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Supplementary Materials

Table S1. BLAST sequence identity (%) of the gyrB sequences of the tested strains with other Pantoea
ananatis sequences derived from the GenBank database.

Tested strain code Gene tested Amplicon size Identity The most similar
/GenBank accession (bp) with the GenBank derived
number BLAST best Pantoea ananatis
hit result sequence
(%) (accession no)

Ta024-MT(091018 QyrB 864 100 CP022427
Ta027-MT091019 gyrB 864 100 CP022427
Ta030-MT(091020 gyrB 864 100 MK928262
Ta046-MT091021 QyrB 864 99 MK928262
OUC1-MT091022 gyrB 864 99 MK928262
OUD2-MT091023 gyrB 864 99 MK928262
OUF2-MT091024 QyrB 864 99 MK928262
OUGI1-MT091025 gyrB 864 99 MK928262

Table S2. BLAST sequence identity (%) of the 165 rRNA sequences of the identified strains with
other Pantoea ananatis sequences derived from GenBank database.

Tested strain code Gene tested Amplicon size Identity The most similar
/GenBank accession (bp) with the GenBank derived
number BLAST best Pantoea ananatis
hit result sequence
(%) (accession no)

Ta024- MH973236 16S rRNA 1494 99 CP022427
Ta027- MH973237 16S rRNA 1532 99 DQ517335
Ta030- MH973238 16S rRNA 1527 99 DQ195525
Ta046- MH973239 16S rRNA 1488 100 KT957000
OUC1-MT234395 16S rRNA 1445 100 MK415050
OUD2-MT234396 16S rRNA 1477 100 MK415050
OUF2-MT234397 16S rRNA 1489 99 MK415050
OUG1-MT234398 16S rRNA 1443 99 MK415050
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HE617160.1:96785-98317 Pantoea ananatis LMG 5342

CP003085.1:97152-98683 Pantoea ananatis PA13

KJB54341.1 Pantoea pleuroti JZB 2120015

CP028033.1:4287377-4288910 Pantoea ananatis SGAIr0210

64 CP045720.1:480930-482463 Pantoea eucalypti LMG 24197

CP020943 2:222991-224522 Pantoea ananatis 97-1

W MH973237 Ta027

W MH973238 Ta030

W WH973236 Ta024

W 1T224398 OUGH

MR 115258.1:1-1533 Pantoea allii BD 380

W MH973239 Ta046

H MT234395 OUC1

W MT234396 OUD2

W MT234397 OUF2

CP014207.1:1863468-1865017 Pantoea ananatis R100

CP022427 1:524685-526218 Pantoea ananatis YJ76

KM521542.1:1-1506 Pantoea anthophila CL1

CP038853.1:481036-492567 Pantoea vagans LMG 24199

FJ999950.1| Pantoea agglomerans EQH21

NR 116245.1 Pantoea brenneri LMG 5343

HQ242738.1:4-1538 Pantoea conspicua PSB25
AP012032.2:4019479-4021010 Pantoea ananatis AJ13355

~\» AF364847.1:1-1532 Pantoea ananatis LMG 20103
CP035034.1:223120-224651 Pantoea ananatis NN08200

4'7 AYB42383.1 Pantoea stewartii subsp. stewartii 0028
50 IMNB0855T7 1 Pantoea stewartii subsp. indologenes PPI-M3

? NR 1181211 Pantoea rwandensis LMG 26275
92 NR 1162441 Pantoea septica LMG 5345

— NR 043883.1 Pantoea dispersa LMG 2603

NR 118122.1 Pantoea wallisii LMG 26277

CP025268.1:223601-225154 Escherichia coli K-12

100 CP038008.1:c1887564-1886013 Citrobacter rodentium DBS100
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Figure S1. Maximum likelihood dendrogram of the partial, GenBank derived a nucleotide sequence of 165 rRNA
gene of Pantoea ananatis and closely related species. Bootstrap values for phylogenetic comparisons were based
on 1000 pseudoreplicates. The Polish strains are marked with black squares (m). Escherichia coli and Citrobacter
rodentium strains were used as an outgroup. The bootstrap values lower than 50 were hidden. Scale bar

represents the phylogenetic distance.



