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verify the presence of the mutation. The Selector™ Assay is based on a wild-type
specific PCR blocker and allows the mutant template to be amplified in a high
background of wild-type template. A few copies of T790M mutant can be detected in
greater than a 1000-fold excess of wild-type. Data using the Selector™ Assay with T | L
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blood using Biocept’s microchannel technology are presented. The Selector™ Assay requires a change in therapy. —
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can be applied to other mutations relevant to cancer and is a valuable tool for clinical

diagnostics. Biocept Microchannel: Spike and Recovery of H1975 from whole blood
MethOdS p Sel p - Sel y + Selector —‘

1) Real-Time PCR =

18406PL 2975 None

18409PL 81500 None

18417PL 12100 None

0
)
0
)
)
0
0
0
0

18530PL 6260

None

2) Melt curve Analysis 3) Sanger Sequencing

100000 100000
-CAT: W H1975 Standards HH1975 Standards

Background A

10000 Spike A
100 y = 7EF10e 055 -
10 R? = 0.9997
1 CEL e P . R RO N T AN
20 . e o2 e pouri.vw32] o T e = —r—x|

. ~MUT

Copies EGFR T790M
Copies EGFR

~ -Selector

WT 5 EEl e Background A Background B Background C*
EESEEES ‘Background C

]
-

‘.
™
i

|

Selector ‘ _ ‘ il W] M -

BackgroundA i Background By Background C# 1]

Re S u I ts *Selector and Reporter added post amplrfrcatron m m M

#Background C contains about 10% mutant so it is detected in melt and
sequencing analysis in the absence of Selector

Selector™ Assay Performance

= : o .
The Selector™ Assay is Quantitative and A Large Excess of Wild-Type Suppression of Wild-type Amplification by Selector™
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Has little to no suppressive effect on the amplification of mutant alleles.
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The presence of a wild-type allele at >2,000 fold excess, in a complex genomic background has no adverse effect on mutant allele
amplification, detection or quantification.

Works with both DNA and RNA targets from clinical samples.
= R 45 S Demonstrated the utility of the T790M Selector™ assay in NSCLC patient samples.
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In the presence of the Selector™ Probe Works in real-time, end-point, and melt-curve analysis. Seamlessly interfaces to sequencing, and other confirmatory methods of

. the wild-type target is completely suppressed analysis, once mutant alleles are selectively amplified.
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