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Populus deltoides roots and selected references taxa (Maximum likelihood, bootstraps = 100).
Genes from reference isolates are listed by their GI number. Strains from the current study are
labeled to denote the compartment (endosphere or rhizosphere) and tree from which the
isolate originated. Isolates representing diverse and well-supported groups were selected for
complete genome sequence analysis, indicated in bold. Reference complete genomes are

shown in red.
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Figure S2. AAl-based tree of 19 Populus-associated Pseudomonas isolates and related
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Figure S3. AAl-based tree of 1073 Pseudomonas genomes. The outer ring and branches

colored by Pseudomonas species groups defined by NCBI taxonomy.
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Figure S4. 16S-rRNA based tree. We considered only 16S rRNA genes (extracted by RNAmmer

v1.2 (1)) whose length is larger than 1400 nt-long, and chose one 16S rRNA gene whose length
is closest to 1500 when the multiple copies of 16S rRNA genes are present in the genomes,
resulting in 116 Pseudomonas without full-length 16S rRNA genes out of 1073 Pseudomonas
isolates. We aligned 16S rRNA genes using MAFFT (2), and applied FastTree (3) using a

combined model of generalized time-reversible and a single rate for each site (GTR+CAT model)



65

66

67

68

69

70

71

to approximate a 16S rRNA-based maximum likelihood tree. The outer ring and branches are

colored by Pseudomonas species groups defined by NCBI taxonomy.
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Figure S5. Pathway profiles analysis of PMI Pseudomonas isolates. The asterisk indicates PMI

73

axis corresponds to three distinct subgroups

Pseudomonas isolates. The color code at the X-
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identified in Figure 2.
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Table S1. Pseudomonas dataset.

Table S2. Genomic clusters with at least five members.

Genomic cluster Index

Cluster size

Species by NCBI Taxonomy

Cluster_53

684

Pseudomonas aeruginosa (680)
Pseudomonas otitidis (1)
Pseudomonas sp (3)

Cluster_25

64

Pseudomonas syringae (61)
Pseudomonas avellanae (3)

Cluster_23

33

Pseudomonas syringae (33)

Cluster_33

16

Pseudomonas putida (15)
Pseudomonas monteilii (1)

Cluster_24

16

Pseudomonas syringae (13)
Pseudomonas savastanoi (3)

Cluster_32

10

Pseudomonas monteilii (3)
Pseudomonas putida (1)
Pseudomonas sp (6)

Cluster_10

Pseudomonas fluorescens (4)
Pseudomonas brassicacearum (3)
Pseudomonas sp (2)

Cluster_13

Pseudomonas chlororaphis (8)
Pseudomonas sp (1)

Cluster_16

Pseudomonas fluorescens (4)
Pseudomonas sp (4)

Cluster_14

Pseudomonas fluorescens (3)
Pseudomonas simiae (2)
Pseudomonas sp (3)

Cluster_34

Pseudomonas putida (3)
Pseudomonas monteilii (2)
Pseudomonas plecoglossicida (1)
Pseudomonas taiwanensis (1)
Pseudomonas sp (1)

Cluster_31

Pseudomonas putida (6)
Pseudomonas sp (1)

Cluster_54

Pseudomonas psychrotolerans (1)
Pseudomonas oryzihabitans (1)
Pseudomonas oleovorans (1)
Pseudomonas sp (3)

Cluster_2

Pseudomonas umsongensis (2)
Pseudomonas mandelii (1)
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Pseudomonas sp (3)
Cluster_7 5 Pseudomonas fluorescens (1)

Pseudomonas sp (4)
Cluster_4 5 Pseudomonas sp (5)

Table S3. Membership of PMI Pseudomonas isolates into genomic clusters.

PMI Pseudomonas | Genomic cluster index | Cluster size Pseudomonas species
by NCBI taxonomy
GM60 Cluster_0 2 Pseudomonas sp (2)
GM67 Cluster_0 2 Pseudomonas sp (2)
GM41 Cluster 1 5 Pseudomonas mandelii (1)
- Pseudomonas sp (1)
Pseudomonas umsongensis (2)
GM18 Cluster_2 6 Pseudomonas mandelii (1)
Pseudomonas sp (3)
GM50 Cluster_3 4 Pseudomonas sp (4)
GM79 Cluster_3 4 Pseudomonas sp (4)
GM102 Cluster_3 4 Pseudomonas sp (4)
GM33 Cluster_4 3 Pseudomonas sp (3)
GM48 Cluster_4 5 Pseudomonas sp (5)
GM49 Cluster_4 5 Pseudomonas sp (5)
GM74 Cluster_4 5 Pseudomonas sp (5)
GM78 Cluster S 3 Pseudomonas putida (1)
- Pseudomonas sp (2)
Pseudomonas chlororaphis (1)
GM16 Cluster_6 4 Pseudomonas fluorescens (1)
Pseudomonas sp (2)
Pseudomonas chlororaphis (1)
GM24 Cluster_6 4 Pseudomonas fluorescens (1)
Pseudomonas sp (2)
Pseudomonas sp (4)
GM30 Cluster_7 > Pseudomonas fluorescens (1)
GM25 Cluster 8 5 Pseudomonas fluorescens (1)
- Pseudomonas sp (1)
GM17 Cluster 13 9 Pseudomonas chlororaphis (8)
- Pseudomonas sp (1)
GM55 Singleton 1 Pseudomonas sp (1)
GM8&4 Singleton 1 Pseudomonas sp (1)
GMS80 Singleton 1 Pseudomonas sp (1)
GM21 Singleton 1 Pseudomonas sp (1)

10




85

86

87

88

89

90

91

92

93

94

95

96

97

Table S4. Subgroup-specific genes with annotation.
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