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Kelp Biofilm Metagenome assoc. Planctomycetes bin 2
uncult. Planctomycetes bacterium P.um.1-endophyte10645
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Kelp Biofilm Metagenome assoc. Planctomycetes bin 3
uncult. Planctomycetes bacterium P.um.1-endophyte10645

Blastopirellula marina DSM 3645
Pirellula staleyi DSM 6068
Pirellula sp. SH-Sr6A

Gimesia maris DSM 8797
Rubinisphaera brasiliensis DSM 5305
Planctomyces sp. SH-PL14

Phycisphaera mikurensis NBRC 102666
"Ca. Brocadia sinica" JPN1
"Ca. Jettenia caeni" KSU-1
"Ca. Brocadia fulgida" RU1

Verrucomicrobium spinosum DSM 4136

Rhodopirellula islandica DSM 24040
Rhodopirellula baltica DSM 10527
Rhodopirellula europaea DSM 24037
Rhodopirellula sallentina DSM 24067
Rhodopirellula sp. DSM 24063
uncult. Planctomycetes bacterium P.um.1-endophyte06694
Rhodopirellula maiorica DSM 24050

Schlesneria paludicola DSM 18645
Planctopirus limnophila DSM 3776

Gemmata obscuriglobus DSM 5831
Zavarzinella formosa DSM 19928

Isosphaera pallida ATCC 43644
Singulisphaera acidiphila DSM 18658

0.1
Outgroup (Phylum Verrucomicrobia)

Order "Ca. 
Brocadiales"
(Anamox)

Family
Isosphaeraceae

G
en

u
s 
R
h
o
d
o
p
ir
el
lu
la

("
R

h
o

d
o

p
ir

el
lu

la
" 

lin
ea

g
e)

"R
B

1"
lin

ea
g

e

"Planctomyces"
lineage

Kelp Biofilm Metagenome assoc. Planctomycetes bin 4
uncult. Planctomycetes bacterium P.um.1-endophyte10645
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Supplementary Figure 3. Multi Locus Sequence Analyses (MLSA) based on unique core genome gene products of Verrucomicrobia and Planctomycetes bins, 
respectively. The number of unique universally shared orthologs as well as the respective number of conserved amino acid positions considered for each analysis 
is indicated at the left of each tree. The unique core genome used for MLSA of different combinations of comparison genomes can be deduced from the results 
of the ortholog detection given in Supplementary Tables 3 & 4.


