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Prokaryotic mRNA Sequencing (NGS)

Prokaryotic RNA sequencing harnesses the power of next-generation sequencing (NGS) to unlock dynamic 
cellular transcriptomes. 1st BASE's cutting-edge technology is tailored for prokaryotes with a reference genome, 
providing comprehensive transcriptome analysis, gene structure analysis, and more. Widely applied in basic 
scientific research, drug development, and other fields, it helps unravel the mysteries of prokaryotic gene 
expression.
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Gene expression analysis;

Differential expression analysis;

Function annotation and enrichment analysis;

sRNA prediction and annotation;

Transcript structure analysis.

Unlock comprehensive and high-resolution insights into gene expression 
and regulation in prokaryotes.
The reference genome based prokaryotic transcriptome can be more accurate. 
Dig deep into gene structure and SNP/InDel information to discover new
 genes or gene expression elements.
Nine interactive analysis modules, including advanced analysis, to realize 
the comprehensive analysis of transcriptome data.
After-sale  services: After-sale services are valid for 3 months upon project 
completion, including project follow-up, trouble-shooting, results Q&A, etc.

Service WorkflowTechnical Features
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rRNA depletion and stranded 
library construction



2. Differential expression analysis

Amount IntegrityPurity

Conc. ≥ 50 ng/μL; 
Volume ≥ 20 μL; 

Total ≥ 1 μg
RIN ≥ 6.5

1. Sample expression heatmap

Library

rRNA depletion

Recommended Data

2 Gb

Data Quality

Q30 ≥ 85%

Read Length

PE150

OD260/280=1.8-2.0
OD260/230=1.0-2.5

Limited or no protein or DNA contamination shown on gel.

3. eggNOG annotation on DEGs

4.GO annotation on DEGs 5.KEGG annotation on DEGs
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Prokaryotic mRNA Sequencing (NGS)

To contact your local distributors, 
visit base-asia.com/contact/#global 

+65-67757318         custcare@axilscientific.com           www.axilscientific.com

+603-89433252       custcare@apicalscientific.com       www.apicalscientific.com

SINGAPORE

MALAYSIA



Through high-throughput sequencing technology, 1st BASE metatranscriptomics delves into the gene expression 
of diverse microbes, from eukaryotes to prokaryotes, thriving in natural environments like soil, water, sea, feces, and 
the gut. With our comprehensive service, gain insights into the whole gene expression profiles of complex microbial 
communities, conduct taxonomic analysis of species, explore functional enrichment of differentially expressed genes, 
and beyond. 

Feces Gut Mouth Skin Alveolar lavage fluid Vaginal samples
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Transcript assembly;

Taxonomy annotation: 

Alpha diversity and beta diversity analysis;

Functional annotation: 

GO, KEGG, eggNOG, CAZy, CARD,  

PHI ,etc. ;

Statistics and differential analysis.

Study the changes of complex microbial communities at the transcriptional level and explore potential new genes.

Explaining microbial community interactions with the host or environment.

Application

BioinformaticsService Workflow

Service Advantages

Metatranscriptomics Sequencing (NGS)

Full suite of metatranscriptome analysis software to obtain maximum transcriptome information of microbial communities.

The latest gene function databases for more accurate gene expression information of microbial communities.

After-sale  services: After-sale services are valid for 3 months upon project completion, including project follow-up, trouble-shooting, results Q&A, etc.

Through high-throughput sequencing technology, 1st BASE metatranscriptomics delves into the gene expression 
of diverse microbes, from eukaryotes to prokaryotes, thriving in natural environments like soil, water, sea, feces, and 
the gut. With our comprehensive service, gain insights into the whole gene expression profiles of complex microbial 
communities, conduct taxonomic analysis of species, explore functional enrichment of differentially expressed genes, 
and beyond. 
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Transcript assembly;

Taxonomy annotation: 

Alpha diversity and beta diversity analysis;

Functional annotation: 

GO, KEGG, eggNOG, CAZy, CARD,  

PHI ,etc. ;

Statistics and differential analysis.

Study the changes of complex microbial communities at the transcriptional level and explore potential new genes.

Explaining microbial community interactions with the host or environment.

Application

BioinformaticsService Workflow

Service Advantages

Metatranscriptomics Sequencing (NGS)

Full suite of metatranscriptome analysis software to obtain maximum transcriptome information of microbial communities.

The latest gene function databases for more accurate gene expression information of microbial communities.

After-sale  services: After-sale services are valid for 3 months upon project completion, including project follow-up, trouble-shooting, results Q&A, etc.



1. Relative abundance histogram

Platform

Illumina

Recommended Data

12 G

Read Length

PE150

Conc. (ng/μL)
50

Volume (μL) 
20

OD260/280
1.8-2.0

OD260/230
1.0-2.5

RINAmount (μg)
1.0

2. GO annotation 3. KEGG annotation

4. CAZy classification 5. LEfSe analysis 6.RDA/CCA

≥ 6.5
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Metatranscriptomics Sequencing (NGS)

To contact your local distributors, 
visit base-asia.com/contact/#global 

+65-67757318         custcare@axilscientific.com           www.axilscientific.com

+603-89433252       custcare@apicalscientific.com       www.apicalscientific.com
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base-asia.com

SINGAPOREMALAYSIA

+65 6775 7318
ngs@axilscienti�c.com
axilscienti�c.com

+603 8943 3252
ngs@apicalscienti�c.com
apicalscienti�c.com

Recognised Standards & Safety Certifications

SAMM 1084

Nanopore Full length amplicon 
sequencing is a targeted long-read 
sequencing method on Oxford 
nanopore platform. This approach is 
particularly useful for studying genetic 
diversity, structural variants, and 
regions of interest without limitation 
of size of Amplicon. Comparing to 
Illumina approach, this method would 
give better taxanomy resolution

Nanopore
Full Length

Amplicon Sequencing

Design-to-Kit Delivery 

Confidence at Every Step 

Time & Cost Savings 

Flexibility & Scalability 

Comprehensive Insights
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Why Choose ?

To contact your local distributors, 
visit base-asia.com/next-generation-sequencing/


