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Variation characteristics of bacterial and fungal communities in the early
period of dry coffee processing in Manxieba of Pu’er area
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(School of Life Science, Southwest Forestry University, Kunming 650224, China)

ABSTRACT: Objective To reveal the change characteristics of microbial community structure in the early stage of
coffee fruit dry processing in Manxieba of Pu’er area. Methods Taking the coffee fruit processed by dry process in
Manxieba of Pu’er area as the sample. 16S rDNA and ITS amplicon by high throughput sequencing were used to
analyze the bacterial and fungal diversity of coffee fruit at different time points in the early stage of processing.
Results A total of 623 bacterial OTUs (operational taxonomic units) and 8§98 fungal OTUs were found from all
samples. After species annotation, OTUs were classified into 18 phyla, 209 genera of bacteria and 6 phyla, 298
genera of fungus. Among them, only 98 bacterial OTUs and 103 fungal OTUs were always present in all stages of
sun-baked coffee fruits. With the increase of time in the sun, Gluconobacter, Pantoea and Weissella became

obviously dominant bacterial genera, Kurtzmaniella, Lachancea and Gibberella became obviously dominant fungal
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genera. Conclusion The bacterial and fungal communities in coffee fruits constantly change with the increase of

time in the sun. Thereinto, 72 hours is the key time point for the formation of obviously dominant bacterial and fungal

genera with high relative abundance is also the most prosperous period of fermentative bacteria, and is

simultaneously the turning point of decline of pathotroph and rise of saprotroph.
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Fig.2 Relative abundances of top 10 bacteria genera in coffee cherry samples
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