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Table 1  Strains used in the study
Strain code Host plant Isolation site Strain code Host plant Isolation site
SCAU62 Curcuma longa Root SCAU23 Belamcanda chinensis Stem
SCAU64 Belamcanda chinensis Stem SCAUS57 Curcuma longa Leaf
SCAUS2 Flos lonicerae Root SCAU76 Flos lonicerae Room
SCAU? Paeonia lactiflora Root SCAU60 Perilla frutescens Room
SCAU21 Flos lonicerae Stem SCAUS58 Perilla frutescens Leaf
SCAUS50 Belamcanda chinensis Root SCAU37 Belamcanda chinensis Leaf
SCAU45 Curcuma longa Stem SCAU26 Flos lonicerae Root
SCAU59 Paeonia lactiflora Stem SCAU7 Belamcanda chinensis Root
SCAU42 Flos lonicerae Leaf SCAUI11 Curcuma longa Root
SCAUS0 Curcuma longa Stem SCAUS83 Curcuma longa Root
SCAU6 Perilla frutescens Root SCAUI10 Paeonia lactiflora Root
SCAU40 Paeonia lactiflora Leaf SCAUI19 Curcuma longa Stem
SCAU47 Flos lonicerae Root SCAU4 Perilla frutescens Leaf
SCAU38 Belamcanda chinensis Root SCAU28 Flos lonicerae Stem
SCAU78 Belamcanda chinensis Stem SCAU29 Belamcanda chinensis Stem
SCAU25 Flos lonicerae Root SCAU68 Perilla frutescens Root
SCAU15 Belamcanda chinensis Root SCAU49 Paeonia lactiflora Stem
SCAU33 Flos lonicerae Stem SCAU35 Flos lonicerae Root
SCAU41 Perilla frutescens Stem SCAU71 Curcuma longa Leaf
SCAUG65 Flos lonicerae Stem SCAUI18 Curcuma longa Leaf
SCAUS51 Belamcanda chinensis Leaf 10237 B mycoides
SCAU39 Perilla frutescens Stem 10239 B pumilus
SCAUS Belamcanda chinensis Root 10241 B sphaericus
SCAUS55 Flos lonicerae Stem 10517 B lentus
SCAU69 Paeonia lactiflora Root 10228 B circulans Reference
SCAU46 Paeonia lactiflora Stem 10236 B licheniformis Strains
SCAU36 Belamcanda chinensis Stem 10229 B coagulans
SCAU22 Curcuma longa Root 10263 B cereus
SCAU17 Paeonia lactiflora Leaf 10243(2) B subtilis
SCAUS Belamcanda chinensis Leaf 10245 B megaterium
(Sangon), K(Proteinase K, Merck), Tris base 28 8 (
(Amersco), Taq  (TaKaRa), SDS(Sigma), dNTPs (Ta-
KaRa), (Sangon), DNA Marker(Sangon), ) 1
PCR (Bio-rad 0.1%(w/v), (10 30 55
Mycycler) 65 ), NaCl 2% 5% 7% 10%)
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Fig. 2 Patterns of 16S rDNA PCR-RFLP of the tested strains.
A:Haelll. 1. Marker; 2. SCAUS2; 3. 10243; 4. SCAU64; 5.
SCAU39; 6. SCAU60; 7. SCAU78; 8. SCAU15; 9. SCAU21; 10.
SCUAU22; 11. Marker; 12. SCAU26; 13. 10228; 14. SCAU25;
15. SCAUI1S; 16. 10239; 17. S CAU4; 18. 10242; 19. 10263;
20.38. B: Mspl. 1.Marker; 2. 10242; 3. SCAU64; 4. SCAU39;
5. SCAUS2; 6. 10243; 7. 10228; 8. SCAU26; 9. SCAU78; 10.
10239; 11. Marker; 12. SCAU21; 13. SCAU22; 14. SCAU15; 15.
SCAU1S; 16. SCAU4; 17. SCAU25; 18. SCAU60; 19. SCAU47T.
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Fig. 3 Analysis of BOX-PCR fingerprinting.
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Fig. 4 Phylogenetic tree derived from 16S rDNA sequences.
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Phylogeny and diversity of endophytic Bacillus isolated from medicinal plants

Lan Chen', Xiaoping Zhangl*, Kristina Lindstrom®
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Abstract: [Objective] The biodiversity of endophytic Bacillus isolated from Medicinal plants was studied. [Methods] Endophytic
bacillus isolated from medicinal plants and reference strains were characterized by numerical taxonomy, 16S rDNA
PCR-RFLP, BOX-PCR fingerprints and 16S rDNA sequence to describe the phenotypic and genetic diversity and phy-
logeny. [Results]The phenotypic characterization of these strains showed that most of these strains had high stress resis-
tance. There were 13 clusters formed at 84% similarity by numerical taxonomy. The genetic diversity was highly revealed
by 16S rDNA PCR-RFLP. The diversity of genomic level was described by BOX-PCR fingerprints. The results were cor-
related well with numerical analysis. Homology analysis was made by searching in Genbank with NCBI, and the phy-
logenetic tree was reconstructed. Sequence analysis of 16S rRNA gene showed that SCAU11 was highly related to B.
sphaericus, SCAU78 and SCAU25 were identified as B. subtilis subspecies, SCAU39 was highly related to B. megaterium.
[Conclusion]Overall, the study results demonstrated a high phenotypic and phylogenetic diversity of endophytic Bacillus
isolated from Medicinal plants.
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