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FIG. S1. Multiple alignments of protein sequences of (A) PhaZl from H. seropedicae
SmR1 (Hsero_1622) against PhaZzlal from R. eutropha H16 (A1150) and (B) Phaz2
from H. seropedicae SmR1 (Hsero_0639) against PhaZ2a2 from R. eutropha (A2862)
were carried out using Clustal Omega and the default parameters (1). The asterisks (*)
indicate fully conserved residues, while colons (:) indicate conservation in residues of

strongly similar properties and points (.) indicate conservation in residues of weakly

similar properties.
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FIG. S2. Multiple alignment of protein sequences of FliA from H. seropedicae SmR1
(Hsero_2029) against FliA from E. coli MG1655 (b1922) was carried out using Clustal
Omega and the default parameters (1). The asterisks (*) indicate fully conserved residues,
while colons (;) indicate conservation in residues of strongly similar properties and points

() indicate conservation in residues of weakly similar properties.

F1iA_Hs ---MYNVKGKKGKNDLLEQHAPLVKKLAHQLKAKLPPSVEVDDLIQAGMMGLLDAVNRYE 57
F1liA _Ec MNSLYTAEGVMDKHSLWQRYVPLVRHEALRLQVRLPASVELDDLLQAGGIGLLNAVERYD 60
:*.‘:* ‘*:_* :::_***:: * :*:.:** ***:***:*** :***:**:**:
F1iA_Hs ETHGAQFETYAVQRIRGAMLDELRSSDWLPRSIRQNARKVEEAMQTLLQQLGRQPKEAEL 117
F1iA_Ec ALQGTAFTTYAVQRIRGAMLDELRSRDWVPRSVRRNAREVAQAIGQLEQELGRNATETEV 120
:*: Sk 3k 3k skook 3k 3k skook ok 3k sk ok >k kook ok **:***:*:***:* :*: * *:***: .*:*:
F1iA_Hs AQHMQISLEDYQSLLSECGGHQLIYYEDFHDDDGGHEHFLDRHQTSDSDDPLQNLINGGF 177
F1iA_Ec AERLGIDIADYRQMLLDTNNSQLFSYDEWREEHGDSIELVTD--DHQRENPLQQLLDSNL 178
I I T T S TorRRRLKRL
F1iA_Hs REAVVDSIKALPEREQILMALYYEQEMNLKEIGAVMGVSESRVCQLHSQAISRMRSYLRE 237
F1iA_Ec RQRVMEAIETLPEREKLVLTLYYQEELNLKEIGAVLEVGESRVSQLHSQAIKRLRTKLGK 238
*: *:::*::*****:::::***::*:********: *.****.*******.*:*: * .
F1iA_Hs HSWSGVA 244

F1iA Ec L------ 239



FIG. S3. Confocal microscopy analysis of uninoculated Seteria viridis roots showing a
low intrinsic green fluorescence. (A) Confocal GFP fluorescence image and (B) merged

images of confocal fluorescence and bright field images
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