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Twenty-five actinomycete strains were isolated from soil around asparagus root and
from asparagus root of healthy plants grown in organic farm from Prachuabkhirikan and
Phetchaburi provinces. On primary screening for antimicrobial activities, 10 strains (40%)
showed the activities against Gram-positive bacteria and 8 strains (32%) inhibited Gram-
positive and Gram-negative bacteria. Sevens strains showed no activities against Gram-
positive and Gram-negative bacteria including yeast strain. Fourteen potent strains were
selected for their phenotypic characterization. Thirteen strains were belonged to the genus
Micromonospora and one strain was Microbispora. PKB32-7-12, PKB32-7-22, PKB32-13-13 and
PKB32-19 identified as Micromonospora and PKB32-24 identified as Microbispora were
selected for further phenotypic characterization. Strains PKB32-7-22 and PKB32-24 were
selected for chemotaxonomic and genotypic characterization based on their antibacterial
activities. Both strains contained meso-diaminopemelic acid in cell wall. Strains PKB32-7-22
contained is0-Cys9 (21.2%), iS0-Cy60 (23.1%) and anteiso- C;7 (10.3%) as major cellular
fatty acids and MK-9H, and MK-9Hg as major menaquinones. Phylogenetic analysis using 16S
rRNA gene sequences showed that strain PKB32-7-22 was a novel s1pecies of the genus
Micromonospora which was closely related to M.chersinia DSM 44151, M. inositola DSM
43819" and M. endolithica DSM 44398" with 99% similarity. Strain PKB32-24 contained MK-
9H, and MK-9H, as major menaquinones. Phylogenetic analysis using 16S rRNA gene
sequences showed that strain PKB32-24 was a novel species of the genus Microbispora
which was closely related Mb. corallina DSM 44682" and Mb. rosea subsp. rosea DSM
43839" with 98% similarity. In addition, the dichloromethane crude extract of strain PKB32-
24 inhibited Bacillus subtilis ATCC 6633 at 20 mg/disc.
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