Ptz 100r WP_053503199 Xanthomonas oryzae BB156-2
100 AEQ96873 Xanthomonas oryzae pv. oryzicola BLS256
9% KPL48129 Xanthomonas axonopodis DSM3585
85 WP_053834798 Xanthomonas translucens LMG727
56— WP_012917043 Xanthomonas albilineans GPE PC73
—— WP_128421291 Xanthomonas theicola CFBP 4691
s7~ WP_057424604 Pmy CFBP 2897
1

WP_044345830 P. meliae ICMP 6289 / Pce CFBP 6110 & ICMP 17524
‘ WP_057412569 Ppho ICMP 7840
— WP_081007393 Pmy AZ84488

53 100y WP_080830665 Agrobacterium tumefaciens CFBP 5499
100 8 WP_111221726 Rhizobium tumorigenes 1078
WP_060718541 Agrobacterium vitis ICMP 10754

WP_027676707 Agrobacterium larrymoorei CFBP 5473

43 WP_034521075 Agrobacterium rhizogenes ATCC 15834
Tl ﬁ'j: WP_112130268 Mesorhizobium sp. CNPSo 3140
96 WP_097524134 Sinorhizobium sp. BJ1
99— WP_085043977 Ensifer aridi JINVU TP6
100[ WP_058760559 Pseudomonas psychrotolerans NS2
WP_058794365 Pseudomonas psychrotolerans SB11
33 [ WP_015060656 Psv NCPPB 3335
100 \yp 031598371 Psn ICMP16943 / Psr CECT 4861 / Ph3 (dipladenia)
[— WP_085225124 Trinickia caryophylli DSM 50341
100 CCAB86836 Ralstonia syzygii R24
\—J.E)O(jDNP_O71091559 Ralstonia solanacearum CaRs-Mep

100— WpP_120457419 Ralstonia pseudosolanacearum CRMRs 218

Idi 100r WP_151264284 Pseudomonas chlororaphis subsp. aurantiaca K27
—‘38 FWP_053279729 Pseudomonas chlororaphis subsp. piscium DSM 21509
79 WP_105395935 Photorhabdus luminescens H1

13 { WP_149285317 Halomonas sp. Y2R2
83

WP_017892663 Serratia sp. S4

WP_067368827 Morganella psychrotolerans DSM 17886
100 RTY31165 Morganella morganii subsp. morganii 78
98" EBQ6113494 Salmonella enterica subsp. enterica serovar Enteritidis 318611
39 EBR0130427 Salmonella enterica subsp. enterica serovar Ajiobo 302920
WP_004923075 Providencia stuartii BML2537
RLJ08021 Candidatus Aenigmarchaeota archaeon
WP_137342251 Dyadobacter sp. AR-3-8
WP_016198066 Elizabethkingia meningoseptica NBRC 12535
WP_076386974 Chryseobacterium chaponense DSM 23145
RYZ23493 Chitinophagaceae bacterium

WP_131449099 Flaviaesturariibacter sp. 17J68-12

WP_111599664 Chitinophaga skermanii DSM 23857
498{:0YW54471 Hyphomicrobium sp. 12-62-95
24 PPC85700 Hyphomicrobium sp.
7 9% WP_015060868 Psv NCPPB 3335
WP_080719051 Psn ICMP16943 / Psr CECT 4861 / Ph3 (dipladenia)

100, WP_080395592 Pmy CFBP 2897 & AZ84488 / Ppho ICMP 7840 / Pce ICMP 17524

0.20
88' SPD89354 Pce CFBP 6110

Supplementary Figure S2. Ptz and Idi evolved separately before invading Pseudomonas
syringae PG 3 (genomospecies 2). Unrooted ML trees of ptz and idi gene products more
closely related to those of P. syringae pv. savastanoi NCPPB 3335. The trees include examples
from one strain from all bacterial species and pathovars containing homologs of these genes;
species or pathovars containing both genes, within the genetic distances shown, were in all
cases retained for tree reconstruction. Protein sequences are identified by their accession no.
and example strains are indicated for identical protein groups. The trees were constructed in
MEGA 7 using the JTT+G+l (Ptz) or the LG+G (Idi) models and using all sites; branch
lengths are proportional to the number of substitutions per site, and numbers in nodes are
bootstrap percentages of 200 replicates. In boldface and orange background, strains belonging
to Pseudomonas syringae (Ps) genomospecies 2, with the following abbreviations for
pathovars: Pce, cerasicola; Pmy, myricae; Psn, nerii; Ppho, photiniae; Psr, retacarpa; Psv,
savastanoi. Ph3 (dipladenia), is a bacterial strain phylogenetically related to Psn and causing
tumors in dipladenia (Mandevilla spp.) plants.



