Staphylococcus saccharolyticus homd AM 1 789

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

Staphylococcus saccharolyticus str DVP5 16 4677 id GCA 004291175 2 I\-‘
Staphylococcus saccharolyticus str 13T098 id GCA 016791525 1 -‘
Staphylococcus saccharolyticus str DVP1 17 2344 id GCA 016791585 1 ‘ ‘-‘
Staphylococcus saccharolyticus str NCTC 11807 id GCA 003968885 1 I
Staphylococcus saccharolyticus str FDAARGOS 1074 id GCA 016127715 1
Staphylococcus saccharolyticus str 13T0028 id GCA 004291115 2
Staphylococcus saccharolyticus str NCTC11807 id GCA 900458815 1
Staphylococcus saccharolyticus str DVP1 17 1678 id GCA 016791565 1 \
Staphylococcus saccharolyticus str 05B0362 id GCA 004291125 1

Staphylococcus saccharolyticus str 12B0021 id GCA 004291195 1 \
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CAZyme  nknown 2759 B KNOWN (1)
COG20 CATEGORY g known 312 UNKNOWN @98

COGZO FU NCTION B KNOWN (2313) UNKNOWN (497)
COGZO PATHWAY UNKNOWN (2119) l KNOWN (691)
KEGG BRITE  ynknvown (1476 m known (1334

KEGG Class UNKNOWN (2495) [l KNOWN (315)

KEGG Module UNKNOWN (2495) [l KNOWN (315)

KOfam  ynknown (1474 I KNOWN (1336)

Pfam g inown @22 unknown sss)




