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Preliminary Analysis of Disease Infection and Microbial Communities in Kiwifruit Flowers and

Young Fruits

Li Yong ,Chen Haijiang ,Xu Su,Wu Wenneng "
(School of Food and Pharmaceutical Engineering ,Guiyang University , Guiyang , Guizhou 550005 , China)

Abstract :In this study,we investigated the differences in microbial community structure by high-throughput sequencing
of kiwifruit flowers, young fruits,,and diseased young fruits to provide a reference for revealing the distribution and infec-
tion pathways of pathogenic microorganisms in kiwifruit. A total of 32 phyla,72 classes,152 orders, 182 families,and 223
genera of bacteria and 3 phyla,15 classes,36 orders,58 families and 81 genera of fungi were obtained from the sequen-
cing results. The results showed that microbial diversity and abundance of samples increased in the diseased young ki-
wifruit, particularly in the fungal community structure. No pathogenic bacteria were found in the samples, and several
pathogenic fungal genera were identified. Two pathogenic fungi,Alternaria alternata and Phoma sp. were detected with
high relative abundance in diseased young fruits, and the diseased kiwifruit was presumed to be infected by fungal patho-
genic. High-throughput sequencing can obtain a large amount of microbial community structure information, which can
provide a basis for systematic analysis of pathogenic invasion and potential disease research.

Keywords ; high-throughput sequencing; kiwifruit ; pathogenic microbes ; diversity analysis



