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#K1301  Apoptosis RT Array™ kit (36 genes for 6-12 reactions)

#K1302  Apoptosis RT Array™ kit (36 genes for 12-24reactions)

#K1303  Apoptosis RT Array™ kit (15 genes for 6-12 reactions)

#K1304  Apoptosis RT Array™ kit (15 genes for 12-24 reactions)

#K1305  Apoptosis RT Array™ kit- Intrinsic Network (21 genes for 6-12 reactions)
#K1306  Apoptosis RT Array™ kit - Extrinsic Network (21 genes for 6-12 reactions)

||#%

/ \ Description Appllcathn .
Related Products . ™ 4 Apopt fil
Human Apoptosis RT Array poptoas protiing
+ Nuceo.exe™ profiles the expression of important 4+ DrugResistance
4+ Blood Nucleo.exe™ genes involved in  apoptosis 4 Induction of Apoptosis assay
+ ProNucleo.exe™ including pro-apoptotic and anti
+  Blood ProNucleo.exe™ apoptotic genes. Apoptosis is a
+ DNA check highly regulated and evolutionary Y
4+  Housekeeping RT Array conserved pathway of cell death Quality Control
that plays a critical role in Functionality tested in Real-time PCR
development and maintenance of for  specificity,  sensitivity and
\\ / tissue homeostasis. Apoptosis is reproducibility for each primer sets
characterized by condensation and using different cell lines, Breast cancer
/Pr otocol \ fragmentation of nuclear chromatin, samples and Colon cancer tissue.
o compaction of cytoplasmic
Prepare RT Array™ Mix on ice: organelles, dilatation of the
RT Array Mix 1/5 of volume endoplasmic reticulum _(frequently Komponents of thekit
Primer Mix  1/10 of volume in a subplasmalemmal distribution), #K 1301 and #K 1302 contain of
cDNA 100-500ng a deqrease in cell volume and 36 apoptosis related genes and 2
dH,0  to desired total alterations to the plasma membrane reference genes:
volume (10-20 pl) resulting in the recognition and gf\R}élz’ BABEI)I,?CEAX,(X?EIF_))Z, B;gg_s,
phagocytosus of apoptotic cells, so (survivir), CASPO, Apaf-1, CASPS,
preventing an inflammatory TP53, Cyto C, Bim, Noxa, Smac, AIF,
response. ENDO G, HSP27, XAF1, AKT, CASP7,
NFkB, TNFR1, TRADD, FADD, FAS,
Program 2 steps FASL, CASPF8, FLIP, DR4, FOXOL1,
1lcycle TNF, BAG1, ATM, TRAF2, GAPDH
95°C  15min and B2M
#K 1305 contains of 21 apoptosis
40- 50 cycles and 2 reference genes: BAKL,
95°C  20-25 sec BAD, BAX, BCL2, BCLxL, BIRC4
_ (XIAP), BIRC5 (survivin), Apaf-1,
60°C  30-35 sec CASP9, CASP3, TP53, Cyto c, Bim,
Noxa, BAGL, Smac, AIF, ENDO G,
CASP7, NFkB, ATM, GAPDH and B2M
#K 1306 contains 21 apoptosis
f and 2 reference genes: TNFR1,
Program 3steps TRAF2, TRADD, FADD, FAS, FASL,
1cycle CASP3, CASP8, FLIP, DR4, BCL2,
95°C  15min BIRC2, BIRC4, BIRC5, NFkB, ENDO
G, BAGL, BAX, XAFL, BCLxL, TNF,
| GAPDH and B2M
40- S0 cycles : ; EnzymeRT Array™ Mix (5X)
95°C  20-25 sec Quick protocol
60°C  20-25 sec CD (contains analysis software,

72°C  10-15 sec Genes description and Handbook)
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Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

- /
/Pr otocol \

Prepare Mix onice:

FEFEFEEE

Real-time Mix X

Primer Mix  1/10 of volume

cDNA 100-500ng

dH,0 to desired totad
volume (10-20 pl)

Program 2 steps
lcycle
95°C  15min

40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

(

)

Program 3steps
1lcycle
95°C  15min

40- 50 cycles
95°C  20-25sec
60°C  20-25sec

¥72°C 10-15 sec J

N %

#K1385  Apoptosis RT Array™ panel (36 genes for 50 reactions)
#K1386  Apoptosis RT Array™ panel (15 genes for 50 reactions)
#K1387  Apoptosis RT Array™ panel - Intrinsic Network (21 genes for 50 reactions)
#K1388  Apoptosis RT Array™ panel - Extrinsic Network (21 genes for 50 reactions)

@elated Products \ /Descr iption \

Human Apoptosis RT Array™
profiles the expression of important
genes involved in  apoptosis
including pro-apoptotic and anti
apoptotic genes. Apoptosis is a
highly regulated and evolutionary
conserved pathway of cell desth
that plays a criticd role in
development and maintenance of
tissue homeostasis. Apoptosis is
characterized by condensation and
fragmentation of nuclear chromatin,
compaction of cytoplasmic
organelles, dilatation of the
endoplasmic reticulum (frequently
in a subplasmalemmal distribution),
a decrease in cel volume and
alterations to the plasma membrane
resulting in the recognition and
phagocytosis of apoptotic cells, so
preventing an inflammatory
response.

||#%
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Application

4+ Apoptosis profiling

4+ Drug Resistance

4+ Induction of Apoptosis assay

Quality Controal

Functionality tested in Real-time PCR
for  gpecificity, sendtivity and
reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

/Components of the kit

#P1301 and #P1302 contain of
36 apoptosis related genes and 2

reference genes:

BAK1, BAD, BAX, BCL2, BCLxL,
BIRC2, BIRC4 (XIAP), BIRC5
(survivin), CASP9, Apaf-1, CASP3,
TP53, Cyto C, Bim, Noxa, Smac, AlF,
ENDO G, HSP27, XAF1, AKT, CASP7,
NFkB, TNFR1, TRADD, FADD, FAS,
FASL, CASP8, FLIP, DR4, FOXO1,
TNF, BAG1, ATM, TRAF2, GAPDH
and B2M

#P1305 contains of 21 apoptosis

and 2 reference genes: BAK,
BAD, BAX, BCL2, BCLxL, BIRC4
(XIAP), BIRC5 (survivin), Apaf-1,
CASP9, CASP3, TP53, Cyto ¢, Bim,
Noxa, BAGL, Smac, AIF, ENDO G,
CASP7, NFkB, ATM, GAPDH and B2M
#P1306 contains 21 apoptosis

and 2 reference genes: TNFR1,
TRAF2, TRADD, FADD, FAS, FASL,
CASP3, CASP8, FLIP, DR4, BCL2,
BIRC2, BIRC4, BIRC5, NFkB, ENDO
G, BAGL, BAX, XAF1, BCLxL, TNF,
GAPDH and B2M

Quick protocol

CD (contains analysis software,

Genes description and Handbook)/
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#K 1307
#K1308
#K1309
#K1310

e
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@elated Products \ /Description

Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

/

RT Array Mix 1/5 of volume
Primer Mix
cDNA

dH,0 to desired totd

/Pr otocol \

Prepare RT Array™ Mix on ice:

1/10 of volume
100-500ng

volume (10-20 pl)

Program 2 steps
1lcycle
95°C  15min
40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

-

%//

Program 3steps \
1cycle

95°C  15min

40- 50 cycles

95°C  20-25sec
60°C  20-25sec
72°C  10-15sec

/

Angiogenesis RT Array™ kit (18 genes for 6-12 reactions)
Angiogenesis RT Array™ kit (18 genes for 12-24 reactions)
Angiogenesis RT Array™ kit (10 genes for 6-12 reactions)
Angiogenesis RT Array™ kit (10 genes for 12-24 reactions)

Human Angiogenesis RT Array™
profiles the expression of 10 — 18
genes involved in modulating the
biological processes of angiogenesis.
Tumor growth and metastasis are
essentially dependent on angiogenesis.
Assessment of angiogenesis is
performed by expression anaysis of
angio- regulatory genes such as VEGF,
HIF-1, VEGFR and endostatin. VEGF
is the most potent regulator of
angiogenesis.

The signals for neoangiogenesis are
initiated by local hypoxia. There is a
direct correlation between the vascular
density and the likelihood of metastasis
in breast cancer patients, implying that
the blood vessel supply can function as
an independent prognostic variable in

~

\iaast cancer [Weidner et al. 1991]. /

||#%

Application

< Angiogenesis assay

<+ Tumor Invasion assay

<+  Anti-VEGF assay

<+ Angiogenesisinhibitor assay

/Quality Control \

Functionality tested in Real-time PCR
for  gpecificity, sengtivity and
reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

\_ /

Components of thekit

10-18 RT Array™ Mixes specific for
genes involved in angiogenesis and 2
reference genes:

#K 1307 and #K 1308 contain of
VEGF, PLAU, PLAUR

MMP2, MMP9, MMP11, PDGF,
IL-8, TGFb, TNF, FGF1, HIF-1,
Ang-2, ITGB2, Tumstatin,
Endostatin, VEGF D, VEGFR2,
GAPDH and B2M

#K 1309 and #K 13010 contain
VEGF, VEGFR2, MMP9, PDGF,
HIF-1, Ang-2, Tumstatin, FGF1,
Endostatin, VEGF D, GAPDH
and B2M

EnzymeRT Array™ Mix (5X)
Quick protocol

CD (contains analysis software,

Genes description and Handbook)

/
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Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™

Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

e

e

/Pr otocol \

Prepare Mix onice:

Real-time Mix X

Primer Mix  1/10 of volume

cDNA 100-500ng

dH,0 to desired totd
volume (10-20 pl)

Program 2 steps
1lcycle
95°C  15min

40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

Program 3steps \
1cycle

95°C  15min

40- 50 cycles

95°C  20-25sec
60°C  20-25sec
72°C  10-15sec

—
- /

@elated Products \ /Description

- /

#K1389  Angiogenesis RT Array™ panel (18 genes for 50 reactions)
#K1390  Angiogenesis RT Array™ panel (10 genes for 50 reactions)

Human Angiogenesis RT Array™
profiles the expression of 10 — 18
genes involved in modulating the
biological processes of angiogenesis.
Tumor growth and metastasis are
essentially dependent on angiogenesis.
Assessment of angiogenesis is
performed by expression anaysis of
angio- regulatory genes such as VEGF,
HIF-1, VEGFR and endostatin. VEGF
is the most potent regulator of
angiogenesis.

The signals for neoangiogenesis are
initiated by local hypoxia. There is a
direct correlation between the vascular
density and the likelihood of metastasis
in breast cancer patients, implying that
the blood vessel supply can function as
an independent prognostic variable in

\iaast cancer [Weidner et al. 1991]. /

~
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Application
< Angiogenesis assay
< Tumor Invasion assay

+ Anti-VEGF assay
L Angiogenesisinhibitor assay

1~

/Quality Control \

Functionality tested in Real-time PCR
for  gpecificity, sengtivity and
reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

\_ /

Components of thekit

10-18 RT Array™ Mixes specific for
genes involved in angiogenesis and 2
reference genes:

#P1307 and #P1308 contain of
VEGF, PLAU, PLAUR

MMP2, MMP9, MMP11, PDGF,
IL-8, TGFb, TNF, FGF1, HIF-1,
Ang-2, ITGB2, Tumstatin,
Endostatin, VEGF D, VEGFR2,
GAPDH and B2M

#P1309 and #P13010 contain
VEGF, VEGFR2, MMP9, PDGF,
HIF-1, Ang-2, Tumstatin, FGF1,
Endostatin, VEGF D, GAPDH
and B2M

Quick protocol

CD (contains analysis software,
Genes description and Handbook)

o /




#K1311
#K1312
#K1313
#K1314

@el ated Products \

Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

e

- /
/Pr otocol \

Prepare RT Array™ Mix on ice:

RT Array Mix 1/5 of volume

Primer Mix  1/10 of volume
cDNA 100-500ng
dH,0 to desired total

volume (10-20 pl)

Program 2 steps
lcycle
95°C  15min
40- 50 cycles
95°C  20-25 sec
60°C 30-35 sec

\

Program 3steps
lcycle
95°C  15min
40- 50 cycles
95°C  20-25sec
60°C  20-25sec
72°C  10-15sec

Y,
o %

EGFR signaling RT Array™ kit (20 genes for 6-12 reactions)
EGFR signaling RT Array™ kit (20 genes for 12-24 reactions)
EGFR signaling RT Array™ kit (10 genes for 6-12 reactions)
EGFR signaling RT Array™ kit (10 genes for 12-24 reactions)

/Description

Human EGFR signaling RT Array™
profiles the expression of 10 — 20
genes involved in signal
transduction of ERBB family genes
(EGFR, HER2, HER3 and HER4).

The ERBB family of receptor tyrosine
kinases mediates oncogenic signaling in
a variety of different cancer types. For
example, EGFR is thought to play an
important role in the genesis of lung and
colon cancer, and ERBB2 (or HER2)
serves as a potent oncogene in a subset
of breast cancer.

The ERBB family plays a central rolein
driving neoplastic growth and has been
a mgor foca point in cancer drug
discovery.

65 70 75 80 85 90 95

~

||#%

/Application \

+ EGFR signaling assay
Anti-EGFR signaling assay
Anti-RAS assay
Anti-mTOR assay
Anti-RAF assay
Anti-MEK assay

Anti- HER assay
Anti-SRC assay

/Quality Control \

Functionality tested in Real-time PCR
for  gpecificity, sendtivity and
reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

- /

/Components of thekit \

10-20 RT Array™ Mixes specific for
genes involved in angiogenesis and 2
reference genes.

/;wwrwrw

#K 1311 and #K 1312 contain of
EGFR, EGF, HER2, HER3, HER4,
IGF-1R, KRAS, PTEN, mTOR,
GRB7, AKT1, EGR1, ERK2, BAD,
CCND1, p27, PI3K, BRAF, NFkB,
VEGF, GAPDH and B2M

#K 1313 and #K 1314 contain of
EGFR, HER2, mTOR, PTEN, EGR1,
PI3K, VEGF, IGF-1R, AKT1, KRAS,
GAPDH and B2M

EnzymeRT Array™ Mix (5X)

Quick protocol

CD (contains analysis software,

\\ Genes description and Handbooly




#K 1391
#K1392 EGFRsignaling RT Array™ panel (10 genes for 50 reactions)

Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

e

Prepare Mix onice:

Real-time Mix X
Primer Mix  1/10 of volume
cDNA 100-500ng

dH,0 to desired total
volume (10-20 pl)

Program 2 steps
lcycle
95°C  15min

40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

\

Program 3steps
lcycle
95°C  15min

40- 50 cycles
95°C  20-25sec
60°C  20-25sec

@el ated Products \

- /
/Pr otocol \

72°C  10-15sec

EGFR signaling RT Array™ panel (20 genes for 50 reactions)

/Description

Human EGFR signaling RT Array™
profiles the expression of 10 — 20
genes involved in signal
transduction of ERBB family genes
(EGFR, HER2, HER3 and HER4).

The ERBB family of receptor tyrosine
kinases mediates oncogenic signaling in
a variety of different cancer types. For
example, EGFR is thought to play an
important role in the genesis of lung and
colon cancer, and ERBB2 (or HER2)
serves as a potent oncogene in a subset
of breast cancer.

The ERBB family plays a central rolein
driving neoplastic growth and has been
a mgor foca point in cancer drug
discovery.

65 70 75 80 85 90 95

Y,
o %

~
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/Application \

+ EGFR signaling assay
Anti-EGFR signaling assay
Anti-RAS assay
Anti-mTOR assay
Anti-RAF assay
Anti-MEK assay

Anti- HER assay

Anti-SRC assay /
\

/Quality Control

Functionality tested in Real-time PCR
for  gpecificity, sendtivity and
reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

- %

/Components of thekit \

10-20 RT Array™ Mixes specific for
genes involved in angiogenesis and 2
reference genes.

/;wwrwrw

#P1311 and #P1312 contain of
EGFR, EGF, HER2, HER3, HERA4,
IGF-1R, KRAS, PTEN, mTOR,
GRB7, AKT1, EGR1, ERK2, BAD,
CCND1, p27, PI3K, BRAF, NFkB,
VEGF, GAPDH and B2M

#P1313 and #P1314 contain of
EGFR, HER2, mTOR, PTEN, EGR1,
PI3K, VEGF, IGF-1R, AKT1, KRAS,
GAPDH and B2M

Quick protocol

CD (contains analysis software,
Genes description and Handbook)

/

o
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@elated Products
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Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

/

/Pr otocol

Prepare RT Array™ Mix on ice:

~

RT Array Mix 1/5 of volume

Primer Mix  1/10 of volume
cDNA 100-500ng
dH,0 to desired total

volume (10-20 pl)

Program 2 steps
1lcycle
95°C  15min
40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

)

A\

Program 3steps
lcycle
95°C  15min
40- 50 cycles
95°C  20-25sec
60°C  20-25 sec
72°C  10-15sec

J

/

Herceptin resistance RT Array™ kit (21 genes for 6-12 reactions)

/Description

Herceptin resistance RT Array™
profiles the expression of 21 genes
involved in Herceptin resistance.
Trastuzumab (trade name Herceptin)
is a monoclona antibody that
interferes  with the HER2/neu
receptor. The HER2 gene (dso
known as HER2/neu and ErbB2
gene) is amplified in 20-30% of
early-stage breast cancers, which
makes it or overexpressed. Many
breast cancer patients (~70% ) with
HER2 over-expresson do hot
respond to initia therapy with
trastuzumab (Herceptin), and the
vast magjority of those who initially
respond to the agent develop
resistance to treatment within 1 year.
Herceptin resistant tumors were also
more likely to express a variety of
growth factors, suggesting that
activation of parallel pathways may
release tumors from dependence on
HER?2 proliferation and survival.

~

65 70 75 80 8s 90 95

o

~

||#%

prpIication \

Herceptin resistance assay by
expression anaysis of selected
genes from fresh or snap-frozen
tumor samples versus fresh or
snap-frozen tumor borderline.

-

/Quality Control

Functionality tested in Real-time PCR
for  gpecificity, sendgitivity and
reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

-

/Components of thekit \

21 RT Array™ Mixes specific for
genes involved in  Herceptin
resistance and 2 reference genes.

/
N

#K 1367 contains of
Her2/neu, FASLG, EGFR, PI3K,
Her3, ERK1, Her4, GRB7, IGF1-R,

CCND1, MUC-4, AKT1, p27,
BCLxL, PTEN, KRAS, mTOR,
VEGF, MET, CDK4, cMYC,

GAPDH and B2M

EnzymeRT Array™ Mix (5X)
Quick protocol

CD (contains analysis software,
Genes description and Handbook)

/

o
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@elated Products \ /Degcription
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Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

/Pr otocol

Prepare Mix onice:

Real-t

cDNA
dH0

Primer Mix

/
~

ime Mix X
1/10 of volume
100-500ng
to desired totad
volume (10-20 pl)

Program 2 steps
1cycle
95°C  15min
40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

J
Program 3steps N
1lcycle
95°C  15min
40- 50 cycles
95°C  20-25sec
60°C  20-25sec
72°C  10-15sec

Herceptin resistance RT Array™ panel (21 genes for 50 reactions)

~

Herceptin resistance RT Array™
profiles the expression of 21 genes
involved in Herceptin resistance.
Trastuzumab (trade name Herceptin)
is a monoclona antibody that
interferes  with the HER2/neu
receptor. The HER2 gene (dso
known as HER2/neu and ErbB2
gene) is amplified in 20-30% of
early-stage breast cancers, which
makes it or overexpressed. Many
breast cancer patients (~70% ) with
HER2 over-expression do hot
respond to initia therapy with
trastuzumab (Herceptin), and the
vast magjority of those who initially
respond to the agent develop
resistance to treatment within 1 year.
Herceptin resistant tumors were also
more likely to express a variety of
growth factors, suggesting that
activation of parallel pathways may
release tumors from dependence on
HER?2 proliferation and survival.

~

||#%
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/Application \

Herceptin resistance assay by
expression anaysis of selected
genes from fresh or snap-frozen
tumor samples versus fresh or
snap-frozen tumor borderline.

o

/Quality Control

Functionality tested in Real-time PCR
for  gpecificity, senditivity and
reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

-

ﬂmponents of the kit \

21 RT Array™ Mixes specific for
genes involved in  Herceptin
resistance and 2 reference genes.

/
N

#P1367 contains of
Her2/neu, FASLG, EGFR, PI3K,
Her3, ERK1, Her4, GRB7, IGF1-R,
CCND1, MUC-4, AKT1, p27,
BCLxL, PTEN, KRAS, mTOR,
VEGF, MET, CDK4, c¢MYC,
GAPDH and B2M

Quick protocol

CD (contains analysis software,
Genes description and Handbook)

/

o




:

Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

LA Sl B S Sl

Prepare RT Array™ Mix on ice:

RT Array Mix 1/5 of volume
Primer Mix  1/10 of volume
cDNA 100-500ng
dH,0 to desired tota
volume (10-20 pl)

Program 2 steps
1lcycle
95°C  15min

40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

N\

Program 3steps
1cycle
95°C  15min

40- 50 cycles

95°C  20-25sec
60°C  20-25sec
72°C  10-15sec

@elated Products \

- /
/Pr otocol \

#K1315  Carcinogenicity RT Array™ kit (15 genes for 6-12 reactions)
#K1316  Carcinogenicity RT Array™ kit (15 genes for 12-24 reactions)
#K1317  Carcinogenicity RT Array™ kit (10 genes for 6-12 reactions)
#K1318  Carcinogenicity RT Array™ kit (10 genes for 12-24 reactions)

/Description \
M

Human Carcinogenicity RT Array’
profiles the expression of 10 — 15
responsible genes against
carcinogens. Carcinogenicity is the
ability or tendency to produce
cancer.

A carcinogen is any chemical,
substance, radionuclide or radiation,
which is an agent directly involved in
the exacerbation of cancer or in the
increase of its propagation. This may
be due to the ability to damage the
genome or to the disruption of
cellular metabolic processes.

/Quality Control \

for  specificity, sensitivity and

\

/Components of thekit \

AN

||#%

Application
In vitro carcinogenicity assay

+
< |nvivo carcinogenicity assay

Functionality tested in Real-time PCR

reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

10-15 RT Array™ Mixes specific for
responsible genes against
carcinogens.

#K 1315 and #K 1316 contain of
CCND1, EGR1, PCNA,
GADDA45, Weel, p21, p27,
TP53, BRCA1, BRCA2, E2F1,
CCNB1, TOP2A, XRCCS5,
PTEN, GAPDH and B2M

#K 1317 and #K 1318 contain of
CCND1, EGR1, PCNA,
GADDA45, Weel, p21, p27,
TP53, BRCA1, BRCA?2,
GAPDH and B2M

EnzymeRT Array™ Mix (5X)

Quick protocol

CD (contains analysis software,
\\ Genes description and Handbooly
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#K1394  Carcinogenicity RT Array™ panel (15 genes for 50 reactions) m
#K1395  Carcinogenicity RT Array™ panel (10 genes for 50 reactions) “ “ﬁ‘

@elated Products \ /Description \ Appllgatlon . -
M In vitro carcinogenicity assay

+ Nucleo.exe™ Human Carcinogenicity RT Array” i" i : o
4 Blood Nucleo.exe™ profiles the expression of 10 — 15 = [NVIVo carcinogenicity assay
M . .
+ ProNudeo.exe responsible genes against
4+ Blood ProNucleo.exe™ . Carci Gty is th
4+ DNA check ca_rqnogens. arcinogenicity is the
L Housskesping RT Array ability or tendency to produce
cancer.
A carcinogen is any chemical, /Quality Control \
\ / substance, radionuclide or radiation, Functionality tested in Real-time PCR
which isan agent directly involved in for  specificity, sensitivity and
/ \ the exacerbation of cancer or in the reproducibility for each primer sets
Protocol increase of its propagation. This may using different cell lines, B.reast cancer
Al samples and Colon cancer tissue.
Prepare Mix on ice: be due to the ability to damage the
o genome or to the disruption of \\ /
Real-time Mix X cellular metabolic processes.
Primer Mix  1/10 of volume
cDNA 100-500ng .
dH,0 to desired total Components of thekit
volume (10-20 pl) 10-15 RT Array™ Mixes specific for
responsible genes against
carcinogens.

#P1315 and #P1316 contain of
CCND1, EGR1, PCNA,
GADDA45, Weel, p21, p27,
TP53, BRCA1, BRCA2, E2F1,
CCNB1, TOP2A, XRCCS5,
PTEN, GAPDH and B2M

40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

\
Program 2 steps
1lcycle
95°C  15min

AN

N\ #P1317 and #P1318 contain of
Togflam 3steps CCND1, EGRL, PCNA,
cycle . GADDA45, Weel, p21, p27,
95°C 15min
TP53, BRCAL, BRCA2,
40- 50 cycles GAPDH and B2M
95°C  20-25 sec
60°C  20-25 sec Quick protocol
72°C  10-15 sec

CD (contains analysis software,

\\ / \\ Genes description and Handbook)/




.

#K1319
#K1320
#K1321
#K1322

@elated Products

Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

~

FFFEF

N /
/Pr otocol \

Prepare RT Array™ Mix on ice:

RT Array Mix 1/5 of volume
Primer Mix  1/10 of volume
cDNA 100-500ng
dH.0 to desired total
volume (10-20 pl)

Program 2 steps
1lcycle
95°C  15min
40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

N
.

V),

Program 3steps
lcycle
95°C  15min
40- 50 cycles
95°C  20-25sec
60°C  20-25sec
K72°C 10-15 sec

o

/

Toxicity RT Array™ kit (20 genes for 6-12 reactions)
Toxicity RT Array™ kit (20 genes for 12-24 reactions)
Toxicity RT Array™ kit (10 genes for 6-12 reactions)
Toxicity RT Array™ kit (10 genes for 12-24 reactions)

/Description \

Human Toxicity assay RT Array™
profiles the expression of 10-20 genes
whose expression level is indicative of
toxicity. The array includes genes that
are directly up-regulated or deregulated
by oxidative or metabolic stress, DNA
damage, Apoptosis and growth arrest.

||#%

Application

4+ Toxicity assay
4+ Drug resistance assay

/Quality Control

Functionality tested in Real-time PCR

for  specificity,  sensitivity
reproducibility for each primer

using different cell lines, Breast cancer

samples and Colon cancer tissue.

-

~

and
sets

/Components of thekit

genes whose expression level
indicative of toxicity.

#K 1319 and #K 1320 contain
GSTP1, SOD1, ABCB1,
ABCC1, ABCG1, ABCAZ2,

CASP3, BAX, PTEN, BCL2,

B2M

#K 1321 and #K 1322 contain
GSTP1, SOD1, ABCB1,
ABCC1, ABCG1, ABCA?2,
GPX1, CASP3, BAX, BCL2,
GAPDH and B2M

EnzymeRT Array™ Mix (5X)

Quick protocol

CD (contains analysis software,

/
\

10-20 RT Array™ Mixes specific for

is

E2F1, TP53, GADD45, EGRL,
PCNA, TOP2A, XRCC5, GPX1,

BCLxL, GSTM1, GAPDH and

Genes description and Handbook)/




.

#K1396  Toxicity RT Array'™ panel (20 genes for 50 reactions)
#K1397  Toxicity RT Array™ panel (10 genes for 50 reactions)

/Description

Human Toxicity assay RT Array™
profiles the expression of 10-20 genes
whose expression level is indicative of
toxicity. The array includes genes that
are directly up-regulated or deregulated
by oxidative or metabolic stress, DNA
damage, Apoptosis and growth arrest.

@elated Products \

Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

N /
/Pr otocol \

Prepare Mix onice:

FFFEF

||#%

0
e

W

Application

4+ Toxicity assay
4+ Drug resistance assay

/Quality Control

Functionality tested in Real-time PCR
and
reproducibility for each primer sets
using different cell lines, Breast cancer

for  specificity,  sensitivity

samples and Colon cancer tissue.

-

~

Real-time Mix X

Primer Mix  1/10 of volume

cDNA 100-500ng

dH.0 to desired total
volume (10-20 pl)

Program 2 steps
1lcycle
95°C  15min

40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

N J
-

Program 3steps
lcycle
95°C  15min

40- 50 cycles

95°C  20-25sec
60°C  20-25 sec
K72°C 10-15 sec

- /

/Components of thekit

10-20 RT Array™ Mixes specific for

genes whose expression level is
indicative of toxicity.

#P1319 and #P1320 contain
GSTP1, SOD1, ABCB1,
ABCC1, ABCG2, ABCA2,
E2F1, TP53, GADD45, EGR1,
PCNA, TOP2A, XRCC5, GPX1,
CASP3, BAX, PTEN, BCL2,
BCLxL, GSTM1, GAPDH and
B2M
#P1321 and #P1322 contain
GSTP1, SOD1, ABCB1,
ABCC1, ABCG2, ABCA2,
GPX1, CASP3, BAX, BCL2,
GAPDH and B2M

Quick protocol

CD (contains analysis software,
Genes description and Handbook)

/




-

#K1323
#K1324
#K1325
#K 1326

IFN bioability RT Array™ kit (8 genes for 6-12 reactions)
IFN bioability RT Array™ kit (8 genes for 12-24 reactions)
IFN bioability RT Array™ kit (12 genes for 6-12 reactions)
IFN bioability RT Array™ kit (12 genes for 12-24 reactions)

||#%

@elated Products \ /Descr iption

o
/Pr otocol

Prepare RT Array™ Mix on ice:

RT Array Mix 1/5 of volume

Primer Mix  1/10 of volume
cDNA 100-500ng
dH,0 to desired tota

volume (10-20 pl)

(. .. )

Program 2 steps
1lcycle
95°C  15min
40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

Program 3steps
lcycle

95°C  15min
40- 50 cycles
95°C  20-25sec
60°C  20-25 sec
72°C  10-15sec

4+ Nucleo.exe™ Human IFN / bioability RT
4 Blood Nucleo.exe™ Array™ contains the alpha and beta
™M R .

“  ProNudleo.exe IFNs, their  receptors, their

4+ Blood ProNucleo.exe™ . .

+ DNA check signaling molecules, IFN-

+  Housekeeping RT Array responsive genes, and genes
associated with virally induced and
intrinsic  interferon  resistance.

/
~

~

Interferon (IFN) alpha and beta are
Type | of interferons that activate
potent antiviral and antiproliferative
responses. IFNs bind to ther
cognate receptors on the surface of
their target cels (including
lymphocytes, monocytes and some
neoplastic cells) initiating a
signaling cascade involving JAK
and STAT proteins that lead to the
induction of their target genes in

the nucleus.

—a 2
M}‘%“g \)\(7\2&/ ‘.\'.

75 80 3 a0
=

Application
+ |FN alphabioability assay

= |FN beta bioability assay
4+ Neutralizing Antibody assay

/Quality Control

for  specificity,  sensitivity

samples and Colon cancer tissue.

.

Functionality tested in Real-time PCR

reproducibility for each primer sets
using different cell lines, Breast cancer

~

and

/

/Components of the kit

8-12 RT Array™ Mixes specific
genes whose expression level
indicative of toxicity.

#K 1323 and #K 1324 contain
IFNal, IFNb, MxA, CASP3,
p27, JAK1, STAT1,
c-MYC, IL8, TNFR,
GAPDH and B2M

#K 1325 and #K 1326 contain
IFNal, IFNb, MxA, CASP3,
CASP8, VEGF, TNFR,
JAK1, STATL, IL8, p27,
c-MYC, GAPDH and B2M

EnzymeRT Array™ Mix (5X)
Quick protocol

CD (contains analysis software,

Genes description and Handbook)

for
is

/




-

#K 1398
#K 1383

@elated Products \ /Descr iption

o
/Pr otocol

Prepare Mix onice:

~

Real-time Mix X

Primer Mix  1/10 of volume

cDNA 100-500ng

dH,0 to desired total
volume (10-20 pl)

(. .. )

Program 2 steps
1lcycle
95°C  15min
40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

Program 3steps
lcycle

95°C  15min
40- 50 cycles
95°C  20-25sec
60°C  20-25 sec
72°C  10-15sec

4+ Nucleo.exe™ Human IFN / bioability RT
4 Blood Nucleo.exe™ Array™ contains the alpha and beta
™M R .

“  ProNudleo.exe IFNs, their  receptors, their

4+ Blood ProNucleo.exe™ . .

+ DNA check signaling molecules, IFN-

+  Housekeeping RT Array responsive genes, and genes
associated with virally induced and
intrinsic  interferon  resistance.

/

IFN bioability RT Array™ panel (8 genes for 50 reactions)
IFN bioability RT Array™ panel (12 genes for 50 reactions)

~

Interferon (IFN) alpha and beta are
Type | of interferons that activate
potent antiviral and antiproliferative
responses. IFNs bind to ther
cognate receptors on the surface of
their target cels (including
lymphocytes, monocytes and some
neoplastic cells) initiating a
signaling cascade involving JAK
and STAT proteins that lead to the

induction of their target genes in
the nucleus.

—a 2
M}‘%“g \)\(7\2&/ ‘.\'.

75 80 3 a0
=

Application
+ |FN alphabioability assay

= |FN beta bioability assay
4+ Neutralizing Antibody assay

~

/Quality Control
Functionality tested in Real-time PCR
for  specificity, sensitivity and

reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

.

/Components of the kit

8-12 RT Array™ Mixes specific for
genes whose expression level is
indicative of toxicity.

#P1323 and #P1324 contain
IFNal, IFNb, MxA, CASP3,
p27, JAK1, STAT1,
c-MYC, IL8, TNFR,
GAPDH and B2M

#P1325 and #P1326 contain
IFNal, IFNb, MxA, CASP3,
CASP8, VEGF, TNFR,
JAK1, STATL, IL8, p27,
c-MYC, GAPDH and B2M

Quick protocol

CD (contains analysis software,
Genes description and Handbook)

/




-

#K1327
#K1328
#K1329
#K1330

Nucleo.exe™

Blood Nucleo.exe™
ProNucleo.exe™
Blood ProNucleo.exe™
DNA check
Housekeeping RT Array

Lal SR Sl S N

Prepare RT Array™ Mix on ice:

RT Array Mix 1/5 of volume
Primer Mix  1/10 of volume
cDNA 100-500ng
dH,0 to desired total
volume (10-20 pl)

Program 2 steps
1cycle

- /
fPr otocol \

(

95°C  15min

40- 50 cycles
95°C  20-25 sec
60°C 30-35sec

Y,

A

-

Program 3steps
lcycle
95°C  15min

40- 50 cycles

95°C  20-25sec
60°C  20-25 sec
72°C  10-15sec

%

A

/

Stem Cell marker RT Array™ kit (4 genes for 6-12 reactions)
Stem Cell marker RT Array™ kit (4 genes for 12-24 reactions)
Stem Cell marker RT Array™ kit (8 genes for 612 reactions)
Stem Cell marker RT Array™ kit (8 genes for 12-24 reactions)

@elated Products \ /Degcription

Human Stem Cell  marker
RTArray™ contains the genes that
up-regulated in  stem  cdl
population.

Patients generally die of cancer after
the falure of current therapies to
eliminate residual disease. A Sub-
population of tumor cells, termed
cancer stem cells (CSC), appears
uniquely able to fuel the growth of
phenotypicaly and histologically
diverse tumors. It has been proposed,
therefore, that failure to effectively
treat cancer may in part be due to
preferential resistance of these CSC to
chemotherapeutic agents.

~

||#%

Application

+ Detection of Breast cancer stem

cells

+ Detection of Colon cancer stem

cells

/Quality Control

for  gpecificity,

.

Functionality tested in Real-time PCR
sensitivity
reproducibility for each primer sets
using different cell lines, Breast cancer
samples and Colon cancer tissue.

\

and

/Components of thekit

indicative of toxicity.

/
™~

4 - 8RT Array™ Mixes specific for
genes whose expression level is

1.00

dF T

#K 1327 and #K 1328 contain
CD44, CD24, CD133, ALDH1
GAPDH and B2M

#K 1329 and #K 1330 contain
CD44, CD24, CD133, ALDH1
CCND1, CDK4, Wnt, Notchl
GAPDH and B2M

EnzymeRT Array™ Mix (5X)
Quick protocol

CD (contains analysis software,
Genes description and Handbook)

/




-

#K1399  Stem Cell marker RT Array™ panel (4 genes for 50 reactions) m
#K1400  Stem Cell marker RT Array™ panel (8 genes for 50 reactions) “ m

@elated Products \ /Degcription

\ Application
+ Detection of Breast cancer stem

4+ Nucleo.exe™ Human Stem Cell  marker cells
4 Blood Nucleo.exe™ RTArray™ contains the genes that 4 Detection of Colon cancer stem
4 ProNucleo.exe™ up-regulated  in  sem  cell cells
4 Blood ProNucleo.exe™ .
4+ DNA check population.
4 Housekeeping RT Array Patients generally die of cancer after
the falure of current therapies to / . \
eliminate residual disease. A Sub- Quality Control
\ / population of tumor cells, termed Functionality tested in Real-time PCR
cancer stem cells (CSC), appears for  specificity,  sensitivity and
f I \ uniquely able to fuel the growth of sz;ocjgi?fzirl;){ cfecl)lr “‘;Gg‘ B?;gercansgt;
Protoco phenotypically and histologically e and Colon canoer fisee
Prepare Mix on ice: diverse tumors. It has been proposed,
' _ therefore, that failure to effectively K /
Real-time Mix X treat cancer may in part be due to
Primer Mix  1/10 of volume . .
cDNA 100-500ng preferentia resistance of these CSC to
dH.0 to desired total chemotherapeutic agents. /Components of the kit \
volume (10-20 pl)
4 - 8RT Array™ Mixes specific for
genes whose expression level is
indicative of toxicity.

CD44, CD24, CD133, ALDH1

Program 2 steps
1cycle
95°C  15min #P1327 and #P1328 contain

40- 50 cycles GAPDH and B2M
95°C  20-25 sec
60°C 30-35sec #P1329 and #P1330 contain
& J CD44, CD24, CD133, ALDH1
CCND1, CDK4, Wnt, Notchl

GAPDH and B2M
\ g 07s
Program 3steps E

1 CyCle 025 %4/3& Quick protocol
950C 15m|n 0.00 &%@

038 ‘ L/h : ‘ CD (contains analysis software,

40- 50 cycles i Genes description and Handbook)
95°C  20-25 sec
60°C  20-25 sec
72°C  10-15sec

%

9 AN AN /
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#K1331  Nucleo.exe™ kit (25 reactions)
#K1332  Nucleo.exe™ kit (50 reactions)

K Description \ Application

For many clinical and research applications, fully understanding normal ™ Simultaneous DNA and RNA

biological process such as cell differentiation, development and aging, extraction from animal cells and

and pathological conditions requires integrated genomic, transcriptional, Tissues _

and proteomic studies. It is critical to have the ability to isolate the RNA, ?:' DNA extraction

DNA and proteins from the same biological sample. Neucleo.exe™ kit -+ RNA extraction

contains a quick and reliable method to simultaneoudly extract DNA and

RNA from a single sample which isideal for the generation of matched / \

samples saving time and money. Quality Control

The kit is functionaly tested for

\\ / purification of genomic DNA and totd

RNA from MCF7, DU145, T47D, MDA-
MB-231 cell lines, Colon and Breast
cancer samples. The quality of the purified
DNA and RNA is evaluated with Resl-
Protocol time PCR efficiency and amplification.

- /
ﬂ)mponents of thekit \

Lysis Buffer

DNA binding
RNAPrep

Wash Buffer

RNA Elution

Spin Columns
Collection tubes (2 ml)

NanoCinna Quick Protocolng




#K1333  ProNucleo.exe™ kit (25 reactions)
#K1334  ProNucleo.exe™ kit (50 reactions)

/ Description

of matched samples saving time and money.

-

\ prpIication \

For many clinical and research applications, fully understanding normal
biological process such as cell differentiation, development and aging,
and pathological conditions requires integrated genomic, transcriptional,
and proteomic studies. It is critical to have the ability to isolate the RNA,
DNA and proteins from the same biological sample. ProNucleo.exe™ kit
contains a quick and reliable method to simultaneously extract DNA,
RNA and Protein from a single sample which is ideal for the generation

/L'H 13

/

Protocol

Fig. 30mg of Colon cancer tissue
1- 4l of genomic DNA

2- 4l of Total RNA

3- 20ul of Total Protein

™1 Simultaneous DNA, RNA and
Protein extraction from animal
cells and Tissues

DNA extraction

RNA extraction

Protein extraction

Quality Control \

The kit is functiondly tested for
purification of genomic DNA, total RNA
and Protein from MCF7, DU145, T47D,
MDA-MB-231 cdll lines, Colon and Breast
cancer samples. The quality of the purified
DNA and RNA is evaluated with Real-time
PCR efficiency and amplification and aso
western blotting for specific protein.

ﬂ)mponents of thekit \

Lysis Buffer

DNA binding
RNAPrep

Wash Buffer

RNA Elution

ProPrep

Protein elution

Spin Columns
Collection tubes (2 ml)

NanoCinna Quick Protocol




#K1335  Blood Nucleo.exe™ kit (25 reactions)
#K1336  Blood Nucleo.exe™ kit (50 reactions)

/ Description \

For many clinical and research applications, fully understanding normal
biological process such as cell differentiation, development and aging,
and pathological conditions requires integrated genomic, transcriptional,
and proteomic studies. It is critical to have the ability to isolate the RNA,
DNA and proteins from the same biological sample.

Blood Nucleo.exe™ kit contains a quick and reliable method to

simultaneoudly extract DNA and RNA from a single sample of blood
which is ideal for the generation of matched samples saving time and

N /

Protocol

Application \
1 Simultaneous DNA and RNA
extraction from Blood, animal
cellsand Tissues

DNA extraction

RNA extraction

(313

/

Quiality Control

The kit is functionaly tested for
purification of genomic DNA and total
RNA from 0.2 — 1 ml of human blood.
The quality of the purified DNA and RNA
is evaluated with Real-time PCR efficiency
and amplification and also western blotting
for specific protein.

ﬂ)mponents of the kit \

RBC lysis

Lysis Buffer

DNA binding
RNAPrep

Wash Buffer

RNA Elution

Spin Columns
Collection tubes (2 ml)

NanoCinna Quick Protocol




#K1337  ProNucleo.exe™ kit (25 reactions)
#K1338  ProNucleo.exe™ kit (50 reactions)

/ Description \

For many clinical and research applications, fully understanding normal
biological process such as cell differentiation, development and aging,
and pathological conditions requires integrated genomic, transcriptional,
and proteomic studies. It is critical to have the ability to isolate the RNA,
DNA and proteins from the same biological sample.

Blood ProNucleo.exe™ kit contains a quick and reliable method to
simultaneously extract DNA, RNA and Protein from a single sample

blood which is ideal for the generation of matched samples saving time
and money.

Pr otocol

12 3 4

Fig. 500pl of blood sample

1- 4ul of Total RNA

2- DNA ladder 1kb (Fermentas)
3- 4pl of genomic DNA

4-20pl of Total Protein

Application

1 Simultaneous DNA, RNA and
Protein extraction from Blood,
animal cells and Tissues

DNA extraction

RNA extraction

Protein extraction

(31313

Quality Control

The kit is functionaly tested for
purification of genomic DNA, total RNA
and Protein from 0.2 — 1 ml of human
blood. The quality of the purified DNA
and RNA is evaluated with Real-time PCR
efficiency and amplification and aso
western blotting for specific protein.

ﬂ)mponents of thekit \

RBC lysis
Lysis Buffer
DNA binding
RNAPrep
Wash Buffer
RNA Elution
ProPrep

Protein Elution

Spin Columns
Collection tubes (2 ml)

NanoCinna Quick Protocol

o /




#K1339  cDNA check kit (30 reactions)
#K1340  cDNA check kit (50 reactions)

#+ Detection of DNA contamination

4 Nucleo.exe™ of Human cDNA
+ Blood Nucleo.exe™ After  c¢cDNA  synthesis, it is
4 ProNucleo.exe™ recommended before array of your
4+ Blood ProNucleo.exe™ cDNA, check the quality and genomic

DNA contamination of cDNA by a
primer mix specific for GAPDH (kit

included) that amplifies both cDNA .

and genomic DNA with the size of /Quallty Control \

\ / 114bp and 218bp respectively. The Tm Functionality tested in Real-time PCR
of these products is ~82°C and ~86°C for  specificity,  sengitivity and

/ \ for cDNA and genomic DNA reproducibility for each primer sets

Protocol respectively  (with  SYBR  Green using different cell lines, Breast cancer

analysis). samples and Colon cancer tissue.

Prepare RT Array™ Mix on ice: High quality cDNA (100-500ng) is

RT Array Mix 1/5 of volume amplified in cycles between 15 and 20. \\

Primer Mix  1/10 of volume

cDNA 100-500ng _
dH,0  to desired totd Components of the kit

volume (10-20 pl)

One RT Array™ Mix specific for
GAPDH gene

Program 2 steps \

1cycle Handbook
95°C  15min

40- 50 cycles / \

-

95°C  20-25sec
60°C 30-35sec

%

Program 3steps
1cycle
95°C  15min

40- 50 cycles | o

95°C  20-25 sec | A # $ flo
60°C  20-25 sec bo# H( # 9" %
72°C  10-15 sec

%
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#K1342  HouseKeeping RT Array™ Kit (5 genes for 20 reactions)
#K1343  HouseKeeping RT Array™ Kit (5 genes for 30 reactions)

/remeproas ) / Description \ f pgalgl:)a/‘tja(r)lg reliably evaluate the

+ Nucleo.exe™ The Human Housekeeping Genes expression of five
M ™ H ] .
: IEIOI(\)ld l\llucleo.%e RT Array profllgsthe expression housekeeping genes among
N Blr(())o du;rs:iiﬁifeo o™ of five identica sets of different experiment conditions
4+ DNA check housekgepl ng genes. 'Thls.array can
be easily used to identify genes
with a constant level of expression / _ \
among your different experimental Quality Control
\\ / conditions for use in normalizing Functionality tested in Real-time PCR
your relative gene expression for  specificity,  sensitivity  and
- . . reproducibility for each primer sets
/Pr otocol \ profiling experiment. Housekeeping using different cell lines, Breast cancer
genes encode proteins that are samples and Colon cancer tissue.
Prepare RT Array™ Mix on ice: usu_a“y essential for _the
maintenance of cellular function. \\ /
RT Array Mix 1/5 of volume Their expression often, but not
Primer Mix  1/10 of volume aways, remains constant under
cDNA 100-500ng . a diti ]
dH:0  to desired tota most  experimental  conditions. Components of the kit
volume (10-20 pl) Some of these genes may be
regul ated under certain 5 RT Array™ mixes specific for
circumstances and may vary with GAPDH, B2M, RPLPO, TFRC
Program 2 steps cell type. and GUSB genes
lcycle I
95°C  15min EnzymeRT Array ™ Mix (5X)
40- 50 cycles Quick protocol
95°C  20-25 sec CD (contains analysis software,
60°C  30-35sec Genes description and Handbook)

Program 3steps
lcycle
95°C  15min
40- 50 cycles
95°C  20-25sec
60°C  20-25 sec
72°C  10-15sec
\

J

)\ AN Y,




#S1344  NanoArray™ (Microarray) services (statistical analysis of associated pathways to cancer)
#S1345  NanoArray™ (Microarray) services (logical analysis of associated pathways to cancer)

‘/i NanoArray ™ \ /Application \

Gene expression profiling by Microarray allows
the monlto.“ ng of messenger RNA (MRNA) L Breast cancer Tumor classification
abundance in cells for hundreds to thousands of 4 Assessment of drug resistance
genes simultaneously  The Microarray is crucial 4 Metastases prediction
; . ™ :
way to personalized medicine. NanoArray 4 Evaluation of survival and death pathways
profiles hundreds genes of more than 20 pathways 4 Suggestion of treatment strategy
to evaluates of survival pathways, apoptosis,
\\Angi ogenesis, Drug resistance and more. J \ J

~

Functionality validated for specificity, sensitivity and

reproducibility of probes by Apoptosis and

Angiogenesis RT Array from Breast cancer samples
\and cell lines.

ﬂ81345 description \

Statistical and logical analysis of more
than 20 pathways such as:

N
/Sampling Condition Quality Control

4+ Fresh or snap-frozen tumor and its tumor
borderline are needed, for more information
please contact us

I

-

#S51344 description

Statistical analysis of more than 20
pathways such as:

N

1. Cell Growth and Differentiation 1. Cell Growth and Differentiation

2. Estrogen Receptor Signaling Pathway 2. Estrogen Receptor Signaling Pathway
3. Metastasis 3. Metestasis

4. Cell Motility 4. Cell Mot_lllty

5. Apoptosis 5. Apoptoss'

6. DNA Repair 6. DNA Repa|r

7. Angiogenesis 7. Anglogeneslls

8. ERBB Family Pathway 8. ERBB Family Pathway

9. Stem Cell Markers 9. Stem Cell Markers

10. Cancer Drug Resistance 10. Cancer Drug Resistance

Suggestion of treatment strategy based on

Tumor classification
Assessment of drug resistance
M etastases prediction

| Assessment of Angiogenesis

\

\\ // \ . Assessment of Cancer Stem Cell (CSC)/

Report of the up-regulated and down-
regulated genes

grwbdhpE




#S1346  CarCinnotype A (Oncotype + Cancer Stem Cell)
#S1347  CarCinnotype B (Oncotype + Cancer Stem Cell + EMT)

/CarCinnotypeTM (Oncotype like assay) \
The CarCinnotype s like to the Oncotype DX test with improved characteristics including Cancer Stem cell (CSC)
assay and Epithelial-mesenchymal transition (EMT) assay. Oncotype DX test is a diagnostic test that can help
women with some types of breast cancer learn more about the biological activity of their specific tumor. Oncotype
DX uses RT-PCR to measure the expression levels of 21 genesin tissue samples from breast cancer. The Oncotype
DX test isthe only test of its kind recommended in certain circumstances in both the American Society of Clinical
Oncology (ASCO) and the National Comprehensive Cancer Network (NCCN) treatment guidelines. Oncotype
DX™ is atool that quantifies the likelihood of disease recurrence in women with early stage breast cancer and
assesses the likely benefit from certain types of chemotherapy. The Oncotype DX test should be performed after
surgery (lumpectomy or mastectomy), but before make a final decision regarding adjuvant treatment. Oncotype
DX is not appropriate for use in patients with carcinoma in situ (precancerous) or metastatic breast cancer (cancer

\\that has spread beyond the breast). /

Sampling Condition
The key advantage of thistest compared with usual expression profiling isthat it can be performed on fresh or
snap-frozen tumor samples and also slides prepared from fixed, paraffin -embedded tumor tissue.

Application Quality Control

4+ Assessment of low and high risk of recurrence
for early stage Breast cancer

4+ Assessment of treatment strategy (hormone
therapy or adjuvant treatment)

Functionality tested in Red-time PCR for
specificity, sensitivity and reproducibility for each
primer sets using different cell lines, fresh or snap-
frozen samples and fixed, paraffin-embedded tumor.

#51346 description \ #S1347 description \

Standard Oncotype Standard Oncotype \

HER2 set: GRB7, HER2; HER2 set: GRB7, HER2;
Estrogen set: ER, PGR, BCL2, SCUBE2; Estrogen set: ER, PGR, BCL2, SCUBE2;
Invasion set: MMP11, CTSL2; Invasion set: MMP11, CTSLZ;
Proliferation set: Ki67, STK15, Survivin, Proliferation set: Ki67, STK15, Survivin,
CCNB1,MYBL2; CCNB1, MYBL2;
Three other genes: GSTM1, CD68, BAG1 Three other genes: GSTM1, CD68, BAG1
Reference genes: ACTB, GAPDH, GUSB, Reference genes: ACTB, GAPDH,
RPLPO and TFRC GUSB, RPLPO and TFRC
NanoCinna optional (CSC) NanoCinna optional (CSC + EMT)
CSC set: CD44, CD24, ALDH1, CD133 CSC set: CD44, CD24, ALDH1, CD133
EMT set: TWIST, PI3K, AKT2
Cancer stem cells (CSC), diverse uniquely
phenotype and histology of tumors. It has Epithelial-mesenchymal  transition (EMT)
been may in part be due to preferential cells have reduced apoptosis and are drug
resistance of these CSC to chemotherapeutic resistant. This allows them to travel to the site
agents. of metastasis formation and prevents them

o from getting affected by conventional |
\ treatment.




#S1348  Herceptin resistance (expression analysis of 21 genes)
#S1349  Herceptin and anti-EGFR resistance (expression analysis of 30 genes)

ﬁesistanceto Her ceptin (Trastuzumab) \ {Appcaton 1

Trastuzumab (trade name Herceptin) is a + Herceptin resistance assay by expression

monoclonal antibody that interferes with the ;n:lpyﬁzzcgnstelljﬁqc;?dsgﬁ%elﬁ; r\%?glf?é:
HER2/neu receptor. The HER2 gene (also or snap-frozen tumor borderline
known as HER2/neu and ErbB2 gene) is '
amplified in 20-30% of early-stage breast
cancers, which makes it or overexpressed. Many

breast cancer patients (~70% ) with HER2 over- Quality Control

expression do not respond to initia therapy' W!th Functionality tested in Real-time PCR for
trastuzumab (Herceptin), and the vast mgjority specificity, sensitivity and reproducibility for
of those who initidly respond to the agent each primer sets using different cell lines and
develop resistance to treatment within 1 year. Breast cancer samples.

Herceptin resistant tumors were also more likely
to express a variety of growth factors, suggesting
that activation of parallel pathways may release
tumors from dependence on HER2 proliferation

Sampling Condition

R

and survival. 4+ Fresh or snap-frozen tumor and its tumor
borderline are needed, for more
information please contact us
_ = /
/ #51348 description [/ #si349desription |
Evaluation of resistance to Herceptin with Evaluation of resistance to Herceptin and anti-
expression analysis of 20 genes: EGFR with expression analysis of 30 genes:
1- Her2/neu 12- PI3K 1- Her2/neu 16- FASLG
2- EGFR 13- ERK1 2- EGFR 17- PI3K
3- Her3 14- GRB7 3- Her3 18- STAT1
4- Her4 15- CCND1 4- Her4 19-c-MYC
5- IGF1-R 16- AKT1 5- IGF1-R 20- ERK1
6- MUC-4 17- BCLxL 6- MUC-4 21- NFkB
7- p27 18- KRAS 7- p27 22- BCLxL
8- PTEN 19- VEGF 8- PTEN 23-1L-8
9- mTOR 20- CDK4 9- mTOR 24- CCND1
10- MET 21-c-MYC 10- GRB7 25- CDK4
11- FASLG 11- KRAS 26- HIF-1
12- SOS 27- ERK2
13- EGR-1 28- COX2
14- VEGF 29- AKT1

/ \\ 15- TRAIL 30- BRAF /




#S1350 BRCAL function assay
#S1351 BRCA1 and BRCA2 function assay

BRCA1 function assay

Mutations in the BRCA1 and BRCA2 genes account
for the largest percentage of hereditary breast cancers.
Early linkage studies estimated that 90% of breast-
ovarian cancer families, those with four or more cases
of earlyonset breast cancer and at least one case of
ovarian cancer, were linked to BRCA1 (FitzGerald et
a., 1996; Langston et a., 1996; Couch et a., 1997).
More recently, in light of better detection methods,
BRCA1 and BRCA?2 have been estimated to account
for about 40% of the familial risk (Wooster and
Weber, 2003; Walsh and King, 2007). In a study
performed by the BCLC, it was reported that among
the BRCA1-linked families tested, mutations were
detected in only 63% of the affected probands (Ford
et al., 1995). These limitations brought into question
the validity and accuracy of most diagnostic testing.
Methylation and regulatory mutations are the most
problem for the detection by DNA sequencing,
because these problems, NanoCinna established a
genomics test that evaluates the function of BRCA1

when DNA damaging is occurred. This is a unique
wpowerful test.

/ #51350 description

BRCA function assay with time course study
of 15 genes expression versus DNA damaging

Procedure

1- WBC isolation

2- WBC culture

3- WBC treatment

4- RNA extraction and cDNA synthesizing

5- Redl-time PCR

6- Data analyzing by BRCA1 function software

N /

4 N

Application

Assessment of BRCA1 function
Assessment of BRCA2 function
Evaluation of hereditary Breast cancer
Evaluation of hereditary Breast cancer

/ Lo o =

%
/Quality Control N
Functionality tested in Real-time PCR for
specificity, sensitivity and reproducibility for
each primer sets using BRCA1 deficiency cell
line.

- /

Sampling Condition

+ Blood sample needed, for more
information please contact us

\ / #S1351 description \

BRCA1 and BRCAZ2 function assay with time
course study of 25 genes expression versus
DNA damaging

Procedure

1- WBCisolation

2- WBC culture

3- WBC treatment

4- RNA extraction and cDNA synthesizing
5- Redl-time PCR

6- Data analyzing by TP53 Network software

N /




#S1352 TP53 function assay
#S1353 TP53 and BRCAZ1 function assay

ADSB (p53) function assay \

The best-characterized function of p53, the most
renowned tumor suppressor, is that of transcriptional
activation. In addition to its well-characterized
function as a transcriptional activator, p53 aso has a
lesser understood activity as a transcriptiona
repressor. In this type of function, a large number of
promoters are repressed by p53; including many vira
promoters as well as basa promoters containing
TATA boxes (G insherg et al., 1991; Mack et al.,
1993). Interestingly, as the numbers of p53 target
genes increased, it was found that these genes can be
very generally classied into two separate categories,
those arresting proliferation but alowing for cell
repair and those that immediately shunt the cell
toward a pathway leading to cell death.

NanoCinna established a test to analyses TP53
function by time course study of 20 genes expression
versus DNA damaging. Thisis a unique and powerful
test.

K#Sl352 description

TP53 function assay with time course study of
15 genes expression versus DNA damaging

Procedure

1- WBCisolation

2- WBC culture

3- WBC treatment

4- RNA extraction and cDNA synthesizing
5- Redl-time PCR

6- Data analyzing by TP53 Network software

\ / #S1353 description

Application

+ Assessment of p53 function for Leukemia
patient

4+ Assessment of p53 function for cancer family

-

Quality Controal \

Functionality tested in Real-time PCR for
specificity, sensitivity and reproducibility for
each primer sets u

- /

Sampling Condition

4+ Blood sample needed, for more
information please contact us

TP53 and BRCAL1 function assay with time
course study of 25 genes expression versus

DNA damaging

Procedure

1- WBC isolation

2- WBC culture

3- WBC treatment

4- RNA extraction and cDNA synthesizing

5- Real-time PCR

6- Data analyzing by TP53 Network software
7- Data analyzing by BRCA1function software

N /




#S1354 Molecular classification
#S1355 Molecular classification + CSC

Molecular Classification of Breast tumh

While breast cancer is often studied as a single
disease, advances in our understanding of the
epidemiology, biology, and molecular basis for
breast cancer indicate that it is a heterogeneous
disease that can be divided into several distinct
subtypes. Proper classification of breast tumors
into relevant subtypes is important for predicting
prognosis, adapting therapy to the clinical
situation, comparing therapeutic results between
relatively homogeneous groups of patients and
making decisions related to breast cancer
treatment. Based on genes expression profiles,
there are five molecular subtypes including
basal-like, HER2, luminal A, lumina B and
normal breast-like

/ #51354 description \
Tumor classification of Breast samples based on
characteristic genes (following table)

- /

Application

+ Molecular classification of Breast tumor
#+ FEvaluation of CSC

Quiality Control
Functionality tested in Real-time PCR for
specificity, sensitivity and reproducibility for
each primer sets using different breast cell lines
and breast cancer samples.

N

borderline are needed, for more information
please contact us

.

Sampling Condition
+ Fresh or snap-frozen tumor and its tumor

/

#S1355 description
Tumor classification of Breast samples based on
characteristic genes and assessment of cancer stem
cell (CSC) in tumor samples

CSC set: CD44, CD24, ALDH1, CD133

.

-~

N

CK 5/6/17+; BRCA1mut, ER ;
Basal like PgR ; HER2 ; often EGFR+; Responsive to chemotherapy
Ki-67+; ab-integrint; c-KIT+
Responsive to chemotherapy, anti-HER2
HER2+/ER HER2+; ER ; PgR ; Ki-67+ antibody, anti-EGFR antibody, EGFR
inhibitors
Luminal A ER+ and/or PgR+; HER2 ; Ki-67+ | Responsive to endocrine therapy
. . Variable response to chemotherapy.
Luminal B ER+ and/or PgR+; sometimes . ;
HER2+: Ki-67+ Responsive to endocrine therapy
Normal breast-like




#S1356 Apoptosis assay

Apoptosis

Apoptosis profiles the expression of 36 genes
involved in apoptosis including pro-apoptotic and
anti apoptotic genes. Apoptosis is a highly regulated
and evolutionary conserved pathway of cell death that
plays a critical role in development and maintenance
of tissue homeostasis. Apoptosis is characterized by
condensation and fragmentation of nuclear chromatin,
compaction of cytoplasmic organelles, dilatation of
the endoplasmic reticulum (frequently in a
subplasmalemmal distribution), a decrease in cell
volume and alterations to the plasma membrane
resulting in the recognition and phagocytosis of
apoptotic cells, so preventing an inflammatory
response.

Application

+ Apoptosis profiling
+ Drug Resistance

£ Induction of Apoptosis assay

tissue.

-

/Quality Control
Functionality tested in Real-time PCR for
specificity, sensitivity and reproducibility for
each primer sets using different cell lines,
Breast cancer samples and Colon cancer

\

/

/
Sampling Condition

+ Blood sample needed, for more
information please contact us

ﬂ81356 description

Evaluation of apoptosis with expression analysis of 36 genes:

1- BAK1 13- Bim

2- BAD 14- XAF1
3- BAX 15- Noxa
4-BCL2 16- Smac
5- BCLxL 17- AIF

6- BIRC4 (XIAP) 18- ENDO G
7- BIRCS5 (survivin) 19- HSP27
8- CASP9 20- AKT

9- Apaf-1 21- CASP7
10- CASP3 22- NFkB
11- TP53 23-TNFR1
12- Cytoc 24- TRADD

25- FADD
26- FAS
27- FASL
28- CASP8
29- FLIP
30- DR4
31- TRAF2
32- BAG1
33- FOXO1
34- TNF
35- BIRC2
36- ATM

A




#S1357 Angiogenesis assay
#S1358 Angiogenesis assay

ﬁgiogenesis

Angiogenesis profiles the expression of 10 - 18 genes
involved in modulating the biological processes of
angiogenesis. Tumor growth and metastasis are
essentially dependent on angiogenesis. Assessment of
angiogenesis is performed by expression analysis of
angioregulatory genes such as VEGF, HIF-1, VEGFR
and angiostatin. VEGF is the most potent regulator of
angiogenesis. The signals for neoangiogenesis are
initiated by loca hypoxia. There is a direct
correlation between the vascular density and the
likelihood of metastasis in breast cancer patients,
implying that the blood vessel supply can function as
an independent prognostic variable in breast
cancer.test.

.

#S1357 description

Evaluation of angiogenesis with expression
analysis of 10 genes:

1- VEGF

2- VEGFR2
3- MMP9

4- PDGF

5- HIF-1

6- Ang-2

7- Tumstatin
8- FGF

9- Endostatin
10- VEGF D

Application

o

Angiogenesis assay

Tumor Invasion assay
Anti-VEGF assay
Angiogenesisinhibitor assay

-

Quality Controal

~

Functionality tested in Real-time PCR for
specificity, sensitivity and reproducibility for
each primer sets using different cell lines,
Breast cancer samples and Colon cancer
tissue.

\

/

Sampling Condition

+ Blood sample needed, for more
information please contact us

/#81358 description \

Evaluation of angiogenesis with expression
analysis of 18 genes:
1- VEGF 11- FGF
2- VEGFR2 12- HIF-1
3-PLAU 13- Ang-2
4- MMP2 14- 1TGB3
5- MMP9 15- Tumstatin
6- MMP11 16- Endostatin
7- PDGF 17-VEGF D
8-1L-8 18- PLAUR
9-TGF
10- TNF

/




#S1359 EGFR Signaling assay
#S1360 EGFR Signaling assay

.

/EGFR Signaling

EGFR signaling profiles the expression of 10 - 20 genes involved in signal transduction of ERBB family genes
(EGFR, HER2, HER3 and HER4). The ERBB family of receptor tyrosine kinases mediates oncogenic signaling in a
variety of different cancer types. For example, EGFR is thought to play an important role in the genesis of lung and
colon cancer, and ERBB2 (or HER2) serves as a potent oncogene in a subset of breast cancer. The ERBB family
plays a central role in driving neoplastic growth and has been a major focal point in cancer drug discovery.

~

/

Sampling Condition
+ Blood sample needed, for more information please contact us

\

fQuaIity Control

Functiondity tested
specificity, senditivity and reproducibility for
each primer sets using different cell lines, Breast
cancer samples and Colon cancer tissue.

\

in Rea-time PCR for

/

1- EGFR
2- HER2
3-mTOR
4- PTEN
5- EGR1
6- KRAS
7- PI3K
8- VEGF
9- IGF-1R
10- AKT1

#S51359 description

Evaluation of EGFR Signaling with expression
analysis of 10 genes:

/Application

e

\\*L

EGFR signaling assay
Anti-EGFR signaling assay
Anti-RAS assay
Anti-mTOR assay
Anti-RAF assay
Anti-MEK assay

Anti- HER assay

\

/

/#81360 description \

.

Evaluation of EGFR Signaling with expression
analysis of 20 genes:

1- EGFR
2- EGF

3- HER2
4- HERS
5- HER4
6- IGF-1R
7- KRAS
8- PTEN
9- mTOR
10- GRB7

11- PI3K
12- EGR1
13- AKT1
14- CCND1
15- p27

16- BRAF
17- ERK2
18- BAD

19- NFKB
20- VEGF

/




#S1368 NAb assay

Aleutralizing Antibody Assay (NAb Assay) \

Interferon beta (IFN beta) is an effective therapeutic option for Multiple Sclerosis (MS) patients. Some patients who
receive long-term IFN beta therapy for relapsing-remitting MS (RRMS) develop neutralizing antibodies (NAbs) that
affect IFN beta efficacy. Development of NAbs reduces or diminishes the clinical efficacy of interferon beta (IFN
beta) treatment in multiple sclerosis patients. Neutralizing antibodies (NAbs) are a subset of antibodies that reduce the
biological activity of IFN beta. The activity of IFN beta correlated significantly with some mRNA expression such as
MxA, Casp3, IL8 and....

Data from clinical trials of IFN beta products indicate that clinical efficacy of IFN betais reduced in NAb-positive
patients. NAbs against IFN beta-1b (Betaferon) appear faster and with more prevalence, whereas NAbs against IFN
beta-1a (Avonex, Cinnovex, Rebif and Recigen) develop more slowly and with less preval ence.

o /

Sampling Condition

+ Blood sample needed, for more information please contact us

/QualityControI \ /Application \

Functionality tested in Real-time PCR for + NADbassay for MSpatients .
specificity, sensitivity and reproducibility for * BAD assay for MS patients (Binding Antibody
each primer sets using different Human cell assay)

lines.

- AN /

481368 description \

Evaluation of NAb Assay with expression analysis of 8 genes:

1- IFNb
2- MxA
3- CASP3
4- CASP8
5- JAK1
6- STAT1
7-1L8

8- p27

o )




#S1369 Bioability assay of IFN beta

Gioability Assay of |FN beta \

Interferons are cytokines that mediate antiviral, antiproliferative and immunomodulatory activities.
Interferon beta (IFN beta) is an effective therapeutic option for Multiple Sclerosis (MS) patients. The
activity of IFN beta correlated significantly with some mRNA expression such as MxA, Casp3, I1L8, JAK1,
STAT1 and....

- /

Sampling Condition

4+ Blood sample needed, for more information please contact us

/Quality Control \ /Application \

Functiondity tested in Rea-time PCR for <+ Bioability assay of IFN betafor Multiple
specificity, sensitivity and reproducibility for Sclerosis patients

each primer sets using different Human cell

lines.

- AN /

@136 description \

Evaluation of bioability Assay of IFNb with expression
analysis of 11 genes:

1- IFNb
2- MxA
3- CASP3
4- CASP8
5-JAK1
6- STAT1
7-1L8

8- p27

9- VEGF
10- MYC

\11— TNFR /




#S1370 BCR-ABL qualitative assay
#S1374 BCR-ABL quantitative assay

ACR-ABL or Philadelphia (Ph) chromosome \

Philadel phia chromosome or Philadelphia trandocation is a specific chromosomal abnormality that is
associated with chronic myelogenous leukemia (CML). It is the result of a reciprocal trandocation
between chromosome 9 and 22, and is specificaly designated t(9;22)(g34;q11). The presence of this
trangdocation is a highly sensitive test for CML, since 95% of people with CML have this abnormality.
The result of the translocation is the oncogenic BCR-ABL gene fusion, located on the shorter derivative
22 chromosome. This gene encodes the Ber-abl fusion protein. Depending on the precise location of the
fusion the molecular weight of the protein can range from 190 to 230 kDa. For this reason ber-abl is
sometimes called p190, p210 or p230. Identification of the transcript (p190, p210 or p230) does not reveal
the type of junction but this information is very important for classification of patientsin clinical trials.
Most identification kits do not explore p230 transcripts and are unable to determine exotic breakpoints.
We have thus developed a clinical molecular diagnosis assay based on RT-PCR, able to identify al types
\ofthe BCR-ABL transcripts and characterize all of the possible transcript junctions in a rapid and prechse/

manner

Sampling Condition
4+ Bone marrow or blood sample needed, for more information please contact us.

/Quality Control \ / Application \

Identification of p190 transcripts
Identification of 3 types p210 transcripts
Identification of p230 transcripts
Identification of p203 transcripts
Identification of type of junction(s) at the
sametime

- N /
~

#S1370 and #S1374 description

Functionality tested in Real-time PCR for
specificity, sensitivity and reproducibility for
each primer sets using hematopoietic cell
lines.

s

+ Diagnosis of CML based on detection of the Philadelphia (Ph) chromosome or the BCR-ABL gene by
3 sense primers and 1 reverse primer

+ Characterization of al types (6 types) of BCR-ABL transcripts with Real-time PCR in two qualitative
and quantitative steps.

+ The quantitative method determinesratio of BCR-ABL Vs ABL or GusB genes.

/




#51371 PML-RARA assay

,/P}\/I L-RARA \

Acute promyelocytic leukemia (APL) is a subtype of Acute myelocytic leukemia (AML) in which there is
an overabundance of immature blood cells called “promyelocytes’ and deficiency in mature white blood
cells. 90% of APL patients consist of PML-RARA and RARA-PML type accounts for ~10% of all cases.
The disease is characterized by severe bleeding and defective coagulation (blood clotting). APL is
associated with an exchange of DNA from chromosome 15 and chromosome 17, creating a fusion gene
PML-RARA that is a transcriptiona repressor. RARA breakpoints always occur in intron 2. Depending on
the location of breakpoints within the PML dite, intron 6, exon 6 and intron 3, the respective PML-RARa
transcript subtypes referred to as long (L or berl), variant (V or ber2) and short (S or ber3), may be formed.
Here we used a technique based on PCR to develop a diagnostic test for APL based on detection of all types
\\PM L-RARA fusion transcripts Vs ABL control gene. /’

Sampling Condition

<+ Bone marrow or blood sample needed, for more information please contact us

4 -
Quality Control Application
Functiondity tested in Red-time PCR for 4+ Diagnosis of acute promyelocytic leukaemia
specificity, sensitivity and reproducibility for 4+ Detection of PML-RARA fusion transcripts
each primer sets using hematopoietic cdl lines. (PML-BCR1, PML-BCR2, PML-BCR3).

#S1371 description

+ APL specific PCR based on the detection of PML-RARA fusion transcripts by 3 forward primers and 1
reverse primer

£ Characterization of all types (3 types) of PML-RARA transcripts with PCR in a qualitative method.

Type Relative frequency
PML-BCR1 ~55%
PML-BCR2 ~5%

PML-BCR3 ~40%




#S1372 HER-2, ESR1 and PGR assay

/H ER-2/ESRUPGR \

[

The development of optimized therapy strategies against malignant tumors is critically dependent on the
assessment of tissue-based biomarkers in routine diagnostic tissue samples. NanoCinna uses RT-PCR
based on Carcinnotype assay to determine the RNA expression of the receptor genes below. These results

may differ from ESR1, PGR, or HER2 results reported using other methods.
ESR1 score: <6.5 as negative, >=6.5 as positive

PGR score: <5.5 as hegative, >=5.5 as positive
Her2 score: <10.7 as negative, equivocal range from 10.7 to 11.4 units and >=11.5 as positive

o /

Sampling Condition

Paraffin-embedded, formalin-fixed breast cancer tissue block at 20-25°C needed. Only tissue that is

clearly carcinoma (established by histological criteria) should be tested, for more information please
contact us.

Quiality Control Application

Functionality tested in Real-time PCR for Quantification of HER-2, ESR1 and PGR
specificity, senditivity and reproducibility for expression

primer set using Breast cancer cell lines and

samples.

#S1372 description R

+ Target genes. HER-2, ESR1 and PGR
+ Reference genes: ACTB, GAPDH, GUS, RPLPO, and TFRC




#S51375 Chemotherapy resistance assay

Chemotherapy Resistance

The development of drug-resistant cancers is considered to be the most significant obstacle to the cure of cancer
today. Nearly half of al patients with cancer suffer from tumors that are intrinsically resistant to chemotherapy, and
most of the remaining half devel ops drug resistance during the course of their treatment.

Chemotherapy resistance occurs when the cancer cells are resisting the effects of the chemotherapy. Y ou may hear
statements like the "cancer chemotherapy failed." If a cancer becomes resistant to one drug or group of drugs, it is
more likely that the cancer may be resistant to other drugs. This is why it is very important to select the best
possible treatment protocol first. In other words, when treating cancer, one should use the best weapon when there
isthe smallest possibility of chemotherapy resistance.

There are several possible reasons for chemotherapy resistance:

Large number of malignant cells
Proliferation status and cell cycle phase
Ability to repair damage and/or respond to stress
Deficient cell death mechanisms
Use of agents that modify the response, e.g., radical
scavengers
Use of antagonistic combinations of drugs
Intrinsic and acquired resistance to cytotoxic drugs

Sampling Condition
Fresh or snap-frozen tumor and its tumor borderline are needed, for more information please contact us

/Quality Control Application h
Functionality tested in Read-time PCR for + Evaluation of Chemotherapy sensitivityof 3
specificity, senditivity and reproducibility for types p210 transcripts

each primer sets using different cell lines, Breast
cancer samples and Colon cancer tissues.

- /
(@SB?O and #S1374 description \

NanoCinna evaluates the chemotherapy resistante with expression analysis of 30 genes:
ATM NFkB SOD1 CASP3
BRCA1 VEGF GPX1 CASP9
BAX p21 CCND1 CASP7
BCL2 p27 ERCC1 BIRCS
BCLxL EGR1 CHK2 TP53
AlF TOP2A TOP1 CytoC
ABCB1 ABCC1 ABCA2 ABCG2

\\ MMP9 GSTP1 /




#S1376 Radiotherapy resistance assay

Radiotherapy Resistance

Individualized cancer treatment has been an attractive concept since the beginning of cancer research. Despite
advances in treatment, cancer remains the 2nd most common cause of death in many countries. Radiotherapy is a
common treatment strategy used for the local control of many malignant disorders, including breast cancer, with
40% to 60% of all cancer patients receiving radiation treatment. In addition, radiotherapy is used with potentially
curative intent for some early-stage cancers (e.g., laryngeal squamous cell carcinoma). The induction of DNA
damage is probably one of the most crucial events after irradiation of cells. In thisregard, ionizing radiation triggers
a wide array of lesions including base damage, single-strand breaks, and, notably, double-strand breaks (DSB).
Whereas most of the induced damage is quickly repaired, DSB repair is slow and unrepaired DSBs are important for
the final induction of cell death. While the radiotherapy is efficient therapy, but in some patients a few tumor cells
become resistant to radiation and go on to cause relapse and metastasis. Moreover, radiotherapy is associated with
many unpleasant side effects. Also, multiple laboratories have shown that EGFR is rapidly activated in response to
the irradiation of multiple tumor cell types in vitro (Willers and Held 2006; Bentzen et al. 2005; Astsaturov et al.
2006; Chinnaiyan et al. 2006; Kim et al. 2006; Kavanagh et a. 1995; Balaban et al. 1996). Low-dose, clinically
relevant radiation exposure (~2 Gy) activates EGFR, and by heterodimerization, other members of the EGFR family
(EGFR2, EGFR3, EGFR4); thus, although the irradiation of cells causes death, it also can enhance proliferation in
the surviving fraction of cells and promote long-term resistance to multiple cytotoxic stresses.

NanoCinna introduces an experiment to expression analysis of 20 genes to find probability of resistance to
radiotherapy.

N
Sampling Condition
Fresh or snap-frozen tumor and its tumor borderline are needed, for more information please contact us
/
/Quality Control Application h
Functionality tested in Real-time PCR for 4 Evauation of Radiotherapy sensitivity

specificity, sengitivity and reproducibility for
each primer sets using different cell lines, Breast
cancer samples and Colon cancer tissues.

\

/
@SlB?G description \

NanoCinna eval uates the Radiotherapy resistance with expression analysis of 20 genes:
AlF ATR CHK1
ATM CASP3 NFkB
BAX CASP7 p21
BCL2 BIRC5 CCND1
BCLxL TP53 EGR1
BRCA1 CASP9 VEGF

\ CHK2 ERCC1 /




#S1373 Paclitaxel resistance test

@clitaxel resistance test \

[ \
Paclitaxel (Taxol or Onxa as trade name) is a mitotic inhibitor used in cancer chemotherapy. It is approved by
the Food and Drug Administration (FDA) to treat ovarian and breast cancer, and AlDS-related Kaposi sarcoma.
It is also approved to be used together with a drug called cisplatin to treat advanced ovarian cancer and non-
small cell lung cancer (NSCLC). Previous research had identified six genes as likely candidates for affecting the
response of paclitaxel. In that study, the researchers examined the effects of 829 genes in triple-negative breast
cancer cells in the laboratory. Triple-negative tumours lack oestrogen receptor, progesterone receptor, and
human epidermal growth factor receptor-2 (HER2), and this type of tumour is associated with a particularly
poor treatment outlook if there isresidual disease after chemotherapy. Based on the results of their analyses, the
researchers selected four genes with roles in cell division (BUB1B, CDC2, AURKB, and TTK) and two genes
with roles in metabolism (breakdown) of a compound that promotes cell death (UGCG and COL4A3BP). The
test they developed involved measuring the difference in activity of the two groups of genes, which they called
the “paclitaxel response metagene’. Also the researcher demonstrate that down-regulation of BRCA1 reduces
the mitotic index and triggers premature cyclin B1 degradation and decrease in Cdk1 activity following
paclitaxel treatment, suggesting that BRCA1 down-regulation results in precocious inactivation of the spindle
checkpoin and Confers Paclitaxel Resistance. in the other hand overexpression of the RIl1-tubulin isotype has

\ been associated with paclitaxel resistance in a number of cancer cell lines and in tumors, but the mechanism of |

\ resistance has remained unclear.

Sampling Condition

Fresh or snap-frozen tumor and its tumor borderline are needed, for more information please contact us

@ N

Quality Control Application

Functionality tested in Rea-time PCR for + Paclitaxel resistance assay by expression
specificity, sensitivity and reproducibility for analysis of selected genes from fresh or snap-
each primer sets using different cell lines, Breast frozen tumor samples versus fresh or snap-
cancer samples and Colon cancer tissues. frozen tumor borderline.

\

,481373 description

Evaluation of resistance to Paclitaxel with expression analysis of 10 genes:

/
1- Bl tubulin
2- BRCA1
3-TP53
4- CASP3
5- BUB1B
6- CDC2
7- AURKB

8-TTK
« 9- UGCG »

\ 10- COL4A3BP /




#S1377 Targeted therapy assay #S1378 Her2/EpCAM and EGFR assay

#S1379 c-KIT and PDGFR assay #51380 SRC assay
#S1381 EML4-ALK assay #S51382 VEGF and VEGFR assay
Targeted Therapy Assay

The limitations of chemotherapy, radiotherapy, and surgery are apparent and have been the impetus for developing
targeted therapies. Targeted therapy is a type of medication that blocks the growth of cancer cells by interfering with
specific targeted molecules needed for carcinogenesis and tumor growth, rather than by simply interfering with
rapidly dividing cells (e.g. with traditional chemotherapy). Targeted drugs are active as single agents for the treatment
of cancer and offer the opportunity to reverse resistance to chemotherapy and hormonal therapy. Targeted therapies
have been established for the treatment of advanced cancers and are now demonstrating benefit in the adjuvant arena.
The main categories of targeted therapy are small molecules and monoclonal antibodies. Listed below are a number
of targets for these drugs:

HER2/neu Trastuzumab EGFR and HER2/neu Afatinib, Lapatinib, Neratinib

EpCAM Catumaxomab, Edrecolomab C-kit and PDGFR Ax't'n'b.’ Pazopanib, Sunitinib, Sorafenib,
Toceranib

ErbB (HERLor EGFR) | CEWXimab, Panitumumab, FLT3 Lestaurtinib

Erlotinib, Gefitinib, Vandetanib

Axitinib, Cediranib, Pazopanib, Regorafenib,

VG A Bevacizumab YEEEs Semaxanib, Sorafenib, Sunitinib, Toceranib,

Ibritumomab, Ofatumumab,

CD20 Rituximab, Tositumomab ber-abl Dasatinib, Imatinib, Nilotinib
CD52 Alemtuzumab Src Bosutinib

CD33 Gemtuzumab Janus kinase 2 Lestaurtinib

EML4-ALK Crizotinib

Sampling Condition

Fresh or snap-frozen tumor and its tumor borderline are needed, for more information please contact us

Quality Control Application

Fresh or snap-frozen tumor and its tumor borderline 4+ Evaluation of Radiotherapy sensitivity
are needed, for more information please contact us

#S1377 description

NanoCinna eval uates the Targeted therapy for Breast tumor with expression anaysis of 8 genes:

Her2/neu, EGFR, VEGF, FLT3, PDGFR, SRC, EML4-ALK, c-KIT, VEGFR2, EpCAM




#S1361  invitro apoptosis assay

#S51362  in vitro angiogenesis assay

#S1363  invitro EGFR signaling assay

#S1364  invitro toxicity assay

#S1365  invitro carcinogenicity assay

#S1366  invitro assay by your interest genes
Application

Plant extract bioassay

Chemical compound bioassay
Recombinant protein bioassay

Drug toxicity assay

Plant extract toxicity assay

Chemical compound toxicity assay

Plant extract carcinogenicity assay
Chemical comnound carcinoaenicitv assav

/

) C o

#S1361 description

Evaluation of apoptosis by Apoptosis RT Array™ Kkit.
Select your interest genes and cell lines.

Cell line set: Cancerous epithelial cell lines,
Cancerous hematopoietic cell lines, and embryo cell
lines

-

~

/

/ #S51363 description

Evauation of EGFR signaling by EGFR RT Array™
kit. Select your interest genes and cell lines.

Cell line set: Cancerous epithelial cell lines,
Cancerous hematopoietic cell lines, and embryo cell
lines

-

\

/

/ #S51365 description

Evaluation of carcinogenicity by  human
Carcinogenicity RT Array™ kit. Select your interest
genes and cell lines.

Cell line set: Cancerous epithelial cell lines,
Cancerous hematopoietic cell lines, and embryo cell

\\Iines

/

/Quality Control \

Functionality tested in Real-time PCR for
specificity, sensitivity and reproducibility for
each primer sets using different Breast, Prostate,
Colon and Leukemiacdll lines.

- /

#S1362 description
Evaluation of angiogenesis by Angiogenesis RT
Array™ kit. Select your interest genes and cell
lines.
Cell line set: Cancerous epithelial cell lines,
Cancerous hematopoietic cell lines, and embryo

\\cell lines

/ #51364 description

Evaluation of toxicity by Toxicity RT Array™ Kkit.
Select your interest genes and cell lines.

Cell line set: Cancerous epithelial cell lines,
Cancerous hematopoietic cell lines, and embryo
cell lines

f #S51366 description

Bioassay of your compounds by Real-time PCR
study using your interest genes. Select your interest
genesand cell lines.

Cell line set: Cancerous epithelial cell lines,
Cancerous hematopoietic cell lines, and embryo
cell lines

N




@mer description: \

NanoCinna primers are suitable for Rea -time PCR relative quantification. While these primers can be
used as independent, these are adopted for array form use. Each catalog number including 2 specific
primersfor one gene. The following protocol is recommended for al primers.
N\ N\ A
Protocol for all primers Program 2 steps Program 3steps
Prepare Mix on ice: 1cycle 1cycle
Real-time PCR Mix X 95°C  15min 95°C 15min
Primer Mix  1/10 of volume
cDNA 100-500ng 40- 50 cycles 40- 50 cycles
dH,0 to desired total 95°C  20-25 sec 95°C  20-25 sec
60°C  30-35sec 60°C  20-25 sec
\ J \ J \ J/
+, #PR1401 10X 200 60
+, + #PR1402 10X 200 60
+, #PR1403 10X 200 60
+, #PR1404 10X 200 60
-+ #PR1405 10X 200 60
b #PR1406 10X 200 60
- #PR1407 10X 200 60
- #PR1408 10X 200 60
0 #PR1409 10X 200 60
# #PR1410 10X 200 60
#PR1411 10X 200 60
#PR1412 10X 200 60
- #PR1413 10X 200 60
-1 #PR1414 10X 200 60
21 + #PR1415 10X 200 60
+ #PR1416 10X 200 60
+ #PR1417 10X 200 60
+ #PR1418 10X 200 60
+ . #PR1419 10X 200 60
+ #PR1420 10X 200 60
+ 3 #PR1421 10X 200 60
+0 #PR1422 10X 200 60
+" 3C #PR1423 10X 200 60
+(! #PR1424 10X 200 60




"#%,

+.1, #PR1425 10X 200 60
+.1, #PR1426 10X 200 60
+#. 0 #PR1427 10X 200 60
+1 / #PR1428 10X 200 60
+1, #PR1429 10X 200 60
+1, #PR1430 10X 200 60
+1 4 #PR1431 10X 200 60
+1 40 #PR1432 10X 200 60
+2+ + #PR1433 10X 200 60
, 4 #PR1434 10X 200 60
, 4 #PR1435 10X 200 60
4 #PR1436 | 10X 200 60
, 4 #PR1437 10X 200 60
, 4 #PR1438 10X 200 60
, 5 #PR1439 10X 200 60
, 5 #PR1440 10X 200 60
BT #PR1441 10X 200 60
o B #PR1442 10X 200 60
: #PR1443 10X 200 60
) #PR1444 10X 200 60
, #PR1445 | 10X 200 60
, #PR1446 | 10X 200 60

#PR1447 10X 200 60
: #PR1448 | 10X 200 60
, #PR1449 | 10X 200 60

#PR1450 10X 200 60
) #PR1451 10X 200 60
) #PR1452 10X 200 60
) #PR1453 10X 200 60
"6 .- #PR1454 10X 200 60
"6 7, #PR1455 10X 200 60
, 80 #PR1456 10X 200 60
,80 #PR1457 10X 200 60
,80 + #PR1458 10X 200 60
,83 #PR1459 10X 200 60




"#%,

,-40 #PR1460 | 10X 200 60
3,0 #PR1461 | 10X 200 60
,3,1 #PR1462 | 10X 200 60
7,6 #PR1463 | 10X 200 60
1 #PR1464 | 10X 200 60
: #PR1465 | 10X 200 60
: #PR1466 | 10X 200 60
/1 #PR1467 | 10X 200 60

1 #PR1468 | 10X 200 60
# 8 #PR1469 | 10X 200 60
' 9 #PR1470 | 10X 200 60
L #PR1471 | 10X 200 60
S 14+ #PR1472 | 10X 200 60
1, #PR1473 | 10X 200 60
‘1, #PR1474 | 10X 200 60
‘1 #PR1475 | 10X 200 60
-1 #PR1476 | 10X 200 60
S 41 #PR1477 | 10X 200 60
S 41 #PR1478 | 10X 200 60
/ #PR1479 | 10X 200 60
| #,, #PR1480 | 10X 200 60
/I 4 #PR1481 | 10X 200 60
/ 40 #PR1482 | 10X 200 60
| 40 #PR1483 | 10X 200 60
I/ #PR1484 | 10X 200 60
/0. #PR1485 | 10X 200 60
/838 #PR1486 | 10X 200 60
#PR1487 | 10X 200 60

#PR1488 10X 200 60

3 #PR1489 | 10X 200 60
1+ #PR1490 | 10X 200 60
4 #PR1491 | 10X 200 60
4 #PR1492 | 10X 200 60
24+ #PR1493 | 10X 200 60
; #PR1494 | 10X 200 60




"#%,

, + #PR1495 | 10X 200 60
/3 #PR1496 | 10X 200 60

1 #PR1497 10X 200 60
-1 #PR1498 | 10X 200 60
/ #PR1499 | 10X 200 60
4 #PR1500 | 10X 200 60
4 #PR1501 | 10X 200 60
-1 #PR1502 | 10X 200 60
J# #PR1503 | 10X 200 60
1#) #PR1504 | 10X 200 60
11 #PR1505 | 10X 200 60
0 #PR1506 | 10X 200 60
0 #PR1507 | 10X 200 60
0 #PR1508 | 10X 200 60
- #PR1509 | 10X 200 60
-+ #PR1510 | 10X 200 60
< #PR1511 | 10X 200 60
#PR1512 | 10X 200 60

. #PR1513 | 10X 200 60
44 #PR1514 | 10X 200 60
14 #PR1515 | 10X 200 60
14 #PR1516 | 10X 200 60
#PR1517 | 10X 200 60

0 #PR1518 | 10X 200 60
#PR1519 | 10X 200 60

#PR1520 | 10X 200 60

#PR1521 | 10X 200 60

#PR1522 | 10X 200 60

4 #PR1523 | 10X 200 60
4 #PR1524 | 10X 200 60
4 #PR1525 | 10X 200 60
- #PR1526 | 10X 200 60
- #PR1527 | 10X 200 60

1 -81 #PR1528 | 10X 200 60
x #PR1529 | 10X 200 60




"#%,

= #PR1530 10X 200 60
7+0 #PR1531 10X 200 60
#l + #PR1532 10X 200 60
#8-, #PR1533 10X 200 60
# = #PR1534 10X 200 60
#PR1535 10X 200 60

#PR1536 10X 200 60

. #PR1537 10X 200 60

1 #PR1538 10X 200 60
 # #PR1539 10X 200 60
/ #PR1540 10X 200 60

/1 #PR1541 10X 200 60

1 #PR1542 10X 200 60

: #PR1543 10X 200 60
# #PR1544 10X 200 60
02 #PR1545 10X 200 60
021 #PR1546 10X 200 60
- H# #PR1547 10X 200 60
1 #PR1548 10X 200 60
1 #PR1549 10X 200 60
1 #PR1550 10X 200 60
1 #PR1551 10X 200 60
1 #PR1552 10X 200 60
1 #PR1553 10X 200 60
108 #PR1554 10X 200 60
4 #PR1555 10X 200 60
4 -+ #PR1556 10X 200 60
4,2+: #PR1557 10X 200 60
41 #+ #PR1558 10X 200 60
4 " #PR1559 10X 200 60
48 #PR1560 10X 200 60
a1, #PR1561 10X 200 60
4 - #PR1562 10X 200 60
4 #PR1563 10X 200 60
-1/ #PR1564 10X 200 60




"#%,

-/1, #PR1565 10X 200 60
- #PR1566 10X 200 60
- /+ #PR1567 10X 200 60
- /+ #PR1568 10X 200 60
- #PR1569 10X 200 60
- #PR1570 10X 200 60
- #PR1571 10X 200 60
-. #PR1572 10X 200 60
-#/ #PR1573 10X 200 60
-#/1 #PR1574 10X 200 60
-8 #PR1575 10X 200 60
-8 #PR1576 10X 200 60
- #PR1577 10X 200 60
- #PR1578 10X 200 60
-1 #PR1579 10X 200 60
-1/ #PR1580 10X 200 60
-1/ #PR1581 10X 200 60
-1.0 #PR1582 10X 200 60
-4, #PR1583 10X 200 60
-- #PR1584 10X 200 60
-2++ #PR1585 10X 200 60
-*1 9 #PR1586 10X 200 60
-> 4 #PR1587 10X 200 60
- 3tt. #PR1588 10X 200 60
2, #PR1589 10X 200 60
5./ #PR1590 10X 200 60
5./ #PR1591 10X 200 60
5. /1 #PR1592 10X 200 60
> #PR1593 10X 200 60
> #PR1594 10X 200 60
3/ #PR1595 10X 200 60
3. #PR1596 10X X 200 60
3 #PR1597 10X 200 60
3, #PR1598 10X 200 60
31,, #PR1599 10X 200 60
31, , #PR1600 10X 200 60
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