
Fusobacterium gonidiaformans str MGYG HGUT 01325 id GCA 902373895 1
Fusobacterium gonidiaformans str 3 1 5R id GCA 000158235 1

Fusobacterium gonidiaformans str SRR16916882 bin 12 metaWRAP v1 3 MAG id GCA 946997625 1
Fusobacterium gonidiaformans str ERR414468 bin 30 CONCOCT v1 1 MAG id GCA 938014255 1

Fusobacterium gonidiaformans str ERR414468 bin 7 id GCA 905204445 1
Fusobacterium gonidiaformans str CMW8396 id GCA 001546395 1

Fusobacterium gonidiaformans str ATCC 25563 id GCA 000158835 2
Fusobacterium gonidiaformans str ATCC 25563 id GCA 003019695 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

Fusobacter... none 180 0 1

Fusobacter... none 180 0 1

Fusobacter... none 180 0 1

Fusobacter... none 180 0 1

Fusobacter... none 180 0 1

Fusobacter... none 180 0 1

Fusobacter... none 180 0 1

Fusobacter... 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 9

num_genes_... sqrt 0 0 7.2111

num_genome... none 0 0 8

Fusobacterium gonidiaformans homd HMT 860
Items order: Presence absence (D: Euclidean; L: Ward) | Current view: gene_cluster_presence_absence | Samples order: gene_cluster frequencies

UNKNOWN (2571) KNOWN (37)CAZyme

KNOWN (1696) UNKNOWN (912)COG20 CATEGORY

KNOWN (1697) UNKNOWN (911)COG20 FUNCTION

UNKNOWN (2142) KNOWN (466)COG20 PATHWAY

UNKNOWN (1334) KNOWN (1274)KEGG BRITE

UNKNOWN (2371) KNOWN (237)KEGG Class

UNKNOWN (2371) KNOWN (237)KEGG Module

UNKNOWN (1331) KNOWN (1277)KOfam

KNOWN (1877) UNKNOWN (731)Pfam


