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Abstract: In order to investigate the diversity of endophytic bacterial in peanut kernel, the 16S tDNA-V4 region of peanut kernel was
sequenced by Illumina MiSeq high-throughput sequencing technology. Using Mothur softwares, the number of sequences and operational
taxonomic units (OTUs) for each sample was sorted and calculated the species abundance and distribution. The research results showed
that the number of effective sequences and OTUs for each sample were 69 284/25; the rarefaction curves showed that the sequencing
depth was abundent; the number of OTUs was close to saturation. The bacteria in peanut kernel existing in the dominant species are
Acidovorax and Shewanella with a percentage of 83.33% and 16. 67% , respectively. The Chaol index of endophytic bacteria was

25.00, and the Shannon index was 1. 29.
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