123456789101112

- 500 bp

Fig. 1. PCR to identify sepA, sepB and sepC genes in UC9 and Mor4.1. Lines: 1. 8- Hindlll; 2. UC9, sepA; 3. UC9, sepB; 4. UC9,
sepC; 5. UC9, afpl8; 6. UC9, with no primers; 7. Mor4.1, sepA; 8. Mor4.1, sep B; 9. Mor4.1, sepC; 10. Mor4.1, afp18; 11. Mor4.1,
with no primers; 12. DNA Markers 50 bp DNA ladder (Fermentas). The primers used were: Afpl8 F 5’ CGT GGT GGA AGG AAA
GCA AAG TG and Afpl8R 5" GAGCACCAGTAATCGCTCTGG. The annealing site for Afp18 F was at position 97737 in

PADAP.



12345

500

Fig. 2. PCR to identify homolog to tc genes of P. luminiscens. Lines: 1. DNA Markers 50 bp DNA ladder (Fermentas); 2. UC9,
tccC 8’; 3. Mo4.1, tccC 8’; Providencia rettqueri, tccC 8’; E. coli ATCC25922, tccC 8’. The primers used were tccC 8’F tccC 8’F (57-
TCATAACTG TCA CCG ATC G-3’) and tccC 8’R (5°-TAC CAA TTA AGC GCT GGG TC-3’ (Tennant, et al., 2005. Infect
Immun.73:6860-7. Sequencing of the two DNA fragments in Mor4.1 line showed that the reaction were unspecific since no homology

were found to Tc complex. P. rettqueri is a nematode-associated bacteria.



Fig. 3. Aligning of 16S rDNA of Mor4.1 to S. entomophila DSM12358.

>F' emb|AJ233427.1]|SEN233427 Serratia entomophila 16S rRNA gene (strain DSM 12358)

Length=1516

Score = 2643 bits (1431), Expect = 0.0
Identities = 1457/1469 (99%), Gaps = 4/1469 (0%)
Strand=Plus/Plus

Query 14 AGGCCTAAC-CATGCAAGTCGAGCGGTAGCACGGGGGAGCTTGCTCCCTGGGTGACGAGC 72

FEELLEEEE DRRR R e e e e e e et
Sbjct 27  AGGCCTAACACATGCAAGTCGAGCGGTAGCACGGGGGAGCTTGCTCCCTGGGTGACGAGC 86

Query 73 GGCGGACGGGTGAGTAATGTCTGGGAAACTGCCTGATGGAGGGGGATAACTACTGGAAAC 132

PELLLERE R e e e e e e e e e e et
Sbjct 87  GGCGGACGGGTGAGTAATGTCTGGGAAACTGCCTGATGGAGGGGGATAACTACTGGAAAC 146

Query 133 GGTAGCTAATACCGCATAACGTCTACGGACCAAAGTGGGGGACCTTCGGGCCTCACGCCA 192

) PEELLREE R e e e e el
Shjct 147  GGTAGCTAATACCGCATAACGTCTTCGGACCAAAGTGGGGGACCTTCGGGCCTCACGCCA 206

Query 193  TCAGATGTGCCCAGATGGGATTAGCTAGTAGGTGGGGTAATGGCTCACCTAGGCGACGAT 252

) PELLERLER R e e e e e e e e e e el
Sbjct 207  TCAGATGTGCCCAGATGGGATTAGCTAGTAGGTGGGGTAATGGCTCACCTAGGCGACGAT 266

Query 253  CCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCT 312

IEEREERR e e e e et e e et en e e e e il
Shjct 267  CCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCT 326

Query 313  ACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGC 372

FEELLERE R R e e e e e e e e e e il
Sbjct 327  ACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGC 386

Query 373  GTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGCGAGGAGGAAGGGTAGTGTCT 432
IEEELERE R e e e e e e e et 1itl
Sbjct 387  GTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGCGAGGAGGAAGGGTAATGTCT 446

Query 433  TAATACGGCATT-GCATTGACGTTACTCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGC 491
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TAATACGGCATTCG-ATTGACGTTACTCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGC

AGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGC

FELLREEER R e e e e e e e e e e e e e e el
AGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGC

AGGCGGTTTGTTAAGTCAGATGTGAAATCCCCGCGCTTAACGTGGGAACTGCATTTGAAA

FEELLLRR R e e e e e e e e e e e e e e et
AGGCGGTTTGTTAAGTCAGATGTGAAATCCCCGCGCTTAACGTGGGAACTGCATTTGAAA

CTGGCAAGCTAGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTA
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CTGGCAAGCTAGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTA

GAGATCTGGAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCTCAGGT
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GAGATCTGGAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCTCAGGT

GCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCTGTAAACGATGT

NN NN RNy
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CGATTTGGAGGTTGTGCCCTTGAGGCGTGGCTTCCGGAGCTAACGCGTTAAATCGACCGC
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CGATTTGGAGGTTGTGCCCTTGAGGCGTGGCTTCCGGAGCTAACGCGTTAAATCGACCGC

CTGGGGAGTACGGCCGCAAGGTTAAAACTCAAATGAATTGACGGGGGCCCGCACAAGCGG
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TGGGGATGACGTCAAGTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGG

CGTATACAAAGAGAAGCGAACTTGCGAGAGTAAGCGGACCTCATAAAGTACGTCGTAGTC

FEEEREEER e 0 L e e e e e e el
CGTATACAAAGAGAAGCGAGCTCGCGAGAGTAAGCGGACCTCATAAAGTACGTCGTAGTC

CGGATTGGAGTCTGCAACTCGACTCCATGAAGTCGGAATCGCTAGTAATCGTAGATCAGA

IEEERRE e e e e e e e e e e e e e el
CGGATTGGAGTCTGCAACTCGACTCCATGAAGTCGGAATCGCTAGTAATCGTAGATCAGA

ATGCTACGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGG
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Fig. 4. Sequence of 16s rDNA Mor4.1

>5960 sequence exported from 5960[1].SeMor41.ab
CTTTTAACGTGGGAGGCCTAACCATGCAAGTCGAGCGGTAGCACGGGGGAGCTTGCTCCC
TGGGTGACGAGCGGCGGACGGGTGAGTAATGTCTGGGAAACTGCCTGATGGAGGGGGATA
ACTACTGGAAACGGTAGCTAATACCGCATAACGTCTACGGACCAAAGTGGGGGACCTTCG
GGCCTCACGCCATCAGATGTGCCCAGATGGGATTAGCTAGTAGGTGGGGTAATGGCTCAC
CTAGGCGACGATCCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACG
GTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATG
CAGCCATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGCGAGGAGGA
AGGGTAGTGTCTTAATACGGCATTGCATTGACGTTACTCGCAGAAGAAGCACCGGCTAAC
TCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGT
AAAGCGCACGCAGGCGGTTTGTTAAGTCAGATGTGAAATCCCCGCGCTTAACGTGGGAAC
TGCATTTGAAACTGGCAAGCTAGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGG
TGAAATGCGTAGAGATCTGGAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACT
GACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCT
GTAAACGATGTCGATTTGGAGGTTGTGCCCTTGAGGCGTGGCTTCCGGAGCTAACGCGTT
AAATCGACCGCCTGGGGAGTACGGCCGCAAGGTTAAAACTCAAATGAATTGACGGGGGCC
CGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGAACCTTACCTACTCT
TGACATCCAGAGAACTAGCAGAGATGGTTTGGTGCCTTCGGGAACTCTGAGACAGGTGCTGCATGGCTGTCG
TCAGCTCGTGTTGTGAAATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATCCTTTG
TTGCCAGCGATTCGGTCGGGAACTCAAAGGAGACTGCCGGTGATAAACCGGAGGAAGGTG
GGGATGACGTCAAGTCATCATGGCCCTTACGAGTAGGGCTACACACGTGCTACAATGGCG
TATACAAAGAGAAGCGAACTTGCGAGAGTAAGCGGACCTCATAAAGTACGTCGTAGTCCG
GATTGGAGTCTGCAACTCGACTCCATGAAGTCGGAATCGCTAGTAATCGTAGATCAGAAT
GCTACGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATGGGAGTGGGT
TGCAAAAGAAGTAGGTAGCTTAACCTTCGGGAGGGCGCTTACCACTTTGTGATTCATGAC
TGGGGTGAAGTCGTAACAAGTAGCCGACGAGACT



Fig.5. Blast phylogenetic analysis of 16S rDNA of Mor4.1

Endophydic bacterium CR1b 165 ribosomal ks gene, partial sequence

Sertutin ficaria gene for 165 rbosomal R, parfial sequence

Setrahia ficakia 165 rRMA gene (shain DS 4569)

Serredia plimuthica RUH1 165 Hbosomal RRes gene, complete sequence

Sertetio plmuthica strain Ja05 165 ibosomal RMA gene, parfial sequence

Setradia plimuthica 165 FRMA gene (strein OS5 45400
Serradia plimuthica DS 4 540 165 ribosomal RMA gene, partial sequence
Serrahia plmuthice DS 49 165 ribosomal RS ene, partial sequence

Settadia plymuthica strein BB 165 ribosomal RWA gene, partial sequence

"]

@ 5950 sequence expatted from 5980011, Se o4 1.ab -4

Settatia enfomophila 165 rRMA gene (shain DS 12558)

o

o

Serratia proteamaculans gene for 165 ribosomal RMA, partial seque...
Enterobacteriaceae bacterium KWD- 19532 12 165 ribosom,
Enterobanferiaceae bacteriom KUD- 195% 11 165 ribosom.
Serretia proteamacalans 165 rRkA gene (shrein DS 454 3)
o Unculfured bacterium clone J5C2- B9 .
@ Uncultured protecbacterdium 1.
Uncultured proteabacterium 165 rRMA gene, clane 244

]
@ Unculured profecbacterdium 165 rRMA gene, clone 225

Serrahia profeamaculans 5635, complete genome
t]

& Setrafia profeamaculans 165 FRRA gene (strain DSH 4597)

Sertadia profeamaculans subsp. quinovors LG 7E57 165 ibosomal RMA 9ene, p..
Uncultured bacterium clone kRMA 195 165 bosomal RRHA gene, parial sequence
Uncultured bacterium clone aab&ohos 165 bosomal RMa gene, parfial sequence
Serredia grimesii 165 rRMA gene (shain DS W 30065)
Aranicola protealyticus 165 rbosomal RRA gene, complete ...

Uncultured bacterium clone AKM1055 165 rbosomal RMA gene, parfial 5.



