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MAG re-annotation in Microbiome Datahub
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Bombilactobacillus bombi

Environment  Bombilactobacillus bombi Host taxon

Date Created 2024-12-18

Pedobacter helvus

Environment  Pedobacter helvus Host taxon

Date Created 2024-12-17

Pedobacter ureilyticus

Environment  Pedobacter ureilytious ~ Host taxon

Date Created 2024-12-17

Xanthomonas vasicola

Environment  Xanthomonas vasicola Host taxon

Date Created 2024-12-09

Kwoniella pini CBS 10737
Environment ~ Kwoniella pini CBS 10737 Host taxon

Date Created 2024-12-07

Methylocapsa polymorpha
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BioSamples 1  Data size (GB) 0.533 MB

GCF_005925325.2

BioSamples 1  Datasize (GB) 1.406 MB

GCF_005925345.2

tomato BioSamples 1  Datasize (GB) 1.303 MB

GCF_030551335.2

Sorghum bicolor BioSamples 1  Datasize (GB) 1.356 MB

GCF_000512605.2

missing BioSamples 1  Datasize (GB) 6.271 MB

GCF_045689225.1
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Microbiome Datahub
Number of MAGs 214,427

Number of environments
Number of phylum

Number of proteins 454,799,346

2,455,939,992 N.A.

IMG/M SPIRE

507,233 288,496 1,158,553

15 170 111
144 190 182
2,452,036,556

Total nucleotides 533,632,659,876 1,251,168,593,554  N.A. 2,627,577,000,000

Number of projects
Average completeness
Average contamination

Average MAGs per project

PZLAST
Metagenome read CDS
(Partial protein sequence)
https://pzlast.nig.ac.jp/pzlast/meta

microbial life on this planet.
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PZLAST-MAG
MAG CDS

(Complete protein sequence)
https://pzlast.nig.ac.jp/pzlast/mag

Discover sequences from
comprehensive MAG dataset.

Paper in preparation
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Patescibacteria
Planctomycetota
Pseudomonadota
Spirochaetota
Thermoplasmatota
Thermoproteota
Verrucomicrobiota




