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Metatranscriptome
Sequencing

Metatranscriptome refers to the total content of gene transcripts (RNA copies of the genes) in a nature community
(i.e., soil, water, sea, feces, and gut). It is considered a unique entity at a specific moment of sampling, and it changes with
time and environmental variation.

Metatranscriptome Sequencing can now be applied to obtain the whole expression profile in a community and follow
the dynamics of gene expression patterns over time or environmental parameters. It can help improve our understanding
of the structure, function, and adaptive mechanisms in complex communities.

It identifies gene expression of microbes, both eukaryotes, and

prokaryotes, within natural environments. Specifically, this

service allows you to obtain whole gene expression profiling of Project WOrkﬂow
complex microbial communities, taxonomic analysis of species,

functional enrichment analysis of differently expressed genes,
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Comprehensive Analysis
Utlizing mainstream software and mature in-house
pipeline to meet multiple bioinformatic requests.

___________________

v

___________________

Unsurpassed Data Quality Bioinformatics

We guarantee that = 80% of bases have a sequencing
quality score = Q30, exceeding Illumina’s official
guarantee of = 75%.
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Sample Requirements

RNA Integrity Numb Purit
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Meta-transcriptome > > > > : 0D260/280 =1.8-2.2;
Ly Total RNA =1ug =20 ul = 50 ng/pl = 6.5, smooth baseline 0D260/230 >1.8:
Publications

Listed below are some publications that were supported by Novogene solutions.

Journal IF Title
PNAs 9.35 Cryptophyte farming by symbiotic ciliate host detected in situ (2016.07)

HECTD3 mediates TRAF3 polyubiquitination and type | interferon induction during
bacterial infection[J]. Journal of Clinical Investigation (2018)

Journal of Clinical
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