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(H #J(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.

(71572 & N AUAE (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.

(i $E(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.
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bt FOBEREHLBEIC L ZRARONY T TEFELATWD, BPELEEE S HA UL OHMIE 2587 U 7 R IR R R
LRI, HMBREOER RS, WS —4 P — (NS IZ L DMIEH16S Y N Y — ARNAHET (165 rRNA) OFRHTIE.
HMBERFETOER THHPEEREIEILT LHAES TIREWN, 4E, 2140 IETIRR ORENMTE AT %165 rRNA
V3-V4§EIIZ DV T, SILVA, Greengenes, SILVA-+Greengenes, BLASTICBEZENTWATF—F BB L TiTotr. &
Y—F (1,04375) OFNFNI8, 35, 53, SO%DHMBMEIENTHETH o, BRAZEOBIHIEAET BV T,
BLASTF — 4 _N—ABE LB LE-BRECHo 72, ULEOBERET. BNOBECETIHOLBOLNS,




