 (%) GC content (%) Total Mapped Uniquely Mapped
H-CK 76.4 30611582 96.36 90.37 48.1 24914766 (81.39%) 21400554 (69.91%)
H-T 3.13 33860104 97.28 91.69 44.52 30467321 (89.98%) 29898471 (88.3%)
HK 4.1 25323776 96.97 87.72 45.3 22631858 (89.37%) 22135512 (87.41%)
M-CK 82.2 31734716 96.37 90.39 50.52 26264824 (82.77%) 23902588 (75.32%)
T 3.37 26782378 97.13 89.71 4491 23541710 (87.9%) 21366981 (79.78%)
MK 5.7 28705540 97.05 88.71 45.11 25039842 (87.23%) 22829515 (79.53%)
R-CK 76.1 29980720 76.92 91.45 47.73 23828676 (79.48%) 20344916 (67.86%)
R-T 0.6 36024365 97.09 89.21 45.01 31315980 (86.93%) 28981401 (80.45%)
R-K 1.47 38587178 97.07 88.96 45,06 33566986 (86.99%) 30862024 (79.98%)
H-CK/i-CK/R-CK Samples vithout rRNA removal
14
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rRNA removal rate

Species sample fRNA Removal (%) RNA Rate (%)
HT 99.88 313
Human
HK 99 54 4
o MT 99.79 337
MK 98.82 57
et RT 99.58 06
2 RK 99.03 1.47

rRNA Removal is analyzed by Mirabait software, rRNA Rate is compared using nt library, where Mirabait software is more accurate.

circRNA/INCRNA Analysis
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TransNGS® Magic rRNA Depletion Kit
(Bacteria) (KD401)

Features

* Removes more than 95% of bacterial rRNA effectively.
« Suitable for single or mixed bacteria.

« Suitable for feces, soll, oral cavity and other samples.
« Litfle damage to mRNA.

Applications

« Suitable for both Gram-positive and Gram-negative bacteria (removal efficiency may vary for different bacterial species).
« Suitable for 500 ng~2 pg total RNA samples.
« Suitable for RNA samples with good integrity or moderate degradation (RIN value >4)

Schematic diagram Operation flow chart

1. Total RNA

10 min

2.Probe hybidizes to RNA
~25 min

~25mm

3.Magnefic beads capture

Total 80 min
L B TR L . e L]
.« & * @ L] L
FRNA RNA of interest
probe ® Beads

Gram-positive bacteria and Gram-negative bacteria rRNA removal efficiency

aPCR and sequencing of S. aureus and E. coli RNA samples freated by TransGen product were used to detect IRNA removal efficiency. The
results showed that rRNA removal rate of TransGen product is more than 98%.

Changes in Cq values before and after RNA removal Sequencing of residual rRNA reads
based on gPCR
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Strain compatibility

Products from TransGen were used to remove rRNA and consfruct RNA library and RNA sequencing of 500 ng~1 pg bacterial fotal RNA sample.
Sequencing data was compared with the Silva database to calculate the residual ratio of rRNA. The results showed that in most of tested species,
rRNA residues were within 5%, which indicate that TransGen products have good compatibility and removal efficiency.

100 4
B undepleted

50 4 B depleted

rEHA ®abundance

wﬁf“‘ff"&fﬁff’p

rRNA removal effect on complex samples

TransGen products vwere used to remove rRNA from soll, saliva, and fecal samples respectively, and then RNA libraries were constructed and
sequenced. The result were compared with Silva database to calculate the ratio of rRNA reads. The results showed that after removal, the
proportion of IRNA in complex samples was significantly reduced.

® undepleted
W depleted

rRHA & abundance
s 5 e

ol saliva

rRNA removal performance on degraded RNA sample

Products from TransGen were used to remove rRNA and construct RNA library on 1 pg of Staphylococcus aureus RNA samples under
different degradation (RNA samples after high temperature freatment were tested by Agilent 2100, and the RIN values were in the intervals
of 4~5, 5~6, 6~7, 7~8 and >8 respectively). The result was compared with the Silva database to calculate the residual rate of rRNA reads,
which shows that TransGen products are suitable for intact or moderately degraded RNA with RIN values >4,

= rRHA

a0 m Cos

undepeted 82 73 5.8 4.5
M
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MagicPure® mRNA Kit (EC511)

Features

« Easy Operation.
« High yield and purity.
« Suitable for magnetic high-throughput nucleic acid extraction equipment.

Sample Requirement

* 0.1-10 pg puiified total RNA with good integrity (RIN value =8).

Applications

* Products are suitable for RT-PCR, gRT-PCR, second-generation sequencing, etc.
Comparison Between Competing Products

Capture and Libraries Censtruction of Samples from Different Species

TransGen and Company V products were used to capture the total RNA of human, rat, mouse, tobacco, lily, tomato, soybean, arabidopsis,

wheat and rice respectively, where 200 ng of fotal RNA input to human, rat and mouse; 1000 ng of fotal RNA input fo other species. Library
construction kit (TransGen, KP701) was used to construct RNA library, where library yield and peck pattern were analyzed with sequencing.

Results show that TransGen products perform consistently with Company V products.
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TransNGS® RNA-Seq Library Prep Kit for
lllumina® (KP601)

Features

* High library conversion rate.
« High data quality.

Applications

* Whole franscriptome sequencing.

* Gene expression analysis.

» Single nucleotide varation analysis.

« Variable shear detfection.

» Fusion gene detection,

» Non-coding RNA and RNA precursor analysis

Schematic Diagram of Library Construction Principle
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Comparison with Competing Products

TransGen, Company V, and Company products were used for library construction from 1 pg, 100 ng of total human blood RNA samples

after rRNA removal (TransGen, KD101). The results show that TransGen products perform consistently with competitors in ferms of
sequencing data guality, gene expression levels, and comelation.

Sequencing quality
Sample rRNA Rate (%) | Cleanreads Q20 (%) Q30 (%) GC content (%) Total Mapped Uniquely Mapped
H (1 pg)-T 0.78 27709932 98.85 95.67 49.03 25146763 (90.75%) | 23079602 (83.29%)
H (100 ng)-T 2.31 24374592 98.94 95.99 48.57 21702480 (89.03%) | 20093625 (82.43%)
H (1 ug)-v 0.88 24545480 98.92 95.85 46.92 22486114 (91.61%) | 20961840 (85.40%)
H (100 ng)-V 291 26241828 98.94 95.57 49.11 23575658 (89.84%) | 21841073 (83.23%)
H (1 pg)-N 0.69 19833710 98.72 95.22 50.75 17,980,295 (90.66%) | 16,545,319 (83.42%)
H (100 ng)-N 2.55 20951340 98.65 95.00 47.95 19,036,259 (90.86%) | 17,730,676 (84.63%)
Compare regiondl distibufions
100m )
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Gene expression and differenficl analysis
FPKM interval H (1 pg)-T H (100 ng)-T H (1 pg)-Vv H (100 ng)-V H (1 pg)-N H (100 ng)-N
0-1 52,346 (71.27%) 52,782 (71.86%) 51,114 (49.59%) 50,586 (68.87%) 51,300 (70.95%) 50,587 (69.96%)
1~3 6,098 (8.30%) 5,929 (8.07%) 8,588 (11.69%) 8,842 (12.04%) 8,161 (11.29%) 8,606 (11.90%)
a~5 3,784 (5.15%) 3,470 (4.72%) 3,397 (4.62%) 3,347 (4.56%) 1.893 (2.62%) 1.975 (2.73%)
5~15 4,043 (5.50%) 4,133 (5.63%) 3.765 (5.13%) 3.640 (4.96%) 3,679 (5.09%) 3.595 (4.97%)
15~60 4,870 (6.63%) 4,830 (6.58%) 4,582 (4.24%) 4,715 (6.42%) 5.031 (6.96%) 5,185 (7.17%)
>60 2,309 (3.14%) 2,306 (3.14%) 2,004 (2.73%) 2,320 (3.16%) 2,245 (3.10%) 2,361 (3.27%)
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Schematic Diagram of Library Preparation

|.RNA Fragmentation

N
2.Fst-Strand oDNA Synthesis ’
3 HHNNNN 5
33econd-Strand cDNA Synthesfs, l
End Repai* and A-Tailing
Fragmeatsd &I0¥a
§ 3

sy T
oF E

m
» Fast library preparation 4.Adapte- Ligation
* High library conversion rate / \

» High data quality [ /;_/ L 2 S L
§.Remove the U-Chain
I o
c=——- C

é.libray Amplification I

Principle chart of strand-specific library construction
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Comparison with Competing Products

mRNA purification kit was used to capture mRNA from total RNA of human, mouse, wheat and tobacco, in which 200 ng total RNA s
input for human and mouse, and 1000 ng fotal RNA is input for wheat and fobacco. TransGen and Company V products were used for
RNA library construction. After library sorting, the library yield, library peak shape, and sequencing analysis is performed. Results show that
TransGen products perfomn consistently with Company V products.
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Sequencing quality
cleanratio | low quadlity | adapter ratio GC Content | duplicate Total Strand
Sa name 20
i %) ratio (%) (%) sk oy S bt (%) %) | mapped(%) | specific(%)
Human-T 92.59 6.88 0.53 98.24 94,09 50.05 31.63 96.42 98.62
Human-V 89.25 8.21 2.54 98.21 93.95 4917 33.91 96.66 97.86
Mouse-T 92.44 7.09 0.47 97.77 92.89 50.53 30.12 95.65 98.30
Mouse-V 88.36 9.09 2.55 98.19 93.95 4917 31.05 95.35 97.54
Wheat-T 92.94 6.47 0.59 98.25 94,15 54.90 26.51 93.94 98.72
Wheat-V 88.74 8.71 2.55 98.16 93.94 54.05 26.91 94.20 97.85
Tobacco-T 92.48 6.88 0.64 97.56 92.41 45,14 20.46 56.17 98.43
Tobacco-V 88.98 7.98 3.04 98.32 94.17 44.56 21.75 53.52 97.64
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Comparison with Competing Products

mRNA purification kit was used to capture mRNA from total RNA of human,
mouse, and arabidopsis, in which 200 ng fotal RNA is input for human

and mouse, and 1000 ng total RNA is input for arabidopsis. TransGen and
Company V products were used for RNA library construction. After library
sorfing, the library yield, library peak shape, and sequencing analysis is
performed. Results show that TransGen products perform consistently with

Company V products.
Library yield
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Human-T 97.82 92419 50.53 94.22 19.45
Human-V 97.79 24.19 50.70 74.19 19.41
Mouse-T 97.81 94.18 49.44 93.68 16.46
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Arabidopsis-T 97.90 94.39 45.18 72.44 23.62
Arabidopsis-V 98.00 94.69 45.32 92.52 23.39
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Sample Preservation

TransGuard® Disposable Virus Sampling Tube
(ES101)

Features

* Inactivate virus: To avoid secondary confamination during the process of fransportation and detection.
+ Stable preservation: Protect viral nucleic acids from degradation at room temperature for 1 week.

» Transport and preserve at room temperature without the need of cold chain.

* High detection rate: Compadtible with a variety of virus nucleic acid exfraction reagents.

* Simple to operate: No professional fraining is required, allowing self-sampling.

Stable preservation

TransGen products were used to collect and preserve the serially diluted TransGen and Company D products were used to collect and
(10%-10® coples/ml)Newcastle disease virus. After 7 days, the nucleic preserve Newcastle disease virus, After 7 days, the nucleic
acid was exfracted and gRT-PCR was performed to test the preservation acid was exiracted and gRT-PCR was performed fo fest the
effect, The results show that TransGen products can effectively preserve preservation effect, The results show that TransGen products
viruses at different concenfrations. exhibits a better preservation effect.
Ampificarion Ampithcaton
. - - 1% copiesnl » R “ TransGen
- - 10" copies/ml = ® Company D
. — 10 copies/ml ' el
s ‘. B
Ex  10* copies/ml ]
H E,
A ] 3 2 ; L] x ¥ ©
Cyclos Cytles

TransGuard® Fecal DNA Sampling Tube

Feat

sInactivate safely: To avoid secondary contamination during the process of fransportation and detection.

+» Stable preservation: Protect sample nucleic acids from degradation at room temperature for 3 months.

*Convenient tfransportation and preservation: Transport and preserve at rcom temperature without the need of cold chain.
*Simple to operate: No professional fraining is required, allowing self-sampling.

Stable preservation

Stool samples were preserved using products from TransGen, Company T and PBS. The preservation effect was evaluated by agarose gel
electrophoresis for gDNA extracted after 0 day, 60 days and 120 days stored at 250C. The results showed that the integrity of the sample
gDNA preserved by TransGen products were better than those of Company T and PBS, with little degradation.

Company T TransGen PBS Company T TransGen PBS PBS

[ 1 [ 1 [ ]

CompanyT TransGen

Odays 60 days 120 days
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TransGuard®
Buccal Swab
DNA Preservation
Buffer (ES103)

vate safely: To avoid secondary
mination during the process of fransportation
and detection.

« Stable preservation: Protect sample nucleic acids
from degradation at room temperature for é
months.

«Convenient fransportation and preservation:
Transport and preserve at room temperature

thout the need of cold chain.

«Simple to operate: No professional fraining is

required, allowing self-sampling.

Stable preservation

Four oral swalbs were collected using TransGen products. The preseravation effect
was evaluated by agarose gel electrophoresis for gDNA extracted after 30 days
and 120 days stored at 250C. The results show that the sample gDNA preserved
by TransGen products has good infegrity.

30days

:Trans2K® Plus | DNA iMarker

1:Trans2K® Plus Il DNA arker
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Host Nucleic Acid

Removal

TransNGS® Host DNA Depletion Kit (EH301)

Features

» Simple and time-saving: simple operation, and the nucleic acid removal of the human host is completed in 50 minutes.

» High-efficiency removal: special lysate can efficiently remove human host nucleic acid and improve the detection rate of microorganisms.

* Wide range of samples: suitable for buccal/throat swabs, sputum, pleural fluid, ascites, cerebrospinal fluid, amniotic fluid and other biological
fluid samples.

* Compatible with a vaiiety of exfraction platforms: compatible with column extraction and magnetic bead method and other downstream
extraction methods.

Effective Depletion of Host Nucleic Acid

TransGen, Company V and Company Q were used to process different samples, and the comresponding the column extraction products of
pathogenic microorganism nucleic acid were used to exfract nucleic acid, and the host conserved genes were quantitatively detected
by gPCR. The results showed that TransGen could effectively remove host nucleic acid, and the removal efficiency was significantly better
than that of Company V and Company Q products.
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Nucleic Acid

Exiraction

EasyPure® Microbiome DNA Isolation Kit (EE401)

Features

*The extracted nucleic acid is of high quality and meets a variety of downstream testing needs.

« Strictly control the contaminations of background bacteria in reagents to reduce the risk of false positives.

« Suitable for microbial nucleic acid extraction from the throat swab, sputum, ascites and pleural fluid samples.

Efficient Extraction of Multiple Samples

High and low input of different bacteria diluents were added to throat swabs, sputum, pleural effusion and ascites samples, and nucleic
acid was extracted using TransGen, Company V and Company Q products, respectively. gPCR was used to detect the exiraction
effect. The results showed that the extraction efficiency of TransGen products for different microorganisms in different samples was

better than competing products.
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Efficient Extraction of Multiple Samples

[ ]
G)
MagicPure
The high and low input of different bacteria diluents were added to the
M i C ro b i O m e throat swab, sputum, ascites and pleural fluid samples. The nucleic acid

was exfracted using the TransGen column-based method and magnetic

D N A I I .l.‘ K‘i. bead method, and the extraction effect was detected by gPCR. The results
S o a I o n I showed that both TransGen magnetic bead methed and column based

( E C .I 0 7) method can efficiently extract samples with high and low input.
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EasyPure® Viral DNA/RNA Kit (ER201)

Features

* Use a unique lysis buffer to lyse virus and silica-based spin column to specifically adsorb DNA.
+ High yield and high purity.
« Suitable for exfracting viral DNA/RNA from a variety of samples such as whole blood, swab and cell supematant.

High Extraction Efficiency

Extract COVID-19 pseudovirus RNA using products of TransGen and Company TH respectively, folowed by gRT-PCR to detect the ORFlab and N
genes. The results show that TransGen's kit has high extraction efficiency.
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MagicPure® Fly 96 Viral DNA/RNA Kit

Features

* Fast and simple, requiring only one wash, which enhances manual operation efficiency.

« High exfraction sensitivity, improving virus detection rates.

« Extract fast, 14 minutes can be completed

« Suitable for extracting viral DNA/RNA from samples such as serum, swabs, and cell supernatants.

« Utilizes silicon-based magnetic beads for specific adsorption and purification of virus DNA/RNA, compatible with various 96-channel
automated nucleic acid extractors.

High Extraction Efficiency

Using COVID-19 pseudovirus samples diluted to 10*-fold and 10°%fold, nucleic acid extraction was performed using TransGen EC331-96 and
EC311-%96 products, followed by qPCR (TransGen, AQ322) to assess the extraction efficiency. The results show that EC331-%96 product yields a
higher extraction quantity.
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MagicPure® Stool and Soil Genomic DNA Kit
(EC801)

Features

* DNA-specific adserption magnetic beads, high purty, and fast extraction speed.
« Suitable for extracting various types of soil samples, efficiently removing inhibitors from the samples.

Comparison with competitors

Soil sample
(1) High yield

Extract genomic DNA from different soil samples using products of TransGen and Company O respectively. The Qubit test results showed
that TransGen products yielded higher DNA concentrations in the extracted DNA from all six soil samples.
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(2) The extracted DNA has good integrity

Extract genocmic DNA from different soil samples using products of TransGen and Company O respectively. Gel elecirophoresis
results show that TransGen products yielded better DNA quantity and integrity.
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(3) Better suited for downstream applications

Fungal ITS sequences were amplified using 50 ng of genomic DNA exiracted from different soil samples with TransGen and Company O products as
templates. Gel electrophoresis results show that genomic DNA extracted with TransGen products is better suited for downstream PCR detection.
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165 rDNA were amplified using 4 UL genomic DNA exiracted from different soil samples with TransGen and Company O products as templates.
Gel elecirophoresis results show that genomic DNA exiracted with TransGen products is better suited for downstream PCR detection.
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(1) The extracted DNA has good integrity

Extract genomic DNA from different soil samples(Mouse feces 200 mg, human feces 200 pL)  using products of TransGen and Company T
respectively. Gel electrophoresis results show that TransGen products yielded better DNA quantity and integrity.
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(2) Better suited for downstream applications
Extract genomic DNA using products of TransGen and Company T respectively from human and mouse feces, and then different amounts

of genomic DNA were used as templates to amplify 165 rDNA. Gel electrophoresis results show that genomic DNA extracted with TransGen

products is better suited for downstream PCR detection.
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TransNGS® Fragmentase DNA Library Prep Kit

for lllumina® (KP231)

Applications

* Wide applicability fo varicus sample types.

» High library conversion rate.

Applications:

* Whole genome sequencing.

* Targeted gene sequencing.
* Exome sequencing/other targeted capture sequencing.
* Metagenomic sequencing.

Comparison with competing products:

Compared to our competitor, we conducted library consfruction using TransGen and Company V products on soil, feces, and sputum

samples. The results showed that TransGen's preduct performance vwas consistent with that of cur competitor in temns of library yield
and peak shape, sequencing data quality, sequencing results, and sequence assembly.
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sequencing data quality
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Sequence assembly results
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Feces-T 158092 116284135 842 365 42833 200
Feces-V 131004 91218323 764 360 34560 200
Soil-T 116560 57703998 445 321 18461 200
Soil-v 122432 40987964 464 324 29016 200
Sputum-T 43449 47478014 822 354 232780 200
Sputum-V 46250 53287413 916 367 271388 200
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TRANSGEN

Modifying Enzymes




T4 DNA Ligase for NGS (LL101)

Applications

« This is primarily used for adapter ligation during NGS library construction.
« It can also be used for cloning of restriction enzyme fragments.

Comparison with competing products

Using both TransGen and Company V products for library adapter ligation in next generation sequencing, the results indicate that the
library yield and peak shape of TransGen are consistent with those of Company V products.
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DNA polymerase | Klenow Fragment
(LE201)

Applications
The complementary filing of the 5' overhang and excision of the 3' overhang in double-siranded DNA.
Comparison with competing products

Using a specific quantity of single-stranded cDNA (GFP gene, approximately 700 bp) as a template, dual-strand synthesis was performed
using TransGen and Company N products separately. The reaction was carried out at 25°C for 10 minutes, and the yield was measured, The
results indicate that the performance of TransGen preducts is consistent with that of Company N products in next-generation sequencing.
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T4 DNA Polymerase (LP201)

Applications

* Smoothing of DNA §' or 3' profruding ends.

» Synthesis of labeled DNA probes through displacement reaction.

+ Subcloning after single-sirand deletion.

+ Synthesis of the second strand during gene site-directed mutagenesis process.

Comparison with competing products

Using a certain amount of single-stranded cDNA. (GFP gene, approximately 700 bp) as a template, we perfomed double-siranded synthesis
using TransGen products and similar competitors. The reaction was carried out at 25¢C for 10 minutes, and the yield was measured. The results
indicate that the performance of TransGen products is consistent with that of the competitors.

Library yield

/0

library yiekd [ng)
g 3 8 8

TransGen Company H Company TH Company €

T4 Polynucleotide Kinase (LK101)

Applications

» Oligonucleotide, DNA, or RNA 5 end labeling for use as probes in Southern, Northern, EMSA, DNA sequencing primers, PCR primers, etc.
* Phosphorylation of oligonuclectide, DNA, or RNA 5' ends.
* Removal of 3' end phosphate groups.

Comparison with competing products

Using 1U and 2U TransGen products, as well as similar competitor products, a 50 ng 250 bp PCR fragment was phosphorylated. The resulting
product was digested using A enzyme (with phosphorylated double-stranded DNA as the optimal substrate) and the remaining product was
quantified. The results indicate that the phosphorylation efficiency of TransGen products is consistent with that of the competitors.
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TransNGS® Library Amplification SuperMix
(KA101)

Features

« Ulfra high fidelity.

* Low preference.

« High sensitivity and specificity.
+ Hof Start.

Applications
Next-generation sequencing library amplification.

Stability of the Product

Different batches of products were used to amplify 25 ng of DNA libraries with different GC contents (33%~72%) for é cycles. After the products
were purified with 1.0x magnetic beads, Qubit was used to detect the concentration. The results show that the amplification efficiency of
different batches of products for templates with different GC contents is basically the same.
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Comparison between competing products

1. Use TransGen, Company N, Company K and Company V preducts fo amplify 25 ng of DNA libraries with different GC contents (33%~72%)
respectively, and amplify for 6 cycles. After the products are purified with 1.0x magnetic beads, use Qubit detects concentration. Results show
that TransGen products demonstrate higher amplification efficiency and lower GC bias.
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2. Use TransGen and Company N products to amplify libraries with different GC contents. The amplified libraries are DNA fragments connected
to the same adapter, and sequenced using the llumina sequencing platform. The distribution of sequencing reads with different GC contents is
shown in the curve in the figure. The library amplified using TransGen products is closer to the expected distribution.
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Category

Product Name

Catalog Number

Specificafions

TransNGS® DNA Library Prep Kit for lllumina® KP201-11/03 12 xns / 96 rxns
TransNGS® DNA Library Prep Kit for MGI® KP221-01/02 12 xns / 96 mns
DNA Library TransNGS® Fragmentase DNA Library Prep Kit for llumina® KP231-01/02 12 ns / 96 rxns
Preparation TransNGS® Fragmentase DNA Library Prep Kit for MGI® KP24101/02 12 xns / 96 rxns
TransNGS® Circularization Kit For MGI® KC101-01/02 12 mns / 96 rxns
MagicPure® Size Selection DNA Beads EC401-01/02/03/04 ITmL/5mL/é0mlL/ 450 mL
TransNGS® rRNA Depletion Kit (Human/Mouse/Rat) KD101-11/03 12mns / 96 rxns
TransNGS® Magic rRNA Depletion Kit (Bacteria) KD401-01/02 12 mxns / 96 rxns
MagicPure® mRNA Kit EC511-01/02 24 xns / 96 xns
RNA Library TransNGS® RMA-Seq Library Prep Kit for llluming® KP601-01/02 12 xns / 96 xns
Preparation TransNGS® Fast RNA-Seq Library Prep Kit for llumina® KP701-01/02 12 xns / 94 rxns
TransNGS® Fast Stranded RNA-Seq Library Prep Kit for MGI® KP801-01/02 12 s / 96 rxns
TransNGS® Circularization Kit For MGI® KC101-01/02 12 xns / 96 xns
MagicPure® RNA Beads EC501-01/02/03 Tml/&ml/é60ml
TransNGS® Library Amplification Superiix KA101-01/02 I mL/5x1 mL
TransNGS® Library Quantification Kit for llumina® KQ101-01/02 100 mns / 500 rxns
TransNGS® Library Quantification gPCR Superidix KQ201-01/02 ImL/5%1 mL
TransNGS® Library Quantification DNA Standards (S1-56) K$101-21 50% . 120 uL each
ﬂﬂgd%:‘;’;fﬁc"ﬁ"” TransNGS® Library Dilution Buffer KB101-01 Sl ml
TransNGS® UDI Indexed Adapter Kit for llluming® KI341-01/02 192 ns / 384 rxns
TransNGS® 384 UDI Indexed Adapter Kit for lllumina® KI351-01/02 192 xns / 384 rxns
TransNGS® Indexed Adapter Kit for MGI® KI401-§, 401/02 192 mxns / 384 rxns
TransNGS®Index Primers (384) Kit for llumina® KI241-01/02 26 mns / 384 xns
TransGuard® Disposable Virus Sampling Tube ES101-01 50 rxns
TransGuard® Fecal DNA Sampling Tube ES102-01 50 rxns
TransGuard® Buccal Swab DNA Preservation Buffer ES103-01 50 mL
TransNGS® Host DNA Depletion Kit EH301-01 50 xns
Pathogenic
Microorganism EasyPure® Microblome DNA Isolation Kit EE401-01 50 rxns
Detection
MagicPure® 32 Microbiome DNA Isolation Kit EC107-32-11 32 rxns
EasyPure® Viral DNA/RNA Kit ER201-01/02 50 xns / 200 rxns
MagicPure® Fly 96 Viral DNA/RNA Kit EC331-94 94 rxns
MagicPure® Stool and Soil Genomic DNA Kit EC801-11 50 ns
T4 DNA Ligase [for NGS) LL101-01/02 200 L/ 1 mL
T4 DNA Polymerase LP201-01/02 150 units / 5150 units
Modifying Enzymes
T4 Polynucleotide Kinase LK101-01/02 500 units / 4x500 units
DMA Polymerase | Klenow Fragment LE201-01 500 units
39
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How to navigate through our website?

Homepage: When you first visit our website, you'll land on the homepage. This is where you can
find an overview of our services, products, or any important announcements. From here, you can
navigate to other sections of the website.

Consult our Choose your Log in to Choose your View Cart
catalog and Country your account language
services
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Search Bar: Look for specific Products and equipment

Search by selecting :
siflior BUO or D Search result : 39126007 product found
products
Refine your search
Refine your search ) TETVD Cat# Description Cond.
by choosing from the | N |l NB-45-00042-100 Super NI-NTA Agarose Resi 100m
following options Conjugate (100) . NB-45-00042-25 Super Ni-NTA Agarose Resin 25mi
Rty e (100) + NB-45-00058-4 Proteus 1 -step Balch Mini Spin Column Pack 40pc
Class (66) + NB-12.6001-3 NeoLine pipetie 2-20 Tunit
.< Host species (100) * NB-12-0023C pm (Including 1pcs
SEETEE, = NB-03-0160 100mg
Zpplestionilion) i NB-60-0001 et i 50colums
(i) it NB-12-8001-19 Combs for NeoPROA mini (1.5mm, 15 wells Spieces
Apply Filter NB-12-8001-20 Spieces
: i NB-12-8001-04 10pieces

SHARE THIS SEARCH

“Remember, if you ever get lost or have questions, don't hesitate to reach out to our customer
support team. They're here to help you address any concerns you may have.”
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CliniSciences

Austria @

Company: CliniSciences GmbH
Address: Sternwartestrasse 76, A-1180
Wien - Austria

Telephone: +43 720 115 580

Fax: +43 720 115 577

Email: oesterreich@clinisciences.com
Web: https://www.clinisciences.com

Finland @

Company: CliniSciences ApS
Address: Oesterbrogade 226, st. 1,
Copenhagen, 2100 - Denmark
Telephone: +45 89 888 349

Fax: +45 89 884 064

Email: suomi@clinisciences.com
Web: https://www.clinisciences.com

Iceland

Company: CliniSciences ApS
Address: Oesterbrogade 226, st. 1,
Copenhagen, 2100 - Denmark
Telephone: +45 89 888 349

Fax: +45 89 884 064

Email: island@clinisciences.com
Web: https://www.clinisciences.com

Netherlands c
Company: CliniSciences B.V.

Address: Kraijenhoffstraat 137A,
1018RG Amsterdam, - Netherlands
Telephone: +31 85 2082 351

Fax: +31 85 2082 353

Email: nederland@clinisciences.com
Web: https://www.clinisciences.com

Portugal

Company: Quimigen Unipessoal LDA
Address: Rua Almada Negreiros, Lote 5, Loja 14,
2615-275 Alverca Do Ribatejo - Portugal
Telephone: +351 30 8808 050

Fax: +351 30 8808 052
Email:_info@quimigen.com

Web: https://www.quimigen.pt

©

Switzerland

Company: CliniSciences AG

Address: Fracht Ost Flughafen Kloten
CH-8058 Ziirich - Switzerland
Telephone: +41 (044) 805 76 81

Fax: +41 (044) 805 76 75

Email: switzerland@clinisciences.com
Web: https://www.clinisciences.com

Belgium @

Company: CliniSciences S.R.L
Address: Avenue Stalingrad 52, 1000
Brussels - Belgium

Telephone: +32 2 31 50 800

Fax: +32 2 31 50 801

Email: belgium@clinisciences.com
Web: https://www.clinisciences.com

France @

Company: CliniSciences S.A.S
Address: 74 Rue des Suisses, 92000
Nanterre- France

Telephone: +33 9 77 40 09 09

Fax: +33 9 77 40 10 11

Email: info@clinisciences.com

Web: https://www.clinisciences.com

Ireland O

Company: CliniSciences Limited

Address: Ground Floor, 71 lower Baggot street
Dublin D02 P593 - Ireland

Telephone: +353 1 6971 146

Fax: +353 1 6971 147
Email:_ireland@clinisciences.com

Web: https://www.clinisciences.com

Norway %
Company: CliniSciences AS

Address: c/o MerVerdi Munkerudtunet 10
1164 Oslo - Norway

Telephone: +47 21 988 882

Email: norge@clinisciences.com

Web: https://lwww.clinisciences.com

Spain

Company: CliniSciences Lab Solutions
Address: C/ Hermanos del Moral 13
(Bajo E), 28019, Madrid - Spain
Telephone: +34 916 750 700

Fax: +34 91 269 40 74

Email: espana@clinisciences.com
Web: https://www.clinisciences.com

uK

Company: CliniSciences Limited
Address: 11 Progress Business center, Whittle
Parkway, SL1 6DQ Slough- United Kingdom
Telephone: +44 (0)1753 866 511
or +44 (0) 330 684 0982
Fax: +44 (0)1753 208 899
Email: uk@clinisciences.com
IWeb: https://www.clinisciences.com

Version 12-11-2025

Denmark @

Company: CliniSciences ApS
Address: Oesterbrogade 226, st. 1,
Copenhagen, 2100 - Denmark
Telephone: +45 89 888 349

Fax: +45 89 884 064

Email: danmark@clinisciences.com
Web: https://www.clinisciences.com

Germany @

Company: Clinisiences GmbH
Address: Wilhelm-Mauser-Str. 41-43,
50827 Koln - Germany

Telephone: +49 221 9498 320

Fax: +49 221 9498 325

Email: deutschland@clinisciences.com
Web: https://www.clinisciences.com

oy O

Company: CliniSciences S.r.|

Address: Via Maremmana inferiore 378
Roma 00012 Guidonia Montecelio - Italy
Telephone: +39 06 94 80 56 71

Fax: +39 06 94 80 00 21

Email: italia@clinisciences.com

Web: https://www.clinisciences.com

Poland G

Company: CliniSciences sp.Z.0.0.

Address: ul. Rotmistrza Witolda Pileckiego 67
lok. 200 - 02-781 Warszawa -Poland
Telephone: +48 22 307 0535

Fax: +48 22 307 0532

Email: polska@clinisciences.com

Web: https://www.clinisciences.com

Sweden @

Company: CliniSciences ApS
Address: Oesterbrogade 226, st. 1,
Copenhagen, 2100 - Denmark
Telephone: +45 89 888 349

Fax: +45 89 884 064

Email: sverige@clinisciences.com
Web: https://www.clinisciences.com

Company: CliniSciences LLC =
Address: c/o Carr Riggs Ingram,

500 Grand Boulevard, Suite 210 Miramar
Beach, FL 32550- USA

Telephone: +1 850 650 7790

Fax: +1 850 650 4383

Email: usa@clinisciences.com

Web: https://www.clinisciences.com




