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Anaerococcus tetradius homd HVIT 783

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

Anaerococcus tetradius str SRR16916848 bin 5 metaWRAP v1 3 MAG id GCA 9469971251 || W Wy
Anaerococcus tetradius str SRR17635492 bin 15 metaWRAP v1 3 MAG id GCA 947253505 1 || b1
Anaerococcus tetradius str SRR11749280 bin 19 metaWRAP v1 3 MAG id GCA 947087635 1 | 1 I
Anaerococcus tetradius str SRR12830911 bin 23 metaWRAP v1 3 MAG id GCA 946891905 1 . I“l ‘ I” I‘”lll_

Anaerococcus tetradius str ATCC 35098 id GCA 000159095 1 e ity ]

Anaerococcus tetradius str MJR8151 id GCA 001546165 1 I| -“ I‘I
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UNKNOWN (2328) [l KNOWN (59)

COG20 CATEGORY B KNOWN (1744) | | UNKNOWN (643)
COG20 FUNCTION B KNOWN (1745) | | UNKNOWN (642)

COG20 PATHWAY

UNKNOWN (1951) il KNOWN (436)

KEGG BRITE B KNOWN (1243) UNKNOWN (1144)

KEGG Class
KEGG Module

UNKNOWN (2190) [l KNOWN (197)

UNKNOWN (2190) ] KNOWN (197)

KOfam B KNOWN (1245) | | UNKNOWN (1142)

Pfam

B KNOWN (1864) UNKNOWN (523)




