Staphylococcus auricularis nomad HVIT 331

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

staphylococcus auricularis str SNuc 993id cA 0030407151 L (I NI 1 [T
Staphylococcus auricularis str Ani GT 018 id GCA 021367585 1 N || ‘I\I |H .H | I I_
Staphylococcus auricularis str SNUC 3034 id Gca 003040695 1 I[N T T

Staphylococcus auricularis str JCM 2421 id GCA 018323945 1 II’ MH I- ‘ _

Staphylococcus auricularis str FDAARGOS 882 id GCA 016028295 1 || || |l s
Staphylococcus auricularis str NCTC12101 id GCA 900478415 1 I‘ I . _
Staphylococcus auricularis str DSM 20609 id GCA 001500315 1 I Ill ’ _

Staphylococcus auricularis str NCTC 12101 id GCA 002902455 1 “I‘ || III _

Staphylococcus auricularis str W84SXvyAOe bin 3 MAG id GcA 9439141451 [T ] | R
Staphylococcus auricularis str SRR1621010 bin 14 CONCOCT v1 1 MAG id GcA 936940875 1 [l | | e
Staphylococcus auricularis str T1 id GCA 028464905 1 ||\||II|| |\l|||‘ I |_

Staphylococcus auricularis str ACRPT id GCA 022346665 1 ‘“IIH ||||II” ‘I I ’_

Staphylococcus auricularis str TH20 id GCA 018408075 1 “l‘l“l‘ |||I“|I | | |_

Staphylococcus auricularis str s52 id GCA 016808715 1 ||IH|‘ \ III‘.I I I _

COG20 FUNCTION | O B A N

KOFarm | {1111 00 O T ]

P Fa 0 AR 0 0 e

CAZyme  unknown (2744) I KNOWN (46)
COG20 CATEGORY B KNOWN (1986) | UNKNOWN (804)

COGZO FU NCTION B KNOWN (1988) UNKNOWN (802)
COGZO PATHWAY UNKNOWN (2235) l KNOWN (555)
KEGG BRITE B KNOWN (1471) UNKNOWN (1319)

KEGG Class  ynknown ass) B KNOWN (305)

KEGG Module  jnknvown ass B KNOWN (305)

KOfam g known 1474y unknown (131e)

Pfam g wnown @124 unknown ess)




