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Table S1. BLASTn homology analysis of 165 rRNA gene fragment of the SRS89 strain.

Accession Query Cover E Per.
No. value Ident.
Pantoea agglomerans strain DSM 3493 NR_041978 100% 0.0 99.54%
Pantoea agglomerans strain NCTC9381 NR_114735 100% 0.0 99.23%
Pantoea agglomerans strain NBRC102470 NR_ 114111 100% 0.0 99.31%
Pantoea vagans strain LMG24199 NR_ 116115 100% 0.0 99.08%

Figure S1. Alignment of 16S rRNA gene fragment of the SRS89 strain to P. agglomerans (NR_041978,
NR_114735, NR_114111) and P. vagans (NR_116115) strains.
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HR_041978 GGCCTARCACATGCARGTC TGACGGTAGCACAGAGGAGCT TGCTCCT TGGGTGACGAGTGGCGGACGGGETGAGTARTGTCTGGGGATCTGCCCGATAGAGGGGGATARCCACT
HR_114735 GAACGCTGGCGGCAGGCC TARCACATGCARG TCGGACGG TAGCACAGAGGASCT TGCTCCT TGGG TGACGAG TGECGGACGGGTGAG TARTGTCTGGGGATCTGCCCGATAGAGGGEGATARCCACT
HR_114111 ATTGAACGCTGGCGGCAGGCCTARCACATGCARGTCGGACGGTAGCACAGAGGAGCT TGCTCCT TGGGTGACGAGTGECGGACGGETGAGTARTGTCTGGGEGATCTGCCCGATAGAGGGGGATARCCACT

HR_116115 GGGTGACGAGTGGCGGACGGGTGAGTARTGTCTGGEGATCTGCCCGATAGAGGGGGATARCCACT
SR589 CGAGTGGCGGACGGGTGAGTARTGTCTGGGGATCTGCCCGATAGAGGGGGATARCCACT
CONSENSUS  +evreneenrannanas ggectaacacatgeaagtc. gacggtageacagagga. chigebectbgepgtgaCGAGTGGECGGACGGGETGAGTARTGTCTGGGGATCTGCCCGATAGAGGEGGGATARCCACT
131 140 150 160 170 180 130 200 210 220 230 240 250 260

HR_041978 GGAARCGGTGGCTAATACCGCATAACGTCGCARGACCARAGAGGGGGACCT TCGGGCCTCTCACTATCGGATGAACCCAGATGGGAT TAGCTAGTAGGCGGGGETARTGGCCCACCTAGGCGACGATCCCT
MR_114735 GGAARCGGTGGCTAATACCGCATAACGTCGCARGACCARAGAGGGGGACCT TCGGGCCTCTCACTATCGGATGAARCCCAGATGGGAT TAGCTAGTAGGCGGGGTARTGGCCCACCTAGGCGACGATCCCT
MR_114111 GGAARCGGTGGCTAATACCGCATAACGTCGCARGACCARAGAGGGGGACCT TCGGGCCTCTCACTATCGGATGAACCCAGATGGGAT TAGCTAGTAGGCGGGGTAATGGCCCACC TAGGCGACGATCCCT
HR_116115 GGAARCGGTGGCTAATACCGCATAACGTCGCARGACCARAGAGGGGGACCT TCGGGCCTCTCACTATCGGATGAACCCAGATGEGAT TAGCTAGTAGGCGGGGETARTGGCCCACCTAGGCGACGATCCCT

SRS589 GGAARCGGTGGCTAATACCGCATAACGTCGCARGACCARAGAGGGGGACCT TCGGGCCTCTCACTATCGGATGAACCCAGATGGGAT TAGCTAG TAGGCGGEGGTARTGGCCCACC TAGGCGACGATCCCT
Consensus  GGAAACGGTGGCTAATACCGCATAACGTCGCARGACCARAGAGGGGGACCT TCGGGCCTCTCACTATCGGATGAACCCAGATGEGAT TAGCTAGTAGGCGGGGETARTGGCCCACCTAGGCGACGATCCCT

261 270 280 290 300 310 320 330 340 350 360 370 380 390

HR_041978 AGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGARGAAGG
NR_114735 AGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGKTCCAGACTCY TACGGGAGGCAGCAGTGGGGAATATTGCACARTGEGCGCARGCCTGATGCAGCCATGCCGCGTGTATGARGAAGG
MR_114111 AGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGG TCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGECGCARGCCTGATGCAGCCATGCCGCG TG TATGARGAAGG
HR_116115 AGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGARGAAGG
SRS89  AGCTGGTCTGAGAGGATGACCAGCCACACTGGAACT GAGACACGGTCCAGACTCCTACGGGAGGCAGCAG TGEGGAATATTGCACAATGGGCGCAAGCCT GATGCAGCCATGCCGCGTGTATGARGAAGG
Consensus  AGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGETCCAGACTCcTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCARGCCTGATGCAGCCATGCCGCGTGTATGARGAAGG

391 400 da10 420 430 ado 450 460 qa70 a0 430 500 510 520

NR_041978 CCTTCGGGTTGTARAGTACTTTCAGCGGGGAGGARGGCGATGGGGTTAATARCCT TGTCGAT TGACGT TACCCGCAGARGARGCACCGGC TARCTCCGTGCCAGCAGCCGCGGTARTACGGAGGGTGCAR
NR_114735 CCTTCGGGTTGTARAGTACTT TCAGCGGEGAGGARGECGATGGGGTTAATARCCT TRTCGAT TGACGT TACCCGCAGARGARGCACCGGC TARCTCCGTGCCAGCAGCCGCGGTARTACGGAGGGTGCAR
MR_114111 CCTTCGGGTTGTAAAGTACTT TCAGCGGGGAGGAAGGCGATGGGG TTAATARCCT TATCGAT TGACGT TACCCGCAGAAGARGCACCGGC TARCTCCGTGCCAGCAGCCGCGG TARTACGGAGGGTGCAR
HR_116115 CCTTCGGGTTGTARAGTACTTTCAGCGGGGAGGARGGCGATGCGGTTAATARCCGCGTCGAT TGACGT TACCCGCAGARGARGCACCGGC TARCTCCGTGCCAGCAGCCGCGGTARTACGGAGGGTGCAR

SRS589 CCTTCGGGTTGTARAGTACTT TCAGCGGGGAGGARGGCGG TGCGGTTARTARCCGCGCCGAT TGACGT TACCCGCAGARGARGCACCGGC TARCTCCG TGCCAGCAGCCGCGG TARTACGGAGGGT GCAA
Consensus CCTTCGGGTTGTARAGTACTTTCAGCGGGGAGGARGGECGaTGeGGTTAATARCCLLgLCGATTGACGT TACCCGCAGARGARGCACCGGC TARCTCCGTGCCAGCAGCCGCGGTARTACGGAGGGTGCAR

521 530 540 550 560 570 580 530 600 610 620 630 640 650

HR_041978 GCGTTARTCGGAATTACTGGGCGTARAGCGCACGCAGGCGGTCTGTTAAGTCAGATGTGARATCCCCGGGCT TAACCTGGGAACTGCATTTGAAAC TGGCAGGCTTGAGTCTTGTAGAGGGGGG TAGART
NR_114735 GCGTTARTCGGAATTACTGGGCGTARAGCGCACGCAGGCGGTCTGTTARGTCAGATGTGARATCCCCGGGCT TAACCTGGGAACTGCAT TTGAARC TGGCAGGCTTGAGTCTTGTAGAGGGGGG TAGART
MR_114111 GCGTTARTCGGAATTACTGGGCG TARAGCGCACGCAGGCGGTCTGTTAAGTCAGATG TGARATCCCCGEGCT TAACCTGGGAACTGCAT T TGAAAC TGGCAGGCTTGAGTCTTGTAGAGGGGGG TAGART
HR_116115 GCGTTARTCGGAATTACTGGGCGTARAGCGCACGCAGGCGGTCTGTTARGTCAGATGTGARATCCCCGGGCT TAACCTGGGAACTGCATTTGAARC TGGCAGGCTTGAGTCTTGTAGAGGGGGG TAGART

SRS89  GCGTTARTCGGAATTACTGGGCG TARAGCGCACGCAGGCGGTCTGTTARGTCAGATGTGARATCCCCGGGCT TAACCTGGGAACTGCAT T TGAAAC TGGCAGGC TTGAGTCTTGTAGAGGGGEG TAGART
Consensus  GCGTTARTCGGAATTACTGGGCGTARAGCGCACGCAGGCGETCTGTTAAGTCAGATGTGARATCCCCGGGCT TAACCTGGGAACTGCATTTGAAAC TGGCAGGCTTGAGTCTTGTAGAGGGGGGTAGART

651 660 670 680 690 700 710 720 730 740 750 760 0 780

HR_041978 TCCAGGTGTAGCGGTGARATGCGTAGAGATCTGGAGGAATACCGGTGGECGARGGCGGCCCCCTGGACARAGACTGACGC TCAGGTGCGAARGCGTGEGEAGCARACAGGAT TAGATACCCTGGTAGTCCA
HR_114735 TCCAGGTGTAGCGGTGARATGCGTAGAGATCTGGAGGAATACCGGTGGCGARGGCGGCCCCCTGGACARAGACTGACGC TCAGGTGCGAARGCGTGGGGAGCARRCAGGAT TAGATACCCTGGTAGTCCA
MR_114111 TCCAGGTGTAGCGGTGARGTGCG TAGAGATCTGGAGGAATACCGG TGGCGARGECGGCCCCC TGGACARAGACT GACGC TCAGGT GCGARAGCG TGGG-AGCARACAGGAT TAGATACCCTGGTAGTCCA
NR_116115 TCCAGGTGTAGCGGTGARATGCGTAGAGATCTGGAGGAATACCGGTGGCGARGGCGGCCCCCTGGACARAGACTGACGC TCAGGTGCGARRGCGTGGGEAGCARRCAGGAT TAGATACCCTGGTAGTCCA
SRS589  TCCAGGTGTAGCGGTGAAATGCG TAGAGATCTGGAGGAATACCEG TGEGCGARGGCGGCCCCCTGGACARAGACTGACGC TCAGGT GCGARAGCG TGGGGAGCAARCAGGAT TAGATACCCTGGTAGTCCA
Consensus TCCAGGTGTAGCGGTGARATGCGTAGAGATCTGGAGGARTACCGGTGGECGARGGCGGCCCCCTGGACARAGACTGACGC TCAGGTGCGARRGCGTGGGgAGCARACAGGAT TAGATACCCTGGTAGTCCA

781 790 800 810 820 830 840 850 860 870 880 890 900 910

MR_041978 CGCCGTAARCGATGTCGACTTGGAGGTTGTTCCCTTGAGGAGTGGCT TCCGGAGC TARCGCGTTAARGT CGACCGCCTGGGGAGTACGGCCGCARGGTTARRACTCARATGART TGACGGGGGCCCGCACA
NR_114735 CGCCGTAARCGATGTCGACTTGGAGGT TGTTCCCTTGAGGAGTGGCT TCCGGAGC TARCGCGTTAAGTCGACCGCCTGGEGAGTACGGCCGCARGGTTARRACTCARATGART TGACGGGGGCCCGCACA
MR_114111 CGCCGTAARCGATGTCGACTTGGAGGTTGTTCCCTTGAGGAGTGGCT TCCGGAGC TARCGCGTTARGT CGACCGCCTGGGGAG TACGGCCGCARGGTTARRACTCARATGART TGACGGGGGCCCGCACA
HR_116115 CGCCGTAARCGATGTCGACTTGGAGGTTGTTCCCCTGAGGAGTGGCT TCCGGAGC TARCGCGTTAAGTCGACCGCCTGGEGAGTACGGCCGCARGGTTARRACTCARATGART TGACGGGGGCCCGCACA
SRS589 CGCCGTAARCGATGTCGACTTGGAGGT TGTTCCCTTGAGGAGTGGCT TCCGGAGC TARCGCGTTAAGT CGACCGCCTGGGGAG TACGGCCGCARGGTTARAACTCARRTGART TGACGGGGGCCCGCACA
Consensus CGCCGTAARCGATGTCGACTTGGAGGTTGTTCCCLTGAGGAGTGGCT TCCGGAGC TARCGCGTTAAGT CGACCGCCTGGEGAGTACGGCCGCARGGTTARRACTCARATGART TGACGGGGGCCCGCACA

911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
MR_041978 AGCGGTGGAGCATGTGGTTTART TCGATGCARCGCGARGARCCTTACCTACTCTTGACATCCACGGAATTTGGCAGAGATGCCTTAGTGCCT TCGGGAACCG TGAGACAGGTGCTGCATGGCTGTCGTCA
NR_114735 AGCGGTGGAGCATGTGGTTTART TCGATGCARCGCGAAGARCCTTACCTACTCTTGACATCCASGGAATT TGGCAGAGATGCCTTAGTGCCTTCGGGARCCGTGAGACAGGTGCTGCATGGCTGTCGTCA
MR_114111 AGCGGTGGAGCATGTGGTTTART TCGATGCARCGCGARGARCCTTACCTACTCTTGACATCCACGGAATTTGGCAGAGATGCCTTAGTGCCT TCGGGAACCG TGAGACAGGTGCTGCATGGCTGTCGTCA
HR_116115 AGCGGTGGAGCATGTGGTTTART TCGATGCAACGCGAAGARCCTTACCTACTCTTGACATCCASRGAAYTTRGCAGAGATGCTTTRGTGCCTTCGGGARCTSTGAGACAGGTGCTGCATGGCTGTCGTCA

SRS589 AGCGGTGGAGCATGTGGTTTAAT TCGATGCAACGCGAAGARCCTTACCTACTCTTGACATCCACGGAATTCGGCAGAGATGCCTTAGTGCCT TCGGGARCCGTGAGACAGGTGCTGCATGGCTGTCGTCA
Consensus  AGCGGTGGAGCATGTGGTTTART TCGATGCAACGCGAAGARCCTTACCTACTCTTGACATCCAcgGAAL TLgGCAGAGATGCcTTaGTGCCTTCGGGARCcgTGAGACAGGTGCTGCATGGCTGTCGTCA

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170

MR_041978 GCTCGTGTTGTGAAATGTTGGGT TARGTCCCGCARCGAGCGCARCCCTTATCCTTTGT TGCCAGCGAT TCGGTCGGGAACTL TGCCGGTGATARACL TGGGGATGACGTCAA
NR_114735 GCTCGTGTTGTGARATGTTGGGT TARGTCCCGCARCGAGCGCARCCCTTATCCTTTGTTGCCAGCGAT TCGGTCGGGAAC CCGGTGATARRA TGGGGATGACGTCAR
MR_114111 GCTCGTGTTGTGAAATGTTGGGT TARGTCCCGCARCGAGCGCARCCCTTATCCTTTGT TGCCAGCGAT TCGGTCGGGAACTL TGCCGGTGATARA TGGGGATGACGTCAA
NR_116115 GCTCGTGTTGTGARATGTTGGGT TARGTCCCGCARCGAGCGCARCCCTTATCCTTTGTTGCCAGCGAT TCGGTCGGGAACTC TGCCGGTGATARAI TGGGGATGACGTCAR
SRS89 GCTCGTGTTGTGARATGTTGGGT TARGTCCCGCARCGAGCGCARCCCTTATCCTTTGT TGCCAGCGAT TCGGTCGGGAACTC TGCCGGTGATARACL TGGGGATGACGTCAA
Consensus GCTCGTGTTGTGARATGTTGGGT TARGTCCCGCARCGAGCGCARCCCTTATCCTTTGTTGCCAGCGAT TCGGTCGGGAACTC TGCCGGTGATARACC TGGGGATGACGTCAA

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300

MR_041978 GTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACARAGAGAAGCGACC TCGCGAGAGCARGCGGACCTCACARAGTGCGTCGTAGTCCGGATCGGAGTCTGCAACTCGACTC
HR_114735 GTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACARAGAGAAGCGACC TCGCGAGAGCARGCGGACCTCACARAGTGCGTCGTAGTCCGGATCGGAGTCTGCAACTCGACTC
MR_114111 GTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACARAGAGAAGCGACC TCGCGAGAGCARGCGGACCTCACARAGTGCGTCGTAGTCCGGATCGGAGTCTGCAACTCGACTE
NR_116115 GTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACARAGAGAAGCGACC TCGCGAGAGCARGCGGACCTCACARAGTGCGTCGTAGTCCGGATCGGAGTCTGCAACTCGACTC

SRS89 GTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACARAGAGAAGCGACC TCGCGAGAGCARGCGGACC TCACARAGTGCGTCGTAGTCCGGATCGGAGTCTGCARCTCGACTC
Consensus GTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCGCATACARAGAGAAGCGACC TCGCGAGAGCARGCGGACC TCACARAGTGCGTCGTAGTCCGGATCGGAGTCTGCAACTCGACTC

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430

MR_041978 CGTGAAGTCGGAATCGCTAGTAATCGTGGATCAGAATGCCACGGTGARTACGT TCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGTTGCARAAGAAGTAGGTAGCT TAACCTTCGGGAG

HR_114735 CGTGAAGTCGGAATCGCTAGTAATCGTGEATCAGAATGCCACGGTGARTACGT TCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGTTGCARRAGAAGTAGGTAGCT TARCCTTCGGGAG

MR_114111 CGTGAAGTCGGAATCGCTAGTAATCGTGGATCAGAATGCCACGGTGARTACGT TCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGTTGCARAAGAAGTAGGTAGCT TAACCTTCGGGAG

HR_116115 CGTGAAGTCGGAATCGCTAGTAATCGTGEATCAGAATGCCACGGTGARTACGT TCCCGGGCCTTGTACACACCGCCCGTCACACCATGGEAGTGGGTTGCARRAGAAGTAGGTAGCT TARCCTTCGGGAG
SRS589 CGTGAAGTCGGAATCGCTAGTAATCGTGGATCAGAATGCCACGGTGARTACGT TCCCGGGCCTTGTACACACCGLLC

Consensus CGTGAAGTCGGAATCGCTAGTAATCGTGEATCAGAATGCCACGGTGARTACGT TCCCGGECCTTGTACACACCGCCCgbcacaccat gggagtgggtlgcaaaagaagtaggtagetlaacetbogrgay

1431 1440 1450 1460 1470 1480 1490 1500 1510 1515

NR_041978 GGCGCTTACCACTTTETGATTCATGACTGGEG TGAAGT CGTARCARGGTARCCETAGGEG
HR_114735 GGCGCTTACCACTTTGTGATTCATGACTGGGGTGAAGTCGTARCARGGTAACCGTAGEEGAACCTGCGGCTGGATCACCTCCTTG
NR_114111 GGCGCTTACCACTTTETGATTCATGACTGGEGTGRAG
HR_116115 GGCGCTTACCACTTTGTGATTCATGACTGGGGTGAAGTCGTARCARGGTAACCGTAGEGGAACC

SRS89
Consensus ggegettaccactitgbgatteatgactggegtgaagtogtaacaaggtaaccgtagees.




