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Library Read Length Recommended Strategy Assembly \
Illumina PE150 T00X NGS Draft map
PacBio HiFi-10 Kb 30X HiFi Complete map 0-Gap
Nanopore 20 Kb 100X ONT + 100X NGS Complete map 0-Gap
Sample Requirements ////
Platform Conc. (ng/pL) Amount (ug) Volume (pL) \
Illumina 1 0.06 20
PacBio 20 1.2 20
Nanopore 40 2 20

1.SNP classification and annotation

Nr Homologous Species Distribution

2. Coding gene annotation

W Streptococcus[41.85%)

W Streptococcus salivarius[35.32%]
B Streptococcus sp.[14.22%]

W Streptococcus thermophilus[2.28%]
B Streptococcus vestibularis({1.37%]
@ Streptococcus equinus{1.21%]

B Streptococeus pneumoniae{1.06%]
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B Bacteria[0.25%]
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3. Genome visualization
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YOUR RESEARCH, OUR BUSINESS

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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analysis services

:' Gene expression analysis; £ Unlock comprehensive and high-resolution insights into gene expression

and regulation in prokaryotes.

- Differential expression analysis; £ The reference genome based prokaryotic transcriptome can be more accurate.

2 Function annotation and enrichment analysis; £ Dig deep into gene structure and SNP/InDel information to discover new
. . genes or gene expression elements.

2 sRNA prediction and annotation; o ) ) ) ) ) )
£ Nine interactive analysis modules, including advanced analysis, to realize

3 Transcript structure analysis. the comprehensive analysis of transcriptome data.

£ After-sale services: After-sale services are valid for 3 months upon project
| \‘l | ‘“"“’«l’«l’«l’ | "/ | completion, including project follow-up, trouble-shooting, results Q&A, etc.



K Library Read Length Recommended Data Data Quality \
‘ rRNA depletion PE150 2Gb Q30 = 85%
Sample Requirements ////
Amount Purity Integrity \
Conc. = 50 ng/pL; 0D260/280=1.8-2.0
Volume = 20 pL; 0D260/230=1.0-2.5 RIN = 6.5
Total =1 ug Limited or no protein or DNA contamination shown on gel.
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1. Sample expression heatmap 2. Differential expression analysis 3. eggNOG annotation on DEGs
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1st BASE Prokaryotic mRNA Sequencing (NGS)
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VOUR RESEARCH, OUR BUSINESS

Metatscrlptomlcquencmg (NGS)

/

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:
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Sample Library Sequencing Data After-sale
delivery construction analysis services GO, KEGG, eggNOG, CAZy, CARD,

£ Statistics and differential analysis.
Service Advantages ////

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

Alpha diversity and beta diversity analysis;

.{ Functional annotation:

© Explaining microbial community interactions with the host or environment.
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.



/ Platform Read Length Recommended Data \
| lllumina PE150 126G |

/ Conc. (ng/pL) Amount (ug) Volume (pL) 0D260/280 0D260/230 RIN \
‘ 50 1.0 20 1.82.0 1.0-2.5 65 ‘
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1st BASE Metatranscriptomics Sequencing (NGS)
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base-asia.com

MALAYSIA SINGAPORE

\Q +603 8943 3252 W) +65 6775 7318
< ngs@apicalscientific.com < ngs@axilscientific.com
@) apicalscientific.com CEID @ axilscientific.com @D
b g el
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To contact your local distributors, ‘i‘;g,ﬁ;; “’,.,,:

visit base-asia.com/next-generation-sequencing/ 'Z”""""ﬁ ;
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Why Choose 1st BASE ?

Design-to-Kit Delivery Move seamlessly from project design to a validated kit, ready for direct use in your lab
e AT Custom primers, validated PCR reagents, and optimized protocols ensure reproducibility
Time & Cost Savings Eliminate the hassle of coordinating multiple vendors or managing fragmented workflows
Flexibility & Scalability Tailored for pilot studies, large-scale projects, or specialized research needs

Comprehensive Insights Built-in bioinformatics support for data interpretation and reporting




