Ligilactobacillus salivarius homd HM | 756

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

Ligilactobacillus salivarius str ATCC 11741 id GCA 000159395 1 [} NI I
Ligilactobacillus salivarius str DSM 20555 id GCA 001435955 1 ||}l Il I
Ligilactobacillus salivarius str LMG 9477 id GCA 029823545 1 [}l B s
Ligilactobacillus salivarius str H1 id GCA 0253986751 [} | || i B | B I
Ligilactobacillus salivarius str S92 id GCA 030062785 1 RN B 1] 1
Ligilactobacillus salivarius str Ren id GCA 001011095 1 I II\I||I|||‘H| I | .Im_
Ligilactobacillus salivarius str UCC118 id GCA 000008925 1 Mg N | I
Ligilactobacillus salivarius str BNS11 id GCA 021266585 1 1l TN N IR N

Ligilactobacillus salivarius str DSM 20554 id GCA 002079585 1 || | LTI B
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CAZyme UNKNOWN (3195) [l KNOWN (123)
COG20 CATEGORY B KNOWN (2129) | | UNKNOWN (1189)

COGZO FU NCTION B KNOWN (2129) UNKNOWN (1189)
COGQO PATHWAY UNKNOWN (2859) l KNOWN (459)
KEGG BRITE UNKNOWN (1759) B8 KNOWN (1559)

KEGG Class  ynknown @oo B KNOWN (226)

KEGG Module  jnknown @oez) I KNOWN (226)

KOfam  ynuwown (1759 B KNOWN (1560)

Pfam g «nvown sse)  unknown 949




