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Candidatus Thermoplasmatota archaeon GCA_029762495.1

Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Data size (GB) 0.53 MB

Date Created 2023-04-16

Methanocalculus sp. GCA_029762515.1
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Date Created 2023-04-16

Candidatus Thermoplasmatota archaeon GCA_0297625251

Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Data size (GB) 0.515 MB

Date Created 2023-04-16
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Higashi K. et al. in preparation

Encompassing Microbiome-Bibliome Extraction and Retrieval System

Extracted metadata

mm

Male
111

mm

XXX 1 month 0

22 Female

YYY 3 month 1

Standardized keys and values

Cluster-1 Cluster-2
Age Gender

000 25 Male

25 Male

22 Female

27 Female

0.083 Male

0.25 Female
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EMBEDDING

Embedding vectors of metadata keys

“Age”: [0.1, 0.3,-0.2, ...]
“Gender”: [-0.2,0.1,0.5...]

“Host age”:[0.2,0.2,-0.1, ...]
“Sex(M=0,F=1)":[-0.1, 0.1, 0.5...]

CLUSTERING

Standardized metadata keys

Cluster-1 Cluster-2
Age Gender

000 25 Male

111 22 Female

XXX 1 month 0

YYY 3 month 1
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