MG RERERE-% 01455 01 #1-2018 £ 12 A

Asian Journal of Clinical Medicine + Volume 01 - Issue 01 + December 2018

16s rRNA S 1B =NF

FRAREAXREFZPHN TR

Application Progress of 16s rRNA High-Throughput Sequencing Technology

on Human Medicine

i #3E SRER X

WefE EHER £S5 RBOE

Yi Yang Mei Huang Chen Zhang Xiaotong Liu Yanan Wang Xuemei Wang Xiaoguang Zhu
FEBLAS SR B A PR A ], H1E - Kt 300011

Kang'ao Technology Group Co. Ltd., Tianjin, 300011, China

@ =1

WX EBHEE T 16stRNA &l &) FHH AR89 4 5 |

F &3 F R A2 vA & Roche 454 GS Life Sciences &% & Ml 5\ Illumi-

na/Solexa F-&-Bi| 5> A= ABISolid i 485 M) 5 3 FF) 1 R 6944, 16sTRNA &8 20 B3 R 0 B il oA A B 5 2 e B A

[Abstract] This paper mainly summarizes the characteristics and main operation process of 16s rRNA high-throughput sequencing technology, the

advantage of Roche 454 GS Life Sciences pyrophosphate sequencing, Illumina/Solexa sequencing polymerase and ABI Solid ligase sequencing, 16s

rRNAhigh-throughput sequencing technologies applied in mouth, gut microbial speciesidentification.
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