
Anaerococcus lactolyticus str MGYG HGUT 03780 id GCA 902489065 1
Anaerococcus lactolyticus str ATCC 51172 id GCA 000156575 1

Anaerococcus lactolyticus str S7 1 13 id GCA 000758765 1
Anaerococcus lactolyticus str SRR17635492 bin 19 metaWRAP v1 3 MAG id GCA 947252355 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

Anaerococc... none 180 0 1

Anaerococc... none 180 0 1

Anaerococc... none 180 0 1

Anaerococc... 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 8

num_genes_... sqrt 0 0 3.6056

num_genome... none 0 0 4

Anaerococcus lactolyticus homd HMT 859
Items order: Presence absence (D: Euclidean; L: Ward) | Current view: gene_cluster_presence_absence | Samples order: gene_cluster frequencies

UNKNOWN (2552) KNOWN (48)CAZyme

KNOWN (1893) UNKNOWN (707)COG20 CATEGORY

KNOWN (1894) UNKNOWN (706)COG20 FUNCTION

UNKNOWN (2150) KNOWN (450)COG20 PATHWAY

UNKNOWN (1326) KNOWN (1274)KEGG BRITE

UNKNOWN (2408) KNOWN (192)KEGG Class

UNKNOWN (2408) KNOWN (192)KEGG Module

UNKNOWN (1325) KNOWN (1275)KOfam

KNOWN (1973) UNKNOWN (627)Pfam


