MT 767792 Bacililus altitudinis (KD15.2)
g3| MT767795 Bacillus altitudinis (KEL1.2)
MT 767797 Bacillus altitudinis (KDT5.5)
MT 767779 Baciifus aititudinis (SDT1.1)
MT 767790 Bacillus altitudinis (KD14.4)
&7 MT 767793 Bacillus altitudinis (KD14.T)
MTT767789 Bacillus altitudinis (R2.1)
E«{ MT 767794 Bacillus altitudinis (KD3.1)
MT767783 Baclilus aititudinis (5D12.6)
|| MT 767796 Bacilius altitudinis (KEL1.T)
4 MT767785 Bacillus altitudinis (R2.3)
MT767786 Bacillus altitudinis (R2.5)
MT 67777 Baciilus aititudinis (SDT)
MT 67778 Bacillus altitudinis (SD2)
MTT67780 Bacillus altitudinis (SD12.4)
JX6807195.T Bacillus altitudinis (MCCCTA0T287)
70 MT 767787 Baciifus aititudinis (R7.2)
85| MT767788 Bacillus altitudinis (R7.1)
JX680751.1 Bacillus pumilus (MCCCTA00439)
93 L IX680184.1 Bacillus pumilus (MCCCTA06996)
MT7677871 Bacilius safensis (SDT11.3)
MT 167782 Bacillus safensis (SD12.7)
33| MT 767784 Bacilius safensis (SD12.9)
JX680771.1 Bacillus safensis (MCCCTA00456)
NR 074540.7 Bacillus cerens (ATCC 14579)
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Supplementary Fig. 1. Phylogenetic tree based on the gyrB gene sequence comparison of all 20 isolates of Bacillus pumilus group
using a maximum-likelihood method with MEGA 7.0. All isolates were classified into Cluster A and Cluster B. Bacillus cereus

ATCC 14579 was used as an outgroup. Scale bar = 0.10 substitutions per nucleotide position.





