Peptostreptococcaceae G1 eubacterium infirmum AMI1T 105

ltems order: Presence absence (D: Euclidean; L: Ward) | Current view: gene_cluster_presence_absence | Samples order: gene_cluster frequencies

Peptostreptococcaceae G1 Eubacterium infirmum str HRGM Genome 3787 id GCA 019416205 1 .
Peptostreptococcaceae G1 Eubacterium infirmum str SRR8786261 bin 15 metaWRAP v1 3 MAG id GCA 947096185 1 .
Peptostreptococcaceae G1 Eubacterium infirmum str ERR589364 bin 14 CONCOCT v1 1 MAG id GCA 938046765 1
Peptostreptococcaceae G1 Eubacterium infirmum str FO142 id GCA 000242675 1 -

Peptostreptococcaceae G1 Eubacterium infirmum str NCTC12940 id GCA 900450455 1 - ‘.I-_
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CAZyme UNKNOWN (2304) [l KNOWN (26)
COG20 CATEGORY B KNOWN (1675) | | UNKNOWN (655)

COGZO FU NCTION B KNOWN (1676) UNKNOWN (654)
COGZO PATHWAY UNKNOWN (1872) l KNOWN (458)
KEGG BRITE B KNOWN (1171) UNKNOWN (1159)

KEGG Class  ynknown 119 I KNOWN (217)

KEGG Module UNKNOWN (2113) Jll KNOWN (217)

KOfam B KNOWN (1172) | | UNKNOWN (1158)
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