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Abstract:

Application of high-throughput sequencing technology in the detection of peripheral blood
circulating tumor DNA mutation for non-small cell lung cancer patients
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B8 HRRsEEEENFRAGNIENEihES VB MEREDNAR RRTHNBANE. ik ImRMAAN2017
F18E2018FIBEKTAIZHI406 IR IR NIRRT EEE RIS, MBEENREHEMANENNSE
SEHOEHRIS MR/ NVRIERTE. WEEHTRIEALSAIETIRDNA (tDNA) 18, FREBEEIKIFERDE
BEENFRAGNEE SN MIERECDNARREER. XIELSHTtDNASctDNAKG NG 52 DNAELE SSZEAY/Ef
M, RT3k Nl itE B E H TR BEEERNFRAGNS NG MG PEDNARF SSTRIN AME. E5R: 4064F
INBREETEERYS MBI B EEDNAR RSN SER BT F R, MHASNERERTFHITERN
(P>0.05) , AEBEEENFZAGEINIMBEARMEDNAR, 2115MBFUFER: 615E{58225736-T,
62/63/68SEMRELE58R (2573T—G) ., 19IMBFNFER: 505+ Adel E746—A750+2235G—A, 605
FEERSET ydel E746—A750, 70SREEASSESdel L747—T751, 80S#ERARET Idel L747—5752 +2257C—T, 4
18 K NBRERbEESNE MBI EEDNAR FE SR TE B EERNFR AN S AN E R R TS MR A EER = EH
%, FISCRTIENAMEDNARFERTE R, BEEELOM. sTESNAE LS.

Objective: To explore the application value of high-throughput sequencing technology in the detection of
peripheral blood circulating tumor DNA mutation for non-small cell lung cancer (NSCLC) patients.Methods: 40
advanced NSCLC patients confirmed by the tissue biopsy from January 2017 to September 2018 in our hospital
were selected.Upon admission to hospital, the tDNA (transferred DNA) mutations were detected by tissue
paraffin section while the ctDNA (circulating tumor DNA) mutations were detected by high-throughput
sequencing technology.The diagnosis accuracy based on ctDNA and tDNA was compared to discuss the
application value of high-throughput sequencing technology in the peripheral blood circulating tumor DNA
mutation.Results: For 40 NSCLC patients, the detection rate of ctDNA mutations was not significantly
different from that of tDNA in the tissue paraffin section (P>0.05).Through the high-throughput sequencing
technology, the exon21 indicated including type 61/62/63/68.The EGFR exon 19 test indicated that type 50
gene mutation was del E746—A750+2235G—A, type 60 gene mutation as del E746—A750, type 70 gene
mutation as del L747—T751 and type 80 gene mutation as del L747—5752 +2257C—T.Conclusion: For NSCLC
patients, the high-throughput sequencing technology has the higher detection accuracy in the gene mutations

or deficiency, which it is featured as timeliness, non-invasive surgery and repeated application.
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