
Peptostreptococcaceae G9 Eubacterium brachy str DRR214961 bin 18 metaWRAP v1 1 MAG id GCA 916438985 1
Peptostreptococcaceae G9 Eubacterium brachy str ATCC 33089 id GCA 000488855 1

Peptostreptococcaceae G9 Eubacterium brachy str SRR9217489 mag bin 1 id GCA 905373725 1
Peptostreptococcaceae G9 Eubacterium brachy str ERR589490 bin 53 CONCOCT v1 1 MAG id GCA 938046275 1

Peptostreptococcaceae G9 Eubacterium brachy str JCVI 32 bin 35 id GCA 015256235 1
COG20 FUNCTION

KOfam
Pfam

Bins

Color Name PCs Gene Calls

Bin_1 undefined undefined

undefined undefined undefined

Layers

Color Name Norm. Height Min Max

Peptostrep... none 180 0 1

Peptostrep... none 180 0 1

Peptostrep... none 180 0 1

Peptostrep... none 180 0 1

Peptostrep... none 180 0 1

CAZyme - 0 - -

COG20_CATE... - 0 - -

COG20_FUNC...- 120 - -

COG20_PATH... - 0 - -

KEGG_BRITE - 0 - -

KEGG_Class - 0 - -

KEGG_Modul... - 0 - -

KOfam - 120 - -

Pfam - 120 - -

SCG none 0 0 1

combined_h... none 0 0 1

functional... none 0 0 1

geometric_... none 0 0 1

max_num_pa... none 0 1 10

num_genes_... sqrt 0 0 4

num_genome... none 0 0 5

Peptostreptococcaceae G9 Eubacterium brachy HMT 557
Items order: Presence absence (D: Euclidean; L: Ward) | Current view: gene_cluster_presence_absence | Samples order: gene_cluster frequencies

UNKNOWN (1700) KNOWN (13)CAZyme

KNOWN (1228) UNKNOWN (485)COG20 CATEGORY

KNOWN (1228) UNKNOWN (485)COG20 FUNCTION

UNKNOWN (1319) KNOWN (394)COG20 PATHWAY

KNOWN (895) UNKNOWN (818)KEGG BRITE

UNKNOWN (1552) KNOWN (161)KEGG Class

UNKNOWN (1552) KNOWN (161)KEGG Module

KNOWN (899) UNKNOWN (814)KOfam

KNOWN (1328) UNKNOWN (385)Pfam


