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Bacillus methylotrophilus
strain DG1 Treatments Fertilizer dosage / GBI
PC, BM, and BA 5.5kg /Mu
o g
PC + BM, PC + BA, and BM + BA| 2.75kg/ Mu (1:1)
| {
S—— PC + BM + BA (CMA) 1.83 kg / Mu (1:1:1)
Bacillus CK (Attapulgite only) 5.5 kg / Mu
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Tetracycline biosynthesis
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Cell motility
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