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RNA-seq Related Products for lllumina 
RNA Enrichment 

Ribo-off rRNA Depletion Kit (Human/Mouse/Rat) 

I Description 
Ribo-off rRNA Depletion Kit (Human/Mouse/Rat) is a kit for removing rRNA from total RNA (including cytoplasmic 28S, 18S, 5S rRNA and 

mitochondrial 12S, 5.8S rRNA), leaving other mRNA and non-coding RNA. The kit is applicable to both complete and partially degraded 

RNA samples (e.g. FFPE RNA). And the resulting rRNA-depleted RNA can be analyzed for both mRNA and non-coding RNA such as 

lncRNA. 

I Working Principle 

25min 30 min 

... 
1. rRNA (> 80% of total RNA). 2. rRNA probe hybridization. 3. RNase H digestion to remove rRNA. 

30 min 

4. DNase I digestion to remove 
probes. 

I Features 

1/ Rapid 
Complete rRNA removal within 2 h. 

2/ Wide Compatibility 
Extensive species compatibility. 
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taurus 

Cow 

30min 

5. mRNA / lncRNA enriched 
after rRNA removal. 

6. Library preparation for 
RNA-seq. 

Canis lupus 

familiaris 

Dog 

Equus Gallus Macaca Sus 

caballus gal/us mulatta scrofa 

Horse Chicken Monkey Pig 

3/ High Efficiency 

RNA-seq Related Products for lllumina 
RNA Enrichment 

Ribo-off rRNA Depletion Kit (Human/Mouse/Rat) can be efficiently compatible with different input quantities. 
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The transcriptome library was constructed with N406 and VAHTS Universal V6 RNA-seq Library Prep Kit for lllumina (Vazyme #NR604), 

with good data quality and high rRNA removal efficiency (>99.9%). The dup rate of rRNA removal products were significantly better than 

Q* company rRNA removal products.
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RNA-seq Related Products for lllumina 
RNA Enrichment 

Ribo-off Globin & rRNA Depletion Kit (Human/Mouse/Rat) 

I Description 
This is a kit for removing globin mRNA and rRNA from total RNA in blood samples. This kit is compatible with 0.01 - 1 µg blood total RNA. 

The total RNA sample undergoes probe hybridization, RNase H digestion, DNase I digestion, etc. Finally, globin mRNA and rRNA (including 

cytoplasmic rRNA and mitochondrial rRNA) are removed from total RNA, leaving other mRNA and non-coding RNA, which can be used for 

the analysis of non-coding RNA such as lncRNA. 

I Working Principle 

1. Globin mRNA and rRNA hybridize with probe (Probe hybridization)

2. RNase H depletion

3. DNase I depletion

I Features 

1 / Wide Compatibility 
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Globin mRNA 

rRNA 

mRNA or nc-RN.A 

Globin mRNA 
and rRNA probe 

Compatible with different species, different starting quantities and different quality samples. And both globin mRNA and rRNA can be 

removed. 

2/ High Library Yield 
Under different species and different inputs, Vazyme N408 can be efficiently compatible with library modules, ensuring good library output. 

3/ High Efficiency 

RNA-seq Related Products for lllumina 
RNA Enrichment 

Vazyme N408 could effectively remove globin mRNA and rRNA in different samples with different initial inputs (0.01 - 1 µg), different 

species and different quality. And the kit was paired with VAHTS Universal V8 RNA-seq Library Prep Kit for lllumina (Vazyme #NR605) for 

stranded transcriptome library construction. In the index of gene detection, it was consistent with that of N* similar products to ensure a rich 

number of gene detection. 

110 
100 

90 
80 

� 70 
., 60 
"g 50 
/:_ 40 

30 
20 
10 

10ng 

�������-'-----'-
/::- /::- e, � -� *o *o 

�
� ....- ....-

�e, �e, � i� �l� � 
�o �.,. 

� 

• rRNA 
• Globin 

• RNA of interest 

Percent of rRNA and Globin mRNA Reads 

20000 

� 15000 
C) 
C 
.2 10000 "' "' 
� 5000 
w 

10 ng 

Expression Genes 

0� 
10 

Science and Technology Make a Healthier Life 
stratech.co.uk/vazyme I info@stratech.co.uk 



RNA-seq Related Products for lllumina 
RNA Enrichment 

Ribo-off Globin & rRNA Depletion Kit (Human/Mouse/Rat) 

I Description 
This is a kit for removing globin mRNA and rRNA from total RNA in blood samples. This kit is compatible with 0.01 - 1 µg blood total RNA. 

The total RNA sample undergoes probe hybridization, RNase H digestion, DNase I digestion, etc. Finally, globin mRNA and rRNA (including 

cytoplasmic rRNA and mitochondrial rRNA) are removed from total RNA, leaving other mRNA and non-coding RNA, which can be used for 

the analysis of non-coding RNA such as lncRNA. 

I Working Principle 

1. Globin mRNA and rRNA hybridize with probe (Probe hybridization)

2. RNase H depletion

3. DNase I depletion

I Features 

1 / Wide Compatibility 

1111111111 " " " "" "'" -----""" """ 
--- --------------- --- -- -

Globin mRNA 

rRNA 

mRNA or nc-RN.A 

Globin mRNA 
and rRNA probe 

Compatible with different species, different starting quantities and different quality samples. And both globin mRNA and rRNA can be 

removed. 

2/ High Library Yield 
Under different species and different inputs, Vazyme N408 can be efficiently compatible with library modules, ensuring good library output. 

3/ High Efficiency 

RNA-seq Related Products for lllumina 
RNA Enrichment 

Vazyme N408 could effectively remove globin mRNA and rRNA in different samples with different initial inputs (0.01 - 1 µg), different 

species and different quality. And the kit was paired with VAHTS Universal V8 RNA-seq Library Prep Kit for lllumina (Vazyme #NR605) for 

stranded transcriptome library construction. In the index of gene detection, it was consistent with that of N* similar products to ensure a rich 

number of gene detection. 

110 
100 

90 
80 

� 70 
., 60 
"g 50 
/:_ 40 

30 
20 
10 

10ng 

�������-'-----'-
/::- /::- e, � -� *o *o 

�
� ....- ....-

�e, �e, � i� �l� � 
�o �.,. 

� 

• rRNA 
• Globin 

• RNA of interest 

Percent of rRNA and Globin mRNA Reads 

20000 

� 15000 
C) 
C 
.2 10000 "' "' 
� 5000 
w 

10 ng 

Expression Genes 

0� 
10 

Science and Technology Make a Healthier Life 
stratech.co.uk/vazyme I info@stratech.co.uk 



Science and Technology Make a Healthier Life 
stratech.co.uk/vazyme I info@stratech.co.uk 



Science and Technology Make a Healthier Life 
stratech.co.uk/vazyme I info@stratech.co.uk 



RNA-seq Related Products for lllumina 
RNA-seq Library Preparation 

V AHTS Universal VS RNA-seq Library Prep Kit for Illumine 

I Description 
VAHTS Universal V8 RNA-seq Library Prep Kit for lllumina is specially designed for the preparation of transcriptome libraries for lllumina 

platform. The kit is perfectly compatible with all samples of total RNA, with the minimum initial input as low as 10 ng. The kit is universal 

and suitable for RNA library construction of RNA that have been obtained by Poly (A)-based mRNA enrichment or rRNA depletion. The 

kit contains two types of cDNA 2nd strand synthesis buffer, which can be chosen for library construction for non-stranded or stranded 

transcriptome analysis. This kit combines 2nd strand cDNA synthesis, end-repair and dA-tailing into one step, with no need of purification, 

which greatly simplifies the process of library construction and shortens the operation time. 

I Working Principle 

cDNA Library Preparation 

♦ 2nd strand cONA synthesis, End 
Repair and dA-Tailing are combined 
into one step, which greatly shon­
ens the time of library construction. 
Both stranded and noo-stranded 
transcriptome library construcUon 
schemas are provided. 

I Features 

1/ Rapid 

RNA fragmerllalion and random primers 
annealing. 

Synthesis of the 1st strand cONA 

-------------------- 't' ---------------------
Synthesis of the 2nd strand cDNA, End Repair, 

<IA-Tailing; 

Noo--strandod 
ranscrlptome library; 

Stranded transcriplome 
library 

Adaptor ligation 

Size-Selection 
Option A: 
150 • 200 bpi'lserts can be obtained; 
Opoon B: 
Libraries with inserts of customized 
sizas can be obtained after 2-rouncls 
size selection. 

' 

_
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_ o_pn_on_s __ 
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Purifieation with 
beads 

2-rounds of size 
selecticm 

Library Amplication 

't' 
Purification with beads (0.9 x) 

't' 
Library Quality Control 

) 

) 

) 

The construction time of transcriptome library can be reduced to 3 h by the minimal operation process. 

2/ Extensive Species Compatibility 
The stranded transcriptome library was constructed according to the library construction process of NR605. The results showed that 

libraries can be successfully constructed for different samples, and the yield is normal. 
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3/ High Success Rate 

RNA-seq Related Products for lllumina 
RNA-seq Library Preparation 

The stranded transcriptome library was constructed according to the library construction process of NR605. The results showed that 

NR605 can be successfully used to build library for FFPE samples of different quality. 
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Sequencing results showed that the libraries prepared by different transcriptome library kits were highly consistent in the uniformity of 

sequencing. 
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The sequencing results showed that for the same sequencing quantity, the libraries constructed by using different transcriptome library 

preparation products could obtain a relatively rich number of genes detected. However, for low initial input, NR605 had more abundant 

gene detection numbers. 
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3’ adapters connection

Redundant 3’ adapters seal

5’ adapters connection

Synthesis of cDNA

Library size selection

 PCR enrichment
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Volume ratio in the 1st round (Beads : DNA)

Volume ratio in the 2nd round (Beads : DNA)

Average library length (bp)
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Protect from light
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RNA-seq Related Products for lllumina 
Library Quality Control 

4/ Dyes Bind Quickly 
The results showed that the deviation between the test results of the two kit after adding samples for 5 min and 1 min was within 10%, 
indicating that the binding speed of the two kit to ds□NA samples was the same, and saturation could be achieved within 2 min.
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Fig 4. Binding speed of EQ121 with dsDNA dye of similar products of T* company 
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