100 | 'Ca. Phytoplasma australiense' Strawberry lethal yellows phytoplasma strain NZSb11 (YP_007997034.1)
'Ca. Phytoplasma australiense' (YP_001798799.1)
100 'Ca. Phytoplasma solani' (YP_008691188.1)

98

99

75

'Ca. Phytoplasma asteris' strain AYWB (YP_456756.1)
100 || Ca. Phytoplasma asteris' strain Chlorante (005278.1)
100" 'Ca. Phytoplasma asteris' strain OY-M (NP_950411.1)

'Ca. Phytoplasma mali' strain AT (YP_002004352.1)
Peanut witches-broom phytoplasma (WP_004994853.1)

Poinsettia branch-inducing phytoplasma (WP_017191651.1)
Italian clover phyllody phytoplasma (WP_017192923.1)
Milkweed yellows phytoplasma (WP_017192088.1)
94" Vaccinium witches-broom phytoplasma (WP_017193288.1)

100

Acholeplasma brassicae (CCV65997.1)
a8 88 — Acholeplasma palmae strain J233 (CCV64636.1)

l: Acholeplasma oculi strain 19L (KF906317)
100

Acholeplasma laidlawii strain PG-8A (YP_001620490.1)

60

Clostridium botulinum strain ATCC 19397 / Type A (YP_001254957.1)

74

Erysipelothrix rhusiopathiae strain Fujisawa (BAK31979.1)
Bacillus subtilis subsp. subtilis strain 168 (NP_390825.1)

&’7 Enterococcus faecalis strain V583 (NP_815659.1)

60

100

Lactobacillus plantarum strain JDM1 (YP_003063463.1)

96 {Streptococcus pneumoniae strain TIGR4 (NP_346469.1)
99

Lactococcus lactis subsp. lactis strain L1403 (NP_268170.1)

100 |: Mycoplasma mycoides subsp. mycoides SC strain PG1 (NP_975269.1)

Mycoplasma capricolum subsp. capricolum strain ATCC 27343 (YP_424217.1)
Mesoplasma florum strain L1 (YP_053284.1)

Mycoplasma pulmonis strain UAB (NP_326069.1)

97

72

Spiroplasma citri (CAK99539.1)
Mycoplasma gallisepticum strain R (NP_853269.2)

100

l: Mycoplasma pneumoniae strain M129 (NP_110222.1)
100

Mycoplasma genitalium strain G-37 (NP_073028.1)
[ Escherichia coli strain K12 (NP_311207.1)

0.2

100 L Salmonella typhimurium strain LT2 (NP_456879.1)

Supporting information 2. Maximum likelihood tree based on the Le Gascuel 2008 model (Le and
Gascuel, 1993) of the deduced peptide sequences of acetate kinase of available Mollicutes in HAMAP
database, Spiroplasma citri, Clostridium botulinum, Erysipelothrix rhusiopathiae, Bacillus subtilis subsp.
subtilis, Lactobacillus plantarum, Enterococcus faecalis, Streptococcus pneumonia, and Lactococcus lactis
subsp. lactis employing Escherichia coli and Salmonella typhimurium as outgroup. The tree with the highest
log likelihood (-14357.6146) is shown. The percentage of trees in which the associated taxa clustered
together is shown next to the branches. Initial tree for the heuristic search was obtained by applying the
Neighbor-Joining method to a matrix of pairwise distances estimated using a JTT model. A discrete Gamma
distribution was used to model evolutionary rate differences among sites (5 categories (+G, parameter =
1.4727)). The rate variation model allowed for some sites to be evolutionarily invariable ([+1], 9.6080%
sites). The tree is drawn to scale, with branch lengths measured in the number of substitutions per site.



