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Screening and Indentification of a Protease Producing Bacteria
Strain P98 from the Broiler

LI Zhuo-wei YUAN Hong-shui LI Jia XU Jing—ing ZHU Bao—cheng
( College of Life Science Agricultural University of Hebei Baoding 071001 China)

Abstract: This experiment was conducted to get a strong vitality of the bacterium strain producing protease.
Through screening from healthy young chicken intestinal contents were isolated from 67 strains of protease producing
strain and complex sieve used casein plate method. Then the strain P98 was characterized by morphological and
culture features observation physiological and biochemical experiments and 16S rDNA gene sequence analysis. As
the morphology characteristics and physiological and biochemical of the stain were similar to Bacillus and the simi—
larity of the 16S rDNA gene sequences between strain P-98 and the type strain was up to 99.78% the strain P-98
was initially identified as Bacillus methylotrophicus.
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Tab.1 Protease activity of strains P-46 P-52 and P98
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v 0.3% ° Strains number gsomm Protease activity
2.2 P46 0.772 307.8
P52 0.795 317.1
P98 0.847 338.2
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Fig.2 Colony morphology( left) mycelial morphology( middle) and spore morphology( right) of the strain P-98
2 P98 16S rDNA
Tab.2 Similarity analysis of the sequences of 16S rDNA gene of the protease producing strain P-98
1%
Serial number Species Strains Similarity
NR_042339 Bacillus aerophilus 28K 97.57
NR_042337 Bacillus altitudinis 41KF2h 97.57
HQ223107 Bacillus tequilensts 10b 99.49
NR_027552 Bacillus subtilis subsp. subtilis DSM 10 99.49
DQ993671 Bacillus axarquiensis LMG 22476 99.20
DQ993673 Bacillus malacitensis LMG 22477 99.20
AB363735 Bacillus mojavensis NBRC 15718 99.20
NR_024931 Bacillus subtilis subsp. spizizenii NRRL B-23049 99.35
AB681417 Bacillus vallismortis NBRC 101236 99.71
GQ281299 Bacillus siamensis PD-A10 99.13
NR_041455 Bacillus amyloliquefaciens NBRC 15535 99.49
EU194897 Bacillus methylotrophicus CBMB205 99.78
EF188847 Bacillus atrophaeus ATCC 51189 99.28
NR_042338 Bacillus aerius 24K 97.57
AB681416 Bacillus sonorensis NBRC 101234 97.73

AJ496807 Amphibacillus xylanus DSM 6626 89. 66
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Fig.3 The phylogenetic trees of protease
producing bacteria P-98 strain
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