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Abstract: Objective To further explore the genetic characteristics of oidiomycetes mutant strains like bacterial morphology
on the basis of the study on morphology and structure of mutated candida. Methods The standard strains of candida albi-
cans were induced by low temperature and under the condition of low temperature and nutrient deficiency. Variation of
standard strains of Candida albicans were induced by clinical antifungal drugs such as fluconazole with different concentration
gradient. Fungal gene template was prepared by boiling method, sequences of 16SRNA and 18SRNA were amplified using
bacteria conservative gene sequence of 16SRNA and fungal conserved gene sequence of 18SRNA ,and observed and recorded
the results agarose gel electrophoresis. At the same time, the amplified fragment of bacterial conservative gene 16SRNA was
sequenced.and the sequence was analyzed by BLAST comparison. Results the 16SRNA sequences of candida variant were
amplified positive, while the standard strain of candida albicans did not show the corresponding amplification band. Except 2
strains which showed a faint band, the other variants of the 18SRNA sequences did not amplified the target band, while the
standard strains of candida albicans showed a corresponding amplification bands. Suggested that proportion of 18SRNA se-
quences in the genome of oidiomycetes mutant strains like bacterial morphology was not much even lack. The 16SRNA frag-
ments amplified of oidiomycetes mutant strains like bacterial morphology did determination of DNA sequence after purifica-
tion. BLAST comparison analysis,it was found that sequence of oidiomycetes mutant strains like bacterial morphology had
higher similarity with bacterial sequences in the database. Conclusion Oidiomycetes mutant strains like bacterial morpholo-
gy contained bacterial and a small amount of fungus conservative gene. Oidiomycetes mutant strains like bacterial morpholo-

gy with original nuclear biological character are ones from eukaryotes. This study is great significance in biological evolution,
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especially in the evolution of prokaryotic cells and eukaryotic cells.

Keywords: Oidiomycetes mutant strains like bacterial morphology;genes; PCR
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Bacillus endopindcus strain 440MVE_165 nbosomal BNA gene. partial sequence
Bacillus sp. DY.JL15 165 nbosomal BNA gene. partial scquence

Bacillys endoptylicus sirain M45 165 ribosomal RNA gene, partial sequence
Bacillus endopinytcus strain 33 165 nbosomal RNA gene. partial Sequence
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Bacillus cndophytcus strain HbeG03, complete genome
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Bacillus sp. VITABR13 165 nbosomal BNA gene. partial sequence
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1964 1964 28% 0.0 99% KE254667.1
1964 1964 99% 0.0 299% FRE67ITO1
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