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Based on data from 10 kb libraries using 90 minute movies.
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Movie Time 2 x 30 mins

Insert Size 250 bp

Mapped Reads 53K

Mapped Bases 120 Mb

Avg. Read Length 2.2 Kb

Avg. Subread Length 200 bp

95% ile Read Length 4.3 Kb

Typical Results
EGFR-MET Amplicon Panel

 71371AN 61371AN

Exon Position Sanger RS 1 RS 2 Validated Sanger RS 1 RS 2 Validated 

EGFR4 90 - - - CONFIRM T T T CONFIRM

EGFR4 185 - - - CONFIRM A/G A/G A/G CONFIRM

EGFR13 104 A/G A/G A/G CONFIRM A/G A/G A/G CONFIRM

EGFR16 28 A/T A/T A/T CONFIRM A/T A/T A/T CONFIRM

EGFR18 182 - - - CONFIRM G/A G/A G/A CONFIRM

EGFR20 108 - - - CONFIRM A A A CONFIRM

EGFR23 48 C C C CONFIRM C C C CONFIRM

EGFR25 63 - - - CONFIRM C/T C/T C/T CONFIRM

Met19 94 - - - CONFIRM C/T C/T C/T CONFIRM

Met20 129 - - - CONFIRM G/A G/A G/A CONFIRM

Met20 204 - - - CONFIRM G/A G/A G/A CONFIRM
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修修饰饰检检测测的的种种类类及及功功能能不不断断完完善善中中⋯⋯ 
 

Flusberg et al. (2010) Nature Methods 7: 461-465
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 初级分析，二级分析，
及可视化工具 

DNA 模板制备试剂盒 
DNA/聚合酶结合试剂盒 

DNA测序试剂盒 

PacBioRS系统
(触摸屏控制)

SMRT® Cell 8连管

 



样本制备 程序设计 聚合酶结合 运行仪器 初级分析 二级分析 三级分析 

 

 

 

通常每次文库制备可以用于≥35个 SMRT Cells

RS 

Circular consensus provides multiple subreads 
on shorter insert sizes.

Typically, each library prep can be distributed across ≥ 35 SMRT Cells .

Movie Times Up to 1 x 90 mins

 Up to 2 x 45 mins

Sequencing protocols 

per insert size

Insert Size (bp) Input DNA required 

per library prep (ng)

 250 250

 500 250

 1,000 500

 2,000 500

 5,000 2,000

 10,000 5,000 Standard sequencing provides a single pass 
read on longer insert sizes.

环形比对测序对相对短的
插入片段提供多次读序

标准测序对较长的
插入片段提供单次读序



PacBio RS
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