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Microbe-1 o Bacillus altitudinis 99.48% 98%
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Microbe-1 Bacillus altitudinis (-0.0001)
—‘Microbe-4 Bacillus xiamenensis (0.0000)
. Microbe-9 Bacillus pumilus (0.0000)
Microbe-10 Priestia megaterium (0.0023)
4{Micro be-12 Priestia megaterium (0.0012)
[ Microbe-15 Priestia megaterium (0.0001)
Microbe-11 Lysinibacillus sphaericus (0.0795)
_J—Micro be-17 Pantoea ananati
Microbe-2 Pantoea anthophila(-0.

Microbe-18 Cronobacter univer

Microbe-13 Rossellomorea marisflavi (0.0359)
Microbe-14 Bacillus thuringiensis (0.0973)
Microbe-7 Bacillus sp. (0.0352)

-~ Microbe-8 Bacillus mobilis (0.0034)

Microbe-3 Bacillus cereus (0.0012)

Microbe-5 Bacillus cereus (0.0007)

Microbe-6 Bacillus cereus (-0.0007)
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