Supplementary data

Article: Screening and Molecular Identification of Bacteria from the Midgut of
Amphimallon solstitiale Larvae Exhibiting Antagonistic Activity Against Bacterial
Symbionts of Entomopathogenic Nematodes

Authors: Marcin Skowronek, Ewa Sajnaga, Waldemar Kazimierczak, Magdalena Lis
and Adrian Wiater



B)

acilius profeolyticus TD42 (MACHO1000033)
84lBacillus toyonensis BCT-7112 (CPO0GB63)
Bacilius wiedmannil ATATL301 (MW467539)
Bacillus wisdmannii FSL W8-0169 (LOBC01000053)
| AS5 Bacillus wiedmannii ATAGL301 (MW467540)
_Bacillus cereus ATCC 14579 (AE0O16877)

Bacillus albus N35-10-2 (MACED1000087)
100/

dBacilius fufi TD41 (MACIO1000041)

— Bacillus pacificus EB422 (KJ812450)
:eracmus toyonensisAMAKEL 3 (MW467542)

52| LBacillus wiedmanii AMA7L301 (MW467543)

Bacillus toyonensis ATSL201 (MW467541)

Bacillus mobilis 0711P9-1 (MACF01000036)

Bacillus thuringiensis ATCC 10792 (ACNF01000156)
[— Baciflus butanolivorans DSM 18926 (LGYAQ1000001)

Bacillus muralis DSM 16288 (LMBWV01000055)

100
5 Bacillus simplex NBRC15720 (BCVO01000086)

Bacillus frigortolerans DSM 8801 (AM7V47813)

Bacillus frigoritolerans ATK3L301({MW467545)
100lBacilius frigoritolerans ATK4L301(ATK4L301)

0.01

Geobacillus stearothermophilus BGSC (NR115186)

su-Paenibacillus sp. AMH2L203 (MW468104)
Penibacilles peoriae DSM B320 (AJ320404)
ga|L Paenibacilius jamilas KAGC 10025 (QVPUD1000080)

‘aenibacilius brasiensis PB172 (AF273740)
‘aenibaciliiz kribbensiz AMAD (AF273740)
Paemibacillus ottowi MS2370 (MHBA2737)

Paenibacilus polymyxa ATCC B42 (AFDX01000032)
a7 r
10005,

Geobacillus stearothermophilus BGSC BAZ20 (MR 115284)



Citrobacter freundii DSM 30039 (AJ233408)
Citrobacter portucalensis AG0 (MVFY01000035)
Citrobacter murfinae CDC 2970-39 (AF025369)
Citrobacter braaki ATCC51113 (NAEW01000064)

itrobacter europeus 97/99 (FLYB10000135)
Citrobacter murlinae ATA3L305 (MWS557598)
Citrobacter murlinae AT4L201 (MW468102)

Tafumella cifrea JCM G882 (AB907782)

0.002

Chryseobacterim vietnamense GIMMN1005 (HM212415)
Chryseobaciterium rhizosphaerae REB3-1 (DQET3670)

Chryseobacterium jejuense JS17-8 (NR 044300)
Chryseobacterium nakagawai NCTC13529 (JX100822)
Chryseobacterium indologenes LMG 8337 (NR 042507)
Chryseobacterium sp. AMAGL304 (MM429322)
1001 chryseobacterium sp. ATAGL302 (MM429323)
Chryseobacterium joostei LMG 18212 (NR 025387)

100, Chryseobacterium lathyri AMA4L303 (MM429319)
Chryseobacterium lathyri AMA4L304 (MM429321)

93| Chryseobacterium lathyri ATATL304 (MM429320)
g3f Chryseobacterium lathyri ATATL202 (MM429324)
73l Chryseobacterium lathyni RBAZ2-6 (DQET3674)
Barnesiella viscernicola C46 (AB267809)

0.02



g1~ Enterococcus malodoratus ATS5L202 (MW468100)

60(L Enterococcus malodoratus ATCC 43197 (ASWAD1000002)
80| Enterococcus malodoratus ATS L204 (MW468101)
Enferococcus gilvus ATCC BAA-350 (AJDCQO1000009)

Enferococcus avium ATCC 14025 (KE1363660
Enterococcus gallinarum NBRC 100675T (NR 113924)
Enferococcous devriesel LMG 14595T (NR 042389)

Enterococcus pallens ATCC BAA-351T NR 043794)
Lactobacillus planfarum AW4 (LCS571604)

F)

0.01

Serratia grimesii DSM 30063 (AJ233430)
ad Serratia liguefaciens CIP 103238 (NR 042062)

Sarratia proteamaculans SM 4543(AJ233434)
100

33 Serratia quinivorans DSM 4597 (AJ233435)
Serratia plymuthica DSM 4540 (AJ233433)

89[ Serratia sp. ATATL303 (MM422008)

[_ Serratia marcescens subsp. sakuensis KREDT (ABOG1685)

100 Serratia marcescens ATHIL210 (MW468103)

B2l Serratia marcescens subsp. marcescens 13880 (JMPQO1000005)

Xenorhabdus budapestensis DSM 16342 (NR 042328)

0.003

Figure S1. Phylogenetic relationships among representative Amphimallon solstitile midgut isolates
and type strains of bacteria belonging to the genera: A) Bacillus; B) Paenibacillus; C) Citrobacter; D)
Chryseobacterium; E) Enterococcus; F) Serratia based on 16S rRNA gene sequence analysis neighbor-
joining method. The GenBank accession numbers are given in parenthesis. Bootstrap values 250% are
displayed at branching points. The sequences generated from this study are listed in bold.
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Figure S2. Phylogenetic relationships among representative Amphimallon solstitile midgut isolates
and type strains of bacteria belonging to the genera: A, B) Bacillus; C) Citrobacter; D)
Chryseobacterium; E) Enterococcus; F) Serratia based on rpoB gene sequence analysis with the
neighbor-joining method. The GenBank accession numbers are given in parenthesis. Bootstrap values
>50% are displayed at branching points. The sequences generated from this study are listed in bold.
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Figure S3. Phylogenetic relationships among representative Amphimallon solstitile midgut isolates
and type strains of bacteria belonging to the genus Paenibacillus based on gapA gene sequence
analysis with the neighbor-joining method. The GenBank accession numbers are given in
parenthesis. Bootstrap values >50% are displayed at branching points. The sequences generated

from this study are listed in bold.



