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N a m e  

Zou Xianya 

論文題名 

Title 

Comparison of databases useful for the analysis of vaginal microbiota in Japanese women using next-

generation sequencing data (QIIME 2 software) 

（次世代シーケンシングデータ（QIIME 2ソフトウェア）を用いた日本人女性の腟内細菌叢解析に

有用なデータベースの比較） 

論文内容の要旨 

〔目 的(Objective)〕 

Approximately 10% of children are born prematurely, and bacterial vaginosis during pregnancy is 

associated with preterm delivery. Highly accurate species level vaginal microflora analysis helps 

control bacteria-induced preterm birth. Therefore, we aimed to conduct a bioinformatic analysis of 

gene sequences using 16S databases and compare their efficacy in comprehensively identifying 

potentially pathogenic vaginal microbiota in Japanese women. 

〔方法ならびに成績(Methods/Results)〕 

The 16 s rRNA databases, Silva, Greengenes, and the basic local alignment search tool (BLAS T) w ere 

compared to determine whether the classification quality could be impro v ed using the V3–V4 region 

next-generation sequencing (NGS) sequences. It was found that NGS data were aligned using the BLAST 

database with the QIIME 2 platform, whose classification quality was higher than that of Silva, and 

the combined Silva and Greengenes databases based on the mutual complementarity of the two databases. 

〔総 括(Conclusion)〕 

The reference database selected during the bioinformatic processing influenced the recognized sequence 

percentage, taxonomic rankings, and accuracy. This study showed that the BLAST database was the best 

choice for NGS data analysis of Japanese women’s vaginal microbiota. 

 




