
Peptostreptococcus anaerobius str E11 m1001271B151109d1 201121 id GCA 028326565 1
Peptostreptococcus anaerobius str E6 m1001271B151109d1 201121 id GCA 028326525 1

Peptostreptococcus anaerobius str G10 m1001271B151109d1 201121 id GCA 028326495 1
Peptostreptococcus anaerobius str F12 m1001271B151109d1 201121 id GCA 028326425 1
Peptostreptococcus anaerobius str D7 m1001271B151109d1 201121 id GCA 028326585 1

Peptostreptococcus anaerobius str H10 m1001271B151109d1 201121 id GCA 028326445 1
Peptostreptococcus anaerobius str H11 m1001271B151109d1 201121 id GCA 028326465 1

Peptostreptococcus anaerobius str B1 m1001271B151109d1 201121 id GCA 028327965 1
Peptostreptococcus anaerobius str B5 m1001271B151109d1 201121 id GCA 028326605 1
Peptostreptococcus anaerobius str G1 m1001271B151109d1 201121 id GCA 028326545 1
Peptostreptococcus anaerobius str G4 m1001271B151109d1 201121 id GCA 028326485 1
Peptostreptococcus anaerobius str H2 m1001271B151109d1 201121 id GCA 028326405 1
Peptostreptococcus anaerobius str A1 m1001271B151109d1 201121 id GCA 028327985 1
Peptostreptococcus anaerobius str B8 m1001271B151109d1 201121 id GCA 028326625 1

Peptostreptococcus anaerobius str VPI 4330 id GCA 000318115 1
Peptostreptococcus anaerobius str NCTC11460 id GCA 900454605 1

Peptostreptococcus anaerobius str C id GCA 900115025 1
Peptostreptococcus anaerobius str DSM 2949 id GCA 000381525 1

Peptostreptococcus anaerobius str J1101312st1 D9 J1101312 190322 id GCA 028328025 1
Peptostreptococcus anaerobius str J1101312st1 B2 J1101312 190322 id GCA 028328045 1
Peptostreptococcus anaerobius str J1101312st1 E8 J1101312 190322 id GCA 028328105 1

Peptostreptococcus anaerobius str CD12 MAG18 id GCA 019013055 1
Peptostreptococcus anaerobius str 653 L id GCA 000178095 1

Peptostreptococcus anaerobius str SRR16916875 bin 10 metaWRAP v1 3 MAG id GCA 946998135 1
Peptostreptococcus anaerobius str ERR414493 bin 1 id GCA 905196715 1

Peptostreptococcus anaerobius str SRR11749280 bin 18 metaWRAP v1 3 MAG id GCA 947086575 1
Peptostreptococcus anaerobius str SRR3546782 bin 52 CONCOCT v1 1 MAG id GCA 937974095 1

Peptostreptococcus anaerobius str L3 108 000G1 dasL3 108 000G1 concoct 14 id GCA 018369655 1
Peptostreptococcus anaerobius str MJR8628A id GCA 001563595 1

Peptostreptococcus anaerobius str na id GCA 000431415 1
Peptostreptococcus anaerobius str MGYG HGUT 00296 id GCA 902461015 1

Peptostreptococcus anaerobius str SRR17635664 bin 8 metaWRAP v1 3 MAG id GCA 947253115 1
Peptostreptococcus anaerobius str KA00810 id GCA 001553145 1

Peptostreptococcus anaerobius str UMB10161 3 id GCA 030227555 1
Peptostreptococcus anaerobius str BSD2780120874b 170522 E5 id GCA 015548685 1

Peptostreptococcus anaerobius str BSD2780120874st1 F9 BSD2780120874b 170522 id GCA 028328065 1
Peptostreptococcus anaerobius str DFI 6 106 id GCA 024462755 1

Peptostreptococcus anaerobius str DFI 6 4 id GCA 020558055 1
COG20 FUNCTION

KOfam
Pfam

Bins

Color Name PCs Gene Calls

Bin_1 undefined undefined

undefined undefined undefined

Layers

Color Name Norm. Height Min Max

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

Peptostrep... none 90 0 1

CAZyme - 0 - -

COG20_CATE... - 0 - -

COG20_FUNC...- 120 - -

COG20_PATH... - 0 - -

KEGG_BRITE - 0 - -

KEGG_Class - 0 - -

KEGG_Modul... - 0 - -

KOfam - 120 - -

Pfam - 120 - -

SCG none 0 0 1

combined_h... none 0 0 1

functional... none 0 0 1

geometric_... none 0 0 1

max_num_pa... none 0 1 21

num_genes_... sqrt 0 0 13.6748

num_genome... none 0 0 38

Peptostreptococcus anaerobius homd HMT 542
Items order: Presence absence (D: Euclidean; L: Ward) | Current view: gene_cluster_presence_absence | Samples order: gene_cluster frequencies

UNKNOWN (3366) KNOWN (34)CAZyme

KNOWN (2136) UNKNOWN (1264)COG20 CATEGORY

KNOWN (2136) UNKNOWN (1264)COG20 FUNCTION

UNKNOWN (2878) KNOWN (522)COG20 PATHWAY

UNKNOWN (1950) KNOWN (1450)KEGG BRITE

UNKNOWN (3151) KNOWN (249)KEGG Class

UNKNOWN (3151) KNOWN (249)KEGG Module

UNKNOWN (1944) KNOWN (1456)KOfam

KNOWN (2375) UNKNOWN (1025)Pfam


