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Metatranscriptomics Sequencing (NGS)

Through high-throughput sequencing technology, BMKGENE 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.

Application sse°
|_-.P‘P____

44444

@ Y
. ; } 1 LR
Feces ' ' i Alveolar lavage fluid Vaginal samples
| Senvice,Workflowgesss l.Bioinflorlmatics_‘"‘
S Transcript assembly;
{ Taxonomy annotation:

m— = [P—w—a °
o= T 0 .a Alpha diversity and beta diversity analysis;

;{ Functional annotation:
Sample Library S . Data After-sale
. 4 equencing i i
delivery construction analysis services GO, KEGG, eggNOG, CAZy, CARD,
AT XX XA XX 14 PHL, VEDB, etc.;

Statistics and differential analysis.

o

Service,Advantagesaass
= g,

44444

© 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.



. BMKGENE

© 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.
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Platform Read Length Recommended Data
‘ [llumina PE150 12G
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50 1.0 20 1.6-2.5
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1. Relative abundance histogram
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4. CAZy classification
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2. GO annotation
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5. LEfSe analysis
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