Paenibacillus glucanolyticus homa AHM I 921

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

Paenibacillus glucanolyticus str FSL R5 0817 id GCA 001955865 1 || [} || o 00000000
Paenibacillus glucanolyticus str SLM1 id GCA 001633025 1 |”|.| HI” ||IH||‘ . . m||”_

Paenibacillus glucanolyticus str 5162 id GCA 001632305 1 ‘ \ IH I l\ _
Paenibacillus glucanolyticus str NBRC 15330 id GCA 004000885 1 .’ | |”|| ‘ I .H_
paenibacillus glucanolyticus str LBL id cA 0298937151 || I [l oo
Paenibacillus glucanolyticus str Cedars id GCA 003184205 1 H‘IH IIIH“ . ‘Ill“l“l_
Paenibacillus glucanolyticus str V453 id GCA 000193415 2 m ’ I‘”‘ |V . I.I’I\_
Paenibacillus glucanolyticus str J12id GA 0093772951 | |1 11l I o
Paenibacillus glucanolyticus str FSL R5 808 id GCA 000517885 1 H ‘ ||I‘HI ‘-_
Paenibacillus glucanolyticus str W10507 id GCA 0030339451 | | [} I
COG20 FUNCTION [ | [ Tl 1l 0 T D Y Lo

KOfam | | | UMY AW A I O NI A O

Prarmy 11 0 ORIV

CAZyme UNKNOWN (8603) [ll KNOWN (363)
COG20 CATEGORY B KNOWN (5521) | | UNKNOWN (3445)

COG20 FUNCTION B KNOWN (5521) | | UNKNOWN (3445)
COG20 PATHWAY UNKNOWN (7986) ] KNOWN (980)
KEGG BRITE UNKNOWN (5184) [l KNOWN (3782)

KEGG ClaSS UNKNOWN (8394) B KNOWN (572)

KEGG Module - jnknvown s394 B KNOWN (572)

KOfam  ynknown 5180 B KNOWN (3786)

Pfam B KNOWN (6131) | | UNKNOWN (2835)




