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N201 MK629786. 1 Enterobacter asburiae (KC568144.1) 97
N202 MK629787. 1 Staphylococcus xylosus (KT339332.1) 97
N203 MK629788. 1 Bacillus subtilis (KT588643.1) 97
N204 MK629789. 1 Corynebacterium glyciniphilum (MG198681.1) 99
N205 MK629790. 1 Bacillus aryabhaitai (KX230137.1) 99
N206 MK629791. 1 Enterobacter sp (EU196755.1) 99
N207 MK629792. 1 Staphylococcus cohnii (KT261250.1) 96
N208 MK629793. 1 Staphylococcus epidermidis (EU834244.1) 96
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95 99
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KC568144.1 Enterobacter asburiae
N206

EU196755.1 Enterobacter sp.

E2 ET 16S rDNA F5IH%E 2 4 R EAE R RE L B M (WBIEE)

AR A R R B AT R R AT
J& RO | SR KRR | L AT
JB R R D B R . S =
R IR MR A FA B AL, S22 N T 97 2 3 e
RIGTEH B N 4 g5 i 11 Rk, 70 5B T
Bacillus sp. . Staphylococcus sp. . Pseudomonas sp. |
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