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Fig.1 Timeline of sequencing technology development
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BTG, L BORIER R 1A A il (sequencing by synthesis, SBS) AR, 1Z I - H R
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AT, IBATHNE, BRAS A I & Bem, WO AR A, X 9ede N R,
R PP R AU, G T 2R AN FE . EREANF, NMHASUEZ0; ABI ) SOLID 4L
2 B S BN W) AR A, WP AERf 805, RSB, B4R, W H TAME T,

FERIRAZNFY,  HRTZI AT 6 B 2k ti iz,

3 =AW &R BIIR

b AR T & B DN, =AU G IT a6 RE e AR T A1 6 1R
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500 bp VAL, WP AERG A T HAB =AU - S 8w, IF PP KB, Wi s, H2
2T G vk Z BARB AT EORZHL, BRI ARG )2 (R R L,
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Tab. 1 Comparison of third-generation sequencing platforms
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Tab. 2 Clinical application of high throughput sequencing platform
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DN, T30 e 1) SR RO AN ], 2 W] LAy 9 BT 3 e 4=k PRI 410 > (whole-genome sequencing, WGS) .
#m N — S FE (targeted next-generation sequencing, tNGS) #11%7 % K 41| 5 ( metagenomic
next-generation sequencing, MNGS) .
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—2tke FEFEN ST AR & 6 i R e PO 25 EAT 7 xSRIy, R AR 1 iz
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[X Cinternal transcribed spacer, ITS) BT B AR 7t a] DA R TR HER S e 502K, #H0T



16S rRNA A1 ITS (4L A H AR e, AU ST BLEAT v iR s A ) 2552 70, [RIRE T LAY
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Abstract: Nowadays, high-throughput sequencing technology has undergone different generations, and its
performance and technology are becoming more and more mature and stable. It provides an efficient
analytical and detection tool for precision medicine in the fields of pathogen identification, tumor detection,
disease diagnosis disease detection in clinical samples. Scientist can explore more genomic data about
diseases, tumors and microbes with the high-throughput sequencing platform. The clinicians can quickly
grasp the causes of the disease and microbe related to the infection of patients, which is very significant for
the quick and accurate detection of disease or prediction of treatment and prognostic factors. Here we
review the development of sequencing technology, the introduction of different high-throughput sequencing
technology platforms and their clinical applications.

Keywords: high-throughput sequencing; next-generation sequencing; the third-generation sequencing;
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