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PC1 (24.8%)

1 PCoA [Z&k 2 BHEISDMAEMBFED LR

Ba01
Bacillus velezensis strain KLX10 16S ribosomal RNA gene partial sequence(MT634661.1 ) (l)
Bacillus subtilis strain WR12P-gm 16S ribosomal RNA gene partial sequence(OM320199.1)
Bacillus sp. CR11 16S ribosomal RNA gene partial sequence(KR780415.1 )

Ba02

Ba18

Ba08

Ba07 (”)
Ba06

Bacillus pumilus strain TRS5 16S ribosomal RNA gene partial sequence(KJ572791.1 )
Bacillus shackletonii partial 16S rRNA gene isolate BFDP-E11(HF584959.1)

Bacillus ginsengisoli strain DCY53 16S ribosomal RNA gene partial sequence(HQ224517.1))
Bacillus salipaludis 16S ribosomal RNA gene partial sequence(MK627545.1 )

Bacillus foraminis 16S rRNA gene type strain CV53T(AJ717382.1 )

Paenibacillus cookii strain L1.2 16S ribosomal RNA gene partial sequence (MF179550.1) ( ]I[ )
Kroppenstedtia guangzhouensis strain GD02 16S ribosomal RNA gene partial sequence(KC311557.1
Bacillus sp. TRS4 16S ribosomal RNA gene partial sequence(KJ631603.1 )

Bacillus sp. TRS7 16S ribosomal RNA gene partial sequence (KJ631604.1)

Bai1

Bal7

L Heyndrickxia oleronia strain LS-N2 16S ribosomal RNA gene partial sequence(MG561782.1 )

Ba204

Ba207

Ba209
Ba205

Ba212
Ba202

Ba203 J
Ba206

— Bootstrap value: @ >90%, O >70%

0.10
B2 16S rRNAEIEFERFIIZE D < SRR D Rt
BootstrapflE 10000 Neighbor-Joining tree N— A DELFEFT ALV . R7—ILNN—FEBEREME S LD0O0IERETRT.



