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Table 1. Methods for detecting EGFR mutations in lung cancer specimens

—

Technique Reference Sensitivity Mutations identified Comprehensive detection of
(% mutant DNA) deletions and insertions?

Direct sequencing Multiple 25 Known and new Yes
PCR-S5CP (10) 10 Known and new

TagMan PCR (11, 12) 10 Known only No
Loop-hybrid mobility shift assay (13) Known only

Cycleave PCR (14) Known only

PCR-RFLP and length analysis (15) Known only

MALDI-TOF MS -based genotyping (16) Known only No
PNA-LNA PCR clamp (17) Known only No
Scorpions ARMS (18) Known only No
dHPLC (19-21) Known and new Yes
Single-molecule sequencing (22) Known and new Yes
Mutant-enriched PCR (23) Known only No
SMAP (8) Known only No
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Abbreviations: SSCP, single-strand conformation polymorphism; PNA-LNA: peptide nucleic acid = locked nucleic acid; MALDI-TOF MS, matrix-
assisted laser desorption/ionization time-of-flight mass spectrometry; ARMS, amplified refractory mutation system; dHPLC, denaturing high

performance liquid chromatography. Clinical Cancer Research 2007: 13(17): 4954-5
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WAVE-HS DHPLC Analysis
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= Genomic DNA from control
and colorectal tumor cell-lines
were mixed a various ratios
from 1:1 to 1:499 {wild-
type:mutant)

= 8 300 bp region from the APC
mutation cluster region (MCR)
of exon 15 was amplified by
PCR using Optimase™
Polymerase

= PCR products vwere analyzed
by DHPL C using the WAVE-HS
System
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多用途的 基因检测技术平台 :

分子肿瘤 , 微生物检测 ;基因突变检测 ; DNA;Oligo;RNA;siRNA 分析和纯化 ; 定量分析

检测未知和已知突变都有很高的准确性 

> 96% (unknow) 

> 99% (know)

检测灵敏度可达0.3%

结合后荧光和SURVEYOR酶切技术

操作自动化、样品高通量

300-800 样 / 天

报告结果快速（ 3-8 分钟 / 样）

不足之处：

不能鉴定碱基突变的具体位置及突变位点信息，在筛选新突变时需要进行测序才能获得结论
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- {Stanford Breast Cancer Microarray Project s
* I | The web supplement to C.M. Perou et al. (1999) S

Proceedings of the National Academy of Sciences of America 96: 9212-9217 [EETEEEEES '
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