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Analysis of fungal community diversity and isolation and identification of yeast in Rushan
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Abstract: To explore the diversity of fungal communities and the differences in culturable yeasts from different sources of Rushan, the fungal commu-
nity diversity of 5 Rushan samples collected from Dali Bai Autonomous Prefecture, Yunnan Province was analyzed by high-throughput sequencing
technology, and the yeasts in the Rushan were isolated and identified, combined with traditional microbial culture separation and molecular biology
techniques. The results showed that there were significant differences in the richness and diversity of fungal communities among the 5 Rushan samples
(P<<0.05). The dominant fungal genera (average relative abundance>>1%) in the Rushan samples were Candida, Aspergillus, Debaryomyces, Dekkera,
Rhodotorula, Clavispora and Kluyveromyces. A total of 23 yeast strains were isolated and identified from 5 Rushan samples and classified into 6 genera
and 8 species, including 7 strains of Candida zeylanoides and 6 strains of Torulaspora delbrueckii, 1 strain of Kluyveromyces lactis, 1 strain of Candida
parapsilosis, 1 strain of Pichia cactophila, 2 strains of Kluyveromyces marxianus, 2 strains of Rhodotorula mucilaginosa, and 3 strains of Clavispora
lusitaniae. In conclusion, there were differences in the diversity of the fungal communities and the composition of culturable yeasts of Rushan from
different sources.
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Fig. 1 Dilution curves of fungal communities in Rushan samples
based on operational taxonomic units
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Fig. 2 Venn diagram of operational taxonomic units of fungal
communities in Rushan samples from different sources
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Fig. 3 Analysis results of fungal flora structure of different Rushan
samples based on phylum level (A) and genus level (B)
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Fig. 4 Principal co—-ordinates analysis results of fungal communities
in Rushan samples from different sources based on operational
taxonomic unit level

22 BFHRG B EE

K A% G815 37 43 85 05 365 54~ 20 83 b i T B R adk A 7
T oy B S A5 NS FL R AR v S g3 e M e A B 23 4%
P BE A, FLrPoRE S HQH 43 B 45 E 15 348k (HQ-1~HQ-4) ,
FERVEY H g3 B 48 5E 45 B 50k (EY-1~EY-5) , FEfEYM P
I3 B M E 15 )24k (EYM-1~EYM-2) , K& i XG4 85 %
FEAF BN THE (XG-1~XG-7) , ¥ i MD 5 43 125 55 5 15 51 S0k
(MD-1~MD-5) , #543  #k 1) T8 35 T8 248 S 4 iR 28 UL RS
T 18S IDNAM H 1Y R 48 & & B ULIE6

FH PS5 AT 2L e A i v A B A IR TR TR T A R
B, B K Z HH A G (I PREY -4 F1XG-4) g 7L 8 4 (an
WHRHQ-1 . EY-3FIMD-2) , >4 J by 41 (8 (AN TR #EXG-6) ,

BRIV D GCREST RG4S0 BE sl [
P LS B 25 B

E5 MOBSHEIBRNEZRRSRARKES
Fig. 5 Colony morphology and cell morphology of some screened
strains of yeast
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Fig. 6 Phylogenetic tree of screened yeasts from Rushan based on
18S rDNA gene sequences
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