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Introduction

Metagenomic data is growing at an extremely rapid rate

‘ SOy (CEANS e< I

NIH HUMAN PR | . .
MICROBIOME R e i R mMicrobiome
PROJECT P Project

Human microbiome Project Tara Oceans Project Earth Microbiome Project



Introduction

Several databases have been constructed to maintain metagenome data and metadata
such as:

EMBL-EBI | MGnify

MGhnify
M g n Ify d atabase Submit, analyse, discover and compare microbiome data

are oceans, MGYS00000410, Human Gut

National Library of Medicine

National Center for Biotechnology Information

SRA database sr» EXN— I search

Advanced

SRA - Now available on the cloud

Sequence Read Archive (SRA) data, available through multiple cloud providers and NCBI servers, is the la
available repository of high throughput sequencing data. The archive accepts data from all branches of life
metagenomic and environmental surveys. SRA stores raw sequencing data and alignment information to e
and facilitate new discoveries through data analysis.
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Metadata o

Environmental Seed
Human-associated Stem Leaf surface
Animal-associated Alive - - Eeaf -p Fap
Plant-associated =P Dead Flower
Other Other Whole plant
Other
Origin — State — Part o Location — Term
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Additional information about the samples or data collected from a microbial community.

Metadata: Massive and heterogeneous



Introduction

A platform is required to utilize the metadata to decipher the relationship between biomes
and metagenomes l

The MicroEXPERT platform (https://MicroEXPERT.aimicrobiome.cn/) for data

management, data analysis, and data mining of the metagenome.
Highlight:

1. Long-term data preservation.

2. Integrate gene research tools and species identification tools.

3. A broad range of statistical tools are supplied for Metagenome-Wide Association

analysis
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Results

microblomeg@hust edu.cn, service@geneiscn &, +86-027-87793041, 400-860-8065

Microbiome Researc

Red queen Hypothesis: Now, here, you see, it takes all the running you can do, to keep in the same place.
Black queen Hypothesis: It's a dirty job but somebody’s got to do it.
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A screenshot of the MWAS workflow
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(D) Comparison(without metadata) (E) MWAS(metadata required)
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Investigation the gene-species-sample relationship with one sequence
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Summary



1.Retrieved 4,236 projects, covering 328,417 samples with detailed taxonomical and

functional profiles.
2. Support Metagenome-Wide Association analysis and gene search module.

3. MicroEXPERT will be updated bi-annually to reflect the latest advancements in

metagenome research and MWAS analysis.
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