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PRIMARY ANTIBODIES

MONOCLONAI.ST

DESIGNED BY RESEARCHERS FOR RESEARCHERS

~ POLYCLONALS 2

N

Precise. Accurate.Targeted.

PrecisA Monoclonals™ are mouse monoclonal primary antibodies
developed against a number of carefully selected targets. Clones are
selected to recognize only unique non-overlapping epitopes and isotypes.
Available as 25 pL and 100 pL unit size.

Atlas Antibodies Advanced Polyclonals.

Triple A Polyclonals™ are rabbit polyclonal primary antibodies developed
within the Human Protein Atlas project. IHC characterization data from
44 normal and 20 cancer tissues is available on the Human Protein Atlas
portal. Available as 25 pL and 100 pL unit size.

CONTROL ANTIGENS

PrEST Antigens

PrEST Antigens™ are the immunogens used for the generation of
Triple A Polyclonals and PrecisA Monoclonals, for use as blocking agents
and positive assay controls together with the corresponding antibody.
The protein-specific PrEST sequences are designed to have a sequence
identity as low as possible to other human proteins. The product
numbers of PrEST control antigens start with "APrEST” and they are
specified on the product pages for all antibodies under “related products”.



ENHANCED VALIDATION

Enhanced
Q Validation )
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At Atlas Antibodies, we extensively validate our antibodies in IHC,
WB, and ICC-IF. Enhanced Validation is performed as an additional
layer of security in an application and context-specific manner.

Enhanced validation offers increased security of antibody specificity
in a defined context.

This is ensured by using the ideal validation method for each
combination of protein, sample, and application. Enhanced
Validation follows the guidelines proposed by the International
Working Group for Antibody Validation (IWGAV).

RECOMBINANT EXPRESSION VALIDATION
The antibody binding is verified using and over-expressed or
tagged version of the target protein.

ORTHOGONAL VALIDATION
The antibody is validated by comparing the results with a non-
antibody based method across multiple samples.

VALIDATION BY INDEPENDENT ANTIBODIES
The antibody specificity is demonstrated by comparing two
antibodies targeting different regions of the same protein.

GENETIC VALIDATION
Antibody specificity is confirmed by downregulating the target
protein at a genetic level using siRNA.

MIGRATION CAPTURE MS VALIDATION

The staining pattern and the protein size detected by the antibody
is compared with results obtained by a capture Mass Spectrometry
(MS) method.

LEARN MORE ABOUT
ENHANCED VALIDATION


https://www.atlasantibodies.com/resources/antibody-applications/antibody-validation/enhanced-validation/

THE HUMAN PROTEIN ATLAS
.

The Human Protein Atlas is a Swedish-based program initiated in 2003 with
the aim to map all the human proteins in cells, tissues and organs using an
integration of various omics technologies, including antibody-based imaging,
mass spectrometry-based proteomics, transcriptomics and systems biology.
All the data in the knowledge resource is open access to allow scientists both
in academia and industry to freely access the data for exploration of the human
proteome.

The Human Protein Atlas consists of six separate parts, each focusing on a
particular aspect of the genome-wide analysis of human proteins:

The Tissue Atlas shows the distribution of proteins across all major tissues and
organs in the human body.

The Cell Atlas shows the subcellular localization of proteins in single cells.

The Pathology Atlas shows the impact of protein levels for survival of patients
with cancer.

The Brain Atlas explores the protein expression in the mammalian brain by
integration of data from three mammalian species: human, pig and mouse.

The Blood Atlas shows the cell types and proteome of human blood.

The Single Cell Type Atlas contains single cell RNA sequencing data and
immunohistochemically stained sections from 13 different human tissues.

LEARN MORE ABOUT
THE HUMAN PROTEIN ATLAS


https://www.atlasantibodies.com/resources/human-protein-atlas/

Unfavorable and favorable genes

Created by the Human Protein
Atlas

The Human Protein Atlas project,
is an integration of antibody-
based imaging, proteomics, and
transcriptomics with the aim of
mapping all the human proteins in
cells, tissues and organs.

Our Triple A Polyclonals are
developed within the Human
Protein Atlas project (proteinatlas.
org), and are affinity-purified,
reproducible,  selective, and
specific for their target proteins
through an enhanced validation
process.

The Pathology Atlas

The Pathology Atlas contains
mRNA and protein expression data
from 17 different forms of human
cancer. Correlation analyses
based on mMRNA expression levels
of human genes in cancer tissue
and the clinical outcome for almost

8000 cancer patients is presented
in a gene-centric manner, including
more than 18000 Kaplan-Meier
plots with high significance
(p<0.001).

Analysis of each protein and

its corresponding cancer
type in patients, using
immunohistochemistry (IHC)
analysis based on tissue

microarrays (TMAS), is presented
for a majority of the protein-coding
genes.

Correlation analysis and
prognostic genes

Correlation analysis resulted in
more than 10,000 prognostic
genes. The number of prognostic
genes with regard to cancer type
and association with the favorable
or unfavorable clinical outcome
are summarized in the schematic
below.

All transcriptomics data has been
retrieved from the Cancer Genome
Atlas and all proteomics data has
been generated in-house using
the same antibodies as in protein
expression profiling in normal
human tissues.

A gene is considered prognostic
if correlation analysis of gene
expression and clinical outcome
resulted in Kaplan-Meier plots
with high significance (p<0.001).
A gene may be prognostic in more
than one cancer type.

This catalog, based on the
Pathology Atlas, contains
a selection of our Triple A
Polyclonals antibodies that
are suitable markers for 17
human cancer types.

For unfavorable genes, higher
relative expression levels at
diagnosis give significantly lower
overall survival for patients.

For favorable genes, higher
relative expression levels at
diagnosis give significantly higher
overall survival for patients.

The schematic on the left, from
The Pathology Atlas, shows
the number of unfavorable and
favorable genes for 17 human
cancer types.

To explore the full atlas visit The
Human Protein Atlas webpage at
proteinatlas.org.



Breast cancer

Breast cancer is the most common
invasive cancer form in women
worldwide and the leading cause
of cancer-related mortality in
women. The global age-adjusted
incidence rate for breast cancer is
124 per 100,000 women per year.

Male breast cancer is exceedingly
rare and accounts for around 1% of
cases. Although the rate of breast
cancer diagnosis increased during
the 1990's, it has decreased since
the year 2000 and the overall
breast cancer death rate has
dropped steadily in the western
world.

The majority of breast cancers
develop sporadically, but for 5-10%
of patients there is a hereditary
component. The most well known
genes associated with increased
breast cancer risk are BRCA1 and
BRCA2. Women with abnormal
BRCA1 or BRCA2 experience
up to 60% risk to develop breast
cancer by the age of 90.

Figure 1. Immunohistochemistry using the anti-
PGK1 (HPA045385) antibody on breast duct
carcinoma (female, age 61) shows a moderate
cytoplasmic/nuclear staining of tumor cells, in

brown.

Other risk factors include early
menarche and late menopause.
Pregnancy has been reported to
decrease risk, probably due to the
changes in breast tissue.

Breast cancer forms in tissues
of the breast, usually the ducts
(tubes that carry milk to the
nipple) and lobules (glands where
the milk is produced). Based on
the presumed site of origin and
morphology, breast cancer is
broadly classified as ductal or
lobular cancers.

cells, in brown.

The transcriptome analysis shows
that 72% (n=14227) of all human
genes (n=19670) are expressed in
breast cancer.

158 genes show some level of
elevated expression in breast
cancer compared to other cancers

There are 210 genes associated
with unfavorable prognosis in
breast cancer.

There are 367 genes associated
with favorable prognosis in breast
cancer.

Data collected from 1075 patients
(1063 females and 12 males).

The most significant genes related
to unfavorable and favorable
prognosis are listed in Tables 1
and 2.

Figure 2. Immunohistochemistry using the anti-
TPD52 (HPA062167) antibody on breast duct
carcinoma (female, age 62) shows a moderate
cytoplasmic/membranous staining of tumor



Table 1. Top genes with highest significance associated with unfavorable prognosis in breast cancer.

Product Name Alternative Gene Names Product ID Validated Applications AIITET S0, (G
mouse / rat
Anti-ATG4A APG4A, AUTL2 HPA064759 WB, ICC-IF 91% / 88%

s |- oomme  |woweicor  aoms

Table 2. Top genes with highest significance associated with favorable prognosis in breast cancer

Product Name Alternative Gene Names Product ID Validated Applications AN (R
mouse / rat
Anti-APOBEC3D APOBEC3E, ARP6 HPA055116 IHC 37% / 33%

* Products with enhanced validation for indicated application



Cervical cancer

Cervical cancer is the third most
common type of cancer in women
worldwide. The survival rate varies
greatly depending on the cancer
stage.

With treatment at the earlier
stages, survival rates are much
higher:

- 80 to 90% of women with stage |
- 50 to 65% of women with stage |l
are alive 5 years after diagnosis.
However, survival rates falls
significantly at late stages:

- 25 to 35% of women with stage
1

- 15% or lower of women with
stage IV are alive after 5 years
after diagnosis.

Figure 3.

cells, in brown.

Immunohistochemistry using the
anti-PON2 antibody (HPA029193) on cervix
adenocarcinoma (female, age 44) shows a
moderate cytoplasmic/nuclear staining of tumor

Two strains of Human Papilloma
Virus (HPV), that can spread
through sexual intercourse, are
the cause of nearly all cervical
cancers.

Risk factors include having sex
at an early age, multiple sexual
partners, smoking and poor
socio-economic  status. There
is an approved vaccine for the
prevention of HPV infection.

Most cervical cancers are
squamous cell carcinomas
originating from the squamous
epithelium of the distal portion of
the cervix.

Cancers arising from the columnar
cells in the endocervical channel
(defined as adenocarcinomas) are
more rare.

The transcriptome analysis shows
that 71% (n=14005) of all human
genes (n=19670) are expressed in
cervical cancer.

108 genes show some level of
elevated expression in cervical
cancer compared to other cancers

There are 223 genes associated
with unfavorable prognosis in
cervical cancer.

There are 501 genes associated
with favorable prognosis in cervical
cancetr.

Data collected from 291 patients
with squamous cell carcinoma or
adenocarcinoma.

The most significant genes related
to unfavorable and favorable
prognosis are listed in Tables 3
and 4.
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Figure 4. Western blot analysis using the
anti-EAF2 antibody (HPA008411) in control
(vector only transfected HEK293T lysate) and
EAF2 over-expression lysate (Co-expressed

with a C-terminal myc-DDK tag (~3.1 kDa) in
mammalian HEK293T cells, LY413036).



Table 3. Top genes with highest significance associated with unfavorable prognosis in cervical cancer

Product Name Alternative Gene Names Product ID Validated Applications AR S, (6l
mouse / rat
Anti-AIG1 AIG-1, dJ95L4.1, FLJ10485 HPA060766 IHC, ICC-IF 100% / 100%
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Table 4. Top genes with highest significance associated with favorable prognosis in cervical cancer.

Product Name Alternative Gene Names Product ID Validated Applications Al (R
mouse / rat
Anti-AKR1A1 ALR, DD3 HPA019649 IHC, WB*, ICC-IF 94% | 94%

aroua - wswsm  wcuwercor  menow

* Products with enhanced validation for indicated application
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Colorectal cancer

Colorectal cancer is the third most
common cancer in the world and
the fifth leading cause of cancer-
related mortality.

Environmental factors, including
meatconsumption, are contributing
risk factors. The overall mortality is
approximately 50%.

The surgical stage at diagnosis
is the most important factor
for predicting prognosis and
the survival rate varies greatly
depending on the stage. The
5-year survival rate is more than
90% for stage | and less than
10% for stage IV. Most colorectal
cancer cases are detected at an
advanced stage. Bleeding and
hematochezia are two of the most
common symptoms associated
with rectal lesions.

Colorectal cancer is considered
to originate from normal colon
epithelium that develops into
precursor lesions termed
adenomas that subsequently may
progress to invasive colorectal
adenocarcinomas with metastatic
potential.

Depending on the origin site,
colorectal cancer is divided into
two subtypes:

- COAD: colon adenocarcinomas
- READ: rectum adenocarcinomas.

The transcriptome analysis shows
that 69% (n=13488) of all human
genes (n=19670) are expressed in
colorectal cancer.

170 genes show some level of
elevated expression in colorectal
cancer compared to other cancers

There are 243 genes associated
with unfavorable prognosis in
colorectal cancer.

There are 352 genes associated
with ~ favorable prognosis in
colorectal cancer.

Data collected from 597 patients in
total:

438 COAD (204 females and 234
males) and

159 READ (71 females and 88
males).

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 5 and 6.

Figure 6 Immunofluorescent staining of human
cell line U-2 OS using the anti-RBM3 antibody
(HPA003624) shows localization to nucleoplasm,
in green. Microtubules are shown in red.

Figure 5. Immunohistochemistry
using the anti-LRCH4 antibody
(HPAO37668) on colon
adenocarcinoma (female, age 67)
shows a moderate cytoplasmic/
membranous staining of tumor
cells, in brown.

11



Table 5. Top genes with highest significance associated with unfavorable prognosis in colorectal cancer.

Product Name Alternative Gene Names Product ID Validated Applications AIITET S0, (G
mouse / rat
Anti-ARHGAP4 p115, RhoGAP4, SIGAP4 HPA001012 IHC*, WB 70% / 72%

e |- won  wowe  werow

Table 6. Top genes with highest significance associated with favorable prognosis in colorectal cancer.

Product Name Alternative Gene Names Product ID Validated Applications NS (R
mouse / rat
Anti-ABCD3 PMP70, PXMP1, ZWS2 HPA032027 IHC*, ICC-IF 96% / 96%

e N T [ T

* Products with enhanced validation for indicated application
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Endometrial cancer

Endometrial cancer is the fifth
most common cancer in women,
and one of the most common
forms of gynecological cancer in
developed countries.

The incidence of endometrial
cancer is rising due to the
increased life expectancy and the
epidemic of obesity. The 5-year
survival rate in patients without
metastatic disease varies from
74% to 91%.

Around 80% of endometrial
cancers represent endometrioid
histology. These are considered
hormone dependent and the
prognosis  of  endometrioid
cancers is generally favorable.
The majority of endometrial
cancers are detected at an early
stage with the disease restricted
to the uterus.

Figure 7. Immunohistochemistry using the anti-
LRRN2 antibody (HPA029124) on endometrium
adenocarcinoma (female, age 81) shows a
medium cytoplasmic/membranous staining of

tumor cells, in brown.

Endometrial
from the endometrium -
mucosal lining of the uterus.

cancer originates
the

The common form of endometrial
cancer, referred to as

- type 1 (or estrogen-related
endometrial  cancer), which
usually occurs in younger,
premenopausal women and
tends to be of lower histological
grade.

- type 2 (or non-estrogen-related
endometrial cancer) which occurs
in postmenopausal women, and
is the more aggressive form of
endometrial cancer.

The transcriptome  analysis
shows that 73% (n=14315) of
all human genes (n=19670) are
expressed in endometrial cancer.

192 genes show some level
of elevated expression in
endometrial cancer compared to
other cancers.

There are 786 genes associated
with unfavorable prognosis in
endometrial cancer.

There are 834 genes associated
with favorable prognosis in
endometrial cancer.

Data collected from 541 female
patients.

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 7 and 8.

Enhanced
Q Validation )

Figure 8. Immunohistochemistry analysis in
human stomach and pancreas tissues using
the anti-B4AGALNT3 (HPA011404) antibody.
Corresponding BAGALNT3 RNA-seq data are
presented for the same tissues. Orthogonal

validation of protein expression using IHC by
comparison to RNA-seq data of corresponding
target in high and low expression tissues.
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Table 7. Top genes with highest significance associated with unfavorable prognosis in endometrial cancer.

Product Name Alternative Gene Names Product ID Validated Applications Al e (R
mouse / rat
Anti-ADA - HPA001399 IHC*, WB, ICC-IF 85% / 83%

- oo wowwe  aeow

Table 8. Top genes with highest significance associated with favorable prognosis in endometrial cancer.

Product Name Alternative Gene Names Product ID Validated Applications A E BT, (R
mouse / rat
Anti-BAGALNT3 B4GalNacT3, FLJ16224, FLJ40362 | HPA011404 IHC* 60% / 57%

* Products with enhanced validation for indicated application

14



Glioma

Intracranial  tumors  comprise
approximately 2% of all adult
cancers, but form a larger fraction
within the group of childhood
tumors.

Gliomas are tumors with an
estimated origin from glial cells,
accounting for approximately 80%
of all malignant intracranial tumors.
Gliomas are classified according
to cell type of origin, differentiation
and malignancy grade.

According to cell type of origin,
differentiation and malignancy
grade, gliomas are classified as:

-astrocytoma,
-oligodendrocytoma
-ependymoma.

Survival time after diagnosis

with glioma varies significantly
depending on grade. The
prognosis for high-grade gliomas
is poor due to limited possibilities
of curative treatment.

Figure 9.

The most common form of glioma
is astrocytoma, representing
approximately 50% of all gliomas.

Grade IV astrocytoma, also known
as glioblastoma or glioblastoma
multiforme (GBM) is the most
common and aggressive glioma
with a very poor 5-year survival
(less than 5%).

There is currently no cure for
GBM but it is normally treated with
surgery followed by chemotherapy
and radiotherapy to increase the
length of survival.

The transcriptome analysis shows
that 72% (n=14217) of all human
genes (n=19670) are expressed in
glioma.

682 genes show some level of
elevated expression in glioma
compared to other cancers.

There are 201 genes associated
with unfavorable prognosis in
GBM.

There are 67 genes associated
with favorable prognosis in GBM.

Data collected from 153 patients
(54 females and 99 males).

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 9 and 10.

Immunohistochemistry using the Figure 10. Immunohistochemistry using the anti-

anti-REEP2 antibody (HPA031813) on high TBL1XR1 antibody (HPA019182) on high grade
grade glioma (male, age 34) shows a strong glioma (male, age 38) shows a strong nuclear
cytoplasmic/membranous staining of tumor staining of tumor cells, in brown.

cells, in brown.
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Table 9. Top genes with highest significance associated with unfavorable prognosis in glioma.

Product Name Alternative Gene Names Product ID Validated Applications MIENE, (R
mouse / rat
Anti-ADAM15 MDC15 HPA011633 IHC, WB 82% / 84%

Anti-CEND1 BM88, FLJ90066 HPA042527 IHC*, WB* 75% | 74%
ANti-EN2 _ HPA045646 ICC-IF 87% / 87%

Anti-LRRC61 FLJ31392, HSPC295, MGC3036 | HPA019355 IHC, WB*, ICC-IF 89% / 90%

Table 10. Top genes with highest significance associated with favorable prognosis in glioma.

Product Name Alternative Gene Names Product ID Validated Applications AR S, ey
mouse / rat
Anti-ETNPPL AGXT2L1 HPA044546 IHC*, WB* 64% / 65%

D N = A - T

* Products with enhanced validation for indicated application
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Head and neck cancer

Head and neck cancer arises in
the nasal cavity, sinuses, lips,
mouth, salivary glands, throat, or
larynx (voice box). Head and neck
cancers are common in several
regions of the world where tobacco
usage and alcohol consumption is
high.

Head and neck cancers comprise
approximately 10% of all newly
diagnosed cancers in the western
world, but one-third in India. The
variation in incidence between
regions is mostly related to the
relative distribution of major risk
factors such as tobacco and
alcohol consumption. Head and
neck cancer has a 5-year survival
rate of approximately 60%,
depending on locations on primary
tumor and grade.

There is increasing evidence that
viruses might contribute to the
cause of head and neck cancer.
DNA from human papillomavirus
(HPV) has been detected in
cancerous tissue from the head
and neck and infection with

Figure 11. Immunofluorescent
staining of human cell line
U-2 OS with the anti-LRRC59
(HPA030827) antibody showing
localization to endoplasmic
reticulum, in green.

Epstein-Barr virus is associated
with nasopharyngeal cancer.

Surprisingly, patients with
advanced forms of cancer in the
upper portion of the throat have
a better outcome if the tumor is
positive for HPV. The occurrence
of head and neck cancer in young
adults and that falls to non-users
of tobacco and alcohol suggests
that genetic predisposition may be
a possible etiological factor.

Most head and neck cancers arise
from squamous epithelium and
are squamous cell carcinomas of
different histologic grades. The
tumor cells in well-differentiated
cancers closely resemble normal
squamous epithelium, whereas
poorly differentiated cancers are
difficult to classify as being of
squamous epithelial origin.

Salivary gland tumors (mainly
adenocarcinomas) comprise a
minority of head and neck tumors.

The transcriptome analysis shows
that 69% (n=13629) of all human
genes (n=19670) are expressed in
head and neck cancer.

269 genes show some level of
elevated expression in head and
neck cancer compared to other
cancers.

There are 340 genes associated
with unfavorable prognosis in
head and neck cancer.

There are 450 genes associated
with favorable prognosis in head
and neck cancer.

Data collected from 499 patients
with head and neck cancer.

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 11 and 12.

Figure 12. Immunohistochemical staining using the anti-ZDHHCA4
antibody (HPA032124) on squamous cell carcinoma (head-neck cancer
tissue from male age 66) showing a medium cytoplasmic/membranous

staining in tumor cells, in brown.
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Table 11. Top genes with highest significance associated with unfavorable prognosis in head and neck cancer.

Product Name Alternative Gene Names Product ID Validated Applications AN (R
mouse / rat
Anti-AIG1 AIG-1, dJ95L4.1, FLJ10485 HPA060766 IHC, ICC-IF 100% / 100%

Table 12. Top genes with highest significance associated with favorable prognosis in head and neck cancer.

Product Name Alternative Gene Names Product ID Validated Applications YNSRI
mouse / rat
Anti-CCR7 BLR2, CD197, CMKBR?7, EBI1 HPA031383 ICC-IF 83% / 85%

* Products with enhanced validation for indicated application
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Liver Cancer

Liver cancer is the 6th most
common cancer and the third
leading in cancer death worldwide.
It is associated with a poor
prognosis due to the lack of early
detection.

Hepatocellular carcinoma is the
most common type of primary
liver cancer. The overall median
survival is 4 months and the overall
5-year survival rate is 3%.

The tumor predominantly affects
males who are over 50 years of
age. Risk factors include infection
with hepatotropic viruses such as
hepatitis B and C viruses, liver
cirrhosis, liver cell dysplasia,
exposure to aflatoxins and inborn
errors of metabolism.

Serum elevation of a-fetoprotein
occurs in a large proportion
of patients (up to 75%) with
hepatocellular carcinoma. Most
tumors are detected at an
advanced stage are not suitable
for liver transplantation.

Cholangiocarcinomas, also known
as intrahepatic bile duct cancers,
are relatively rare and account for
10-20% of all cases.

Cholangiocarcinomas occur in
older individuals, usually after the
age of 60, and have an overall
mean survival time of less than 2
years.

This type of tumor has been
associated with parasitic
infestation of the liver (clonorchis
sinensis), multiple bile duct
hamartomas, intrahepatic lithiasis
and congenital hepatic fibrosis.

In general, most patients with
cholangiocarcinoma show no
symptoms until the disease has
progressed to a late stage with
local spread or metastasis.

The transcriptome analysis shows
that 66% (n=12948) of all human
genes (n=19670) are expressed in
liver cancer.

487 genes show some level of
elevated expression in liver cancer
compared to other cancers

There are 2618 genes associated
with unfavorable prognosis in liver
cancer.

There are 263 genes associated
with favorable prognosis in liver
cancer.

Data collected from 365 patients in
total (119 females and 246 males).

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 13 and 14.

Enhanced
L Validation )

Figure 13. Immunohistochemistry using
the anti-SFPQ antibody (HPA054689) on
hepatocellular carcinoma (male, age 67)
shows a strong nuclear staining of tumor
cells, in brown.

Figure 14. Western blot analysis in human
cell lines A-549 and HEK293 using anti-G6PD
antibody. Corresponding G6PD RNA-seq data
are presented for the same cell lines. Loading
control: anti-HSP90B1. Orthogonal validation
of protein expression using WB by comparison
to RNA-seq data of corresponding target in
high and low expression cell lines.
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Table 13. Top genes with highest significance associated with unfavorable prognosis in liver cancer.

Antigen seq. identity
mouse / rat

WB*, ICC-IF -

Product Name Alternative Gene Names Product ID Validated Applications

Anti-CAD - HPA057266

Anti-INTS13 ASUN, C120rf11, NET48 HPA039543 99% / 99%

Anti-KIF20A RABGKIFL HPA036910 IHC, WB* 78% [ T7%
Anti-PSMD1 P112, Rpn2, S1 HPA036736 IHC*, WB, ICC-IF 100% / 100%

Anti-SFPQ PPP1R140, PSF HPA047513 IHC*, WB*, ICC-IF 100% / 100%

CGI-09, GCD10, MGC5029 HPA047032 91% / 89%

Table 14. Top genes with highest significance associated with favorable prognosis in liver cancer.

Product Name Alternative Gene Names Product ID Validated Applications AMAZEN SE7, (G
mouse / rat
Anti-ALDH2 - HPA051065 IHC, WB 92% / 96%

S N [T L
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* Products with enhanced validation for indicated application
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Lung Cancer

Lung cancer is the most prevalent
cancer in the world and the leading
cause of cancer-related deaths.
Smoking is accepted as the major
risk factor, responsible for 70-90%
of all lung cancer cases, although
the etiology of Ilung cancer
appears multifactorial with both
environmental and genetic factors
playing a role.

Lung cancer patients have a poor
outcome with a 5-year survival
rate of 13.6% among men and
19.4% among women across all
stages. The poor prognosis is
partly explained by late diagnosis,
but also by lack of effective
treatments.

Based on histology, lung cancer is
primarily divided into:

- SCLC: small cell lung cancer

- NSCLC: non-small cell lung
cancer.

SCLC originates from
neuroendocrine cells and
accounts for approximately 15%
of all primary lung cancers.

This extremely rapidly proliferating
cancer is generally treated with

Figure 15. Immunohistochemistry using the anti-
ZNF512 antibody (HPA031430) on lung cancer
(Squamous cell carcinoma) (female, age 73)
shows a moderate cytoplasmic/membranous
staining of tumor cells, in brown.

chemotherapy with an initial good
response which unfortunately
in most cases is followed by
resistance to treatment and poor
survival outcome.

NSCLC is suggested to originate
from bronchogenic or alveolar
cells. 1t is the most common
form of primary lung cancer and
represents approximately 80-85%
of all lung cancer cases.

Based on histology, NSCLC can
further be divided into different
subtypes, with adenocarcinoma
and squamous cell carcinoma
being most common.

Treatment for NSCLC is mainly
based on the tumor extent. In
principle, limited stage tumors are
surgically treated, sometimes with
the addition of chemotherapy and
radiotherapy whereas tumors with
advanced stages are palliatively
treated with a combination of
cytotoxic drugs and recently
developed targeted drugs.

Unfortunately, the treatment effect
is limited and the majority of
patients experience only modest

survival prolongation.

The transcriptome analysis shows
that 74% (n=14627) of all human
genes (n=19670) are expressed in
lung cancer.

97 genes show some level of
elevated expression in lung cancer
compared to other cancers.

There are 354 genes associated
with unfavorable prognosis in lung
cancer.

There are 297 genes associated
with favorable prognosis in lung
cancer.

Data collected from 994 patients in
total: 494 patients with squamous
cell carcinoma (LUSC) and 500
patients with adenocarcinoma
(LUAD). The total dataset included
398 females and 596 males.

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 15 and 16.

Figure 16. Immunofluorescent staining of human
cell line U-2 OS using the anti-RAAGA antibody
(HPA003734) shows localization to the Golgi
apparatus & vesicles, in green. Microtubules in
red and nuclei in blue.
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Table 15. Top genes with highest significance associated with unfavorable prognosis in lung cancer.

Product Name Alternative Gene Names Product ID Validated Applications AR B2, (G
mouse / rat
Anti-BCAR3 NSP2, SH2D3B HPA014858 IHC, WB*, ICC-IF 79% / 81%

ooz |- wscwewo  worcor  mwew

Table 16. Top genes with highest significance associated with favorable prognosis in lung cancer.

Product Name Alternative Gene Names Product ID Validated Applications e
mouse / rat
Anti-ANKRD65 - HPA065720 IHC*, WB, ICC-IF 57% / 51%

sweza - lwmsm  lwocor o
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* Products with enhanced validation for indicated application
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Melanoma

Malignant melanoma is the
leading cause of skin-related
death in Caucasians, but rare in
populations with darker pigmented
skin color. The incidence has
increased dramatically  during
the last decades, with an almost
four-fold increase in the Nordic
countries in the time period 1964-
2003.

The increased incidence reflects
in part different UV exposure
behavior in the population, but
hereditary risk factors including
skin type are also important.

Short intermittent exposure with
sunburns appears to be the main
risk factor. Other important risk
factors include the number of
melanocytic nevi and the number
of dysplastic melanocytic nevi.

Primary cutaneous malignant
melanoma is thought to develop
in a multi-step process. Precursor
lesions, such as dysplastic
melanocytic nevi develop into a
melanoma in situ stage and further
into invasive melanoma and
eventually metastatic melanoma.

Figure 17. Immunohistochemistry using the anti-
MCM6 antibody (HPA004818) on melanoma
(male, age 53) shows a moderate nuclear
staining of tumor cells, in brown.

Invasive malignant melanoma
is traditionally divided into four

principal histopathological
subgroups based on the
microscopical appearance:

superficial spreading melanoma
(SSM), nodular malignant
melanoma (NMM), lentigo maligna
melanoma (LMM) and acral
lentiginous melanoma (ALM).

The transcriptome analysis shows
that 69% (n=13491) of all human
genes (n=19670) are expressed in
melanoma.

260 genes show some level of
elevated expression in melanoma
compared to other cancers.

There are 163 genes associated
with unfavorable prognosis in
melanoma.

There are 42 genes associated

with ~ favorable prognosis in
melanoma.

Figure 18.

nuclei in blue.

Data collected from 102 patients
with skin cutaneous melanoma in
total. The total dataset included 42
females and 60 males.

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 17 and 18.

Immunofluorescent staining of
human cell line A-431 using the anti-NFKB2
antibody (HPA008422) shows
to cytosol, in green. Microtubules in red and

localization
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Table 17. Top genes with highest significance associated with unfavorable prognosis in skin cancer (melanoma).

Product Name Alternative Gene Names Product ID Validated Applications AR 38 (Gl
mouse / rat
Anti-CCNB2 HsT17299 HPA008873 IHC*, WB, ICC-IF 81% / 27%

Anti-KCTD14 MGC2376 HPA041118 IHC*, wB* 67% / 70%

ANti-MAT2A MATA2, MATII, SAMS2 HPA043028 IHC, WB, ICC-IF 100% / 100%
Anti-MCM6 HPA004818 IHC*, WB*, ICC-IF 97% / 97%
Anti-NUDT15 FLJ10956, MTH2 HPA038969 90% / 90%

Table 18. Top genes with highest significance associated with favorable prognosis in skin cancer (melanoma)

Product Name Alternative Gene Names Product ID Validated Applications AN S23), (6T
mouse / rat
Anti-CD2 SRBC HPA003883 IHC*, WB* 63% / 67%

* Products with enhanced validation for indicated application
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Ovarian cancer

Epithelial carcinoma of the ovary
is one of the most common
gynecologic malignancies and
the fifth most frequent cause of
cancer death in women. 50% of all
ovarian cancers are diagnosed in
women older than 65 years of age.

Approximately 5 to 10% of ovarian
cancers are familial and women
with mutations in the genes
BRCAl1 or BRCA2 have about
a 50% higher risk of developing
ovarian cancer.

Ovarian cancer is typically denoted
as a silent cancer since symptoms
occur late in the course of the
disease. A majority of ovarian
epithelial cancers are diagnosed
during or after abdominal
exploration to investigate a pelvic
or abdominal mass detected on
physical examination.

Figure 19.

green. Microtubules in red.

Immunofluorescent staining of
human cell line HEK 293 using the anti-TDP2
antibody (HPA008422) shows localization to
nucleoplasm, nuclear bodies & aggresome, in

By the time of discovery,
approximately 70% of the tumors
have spread beyond the ovary and
are in such cases rarely curable
by surgical resection or surgery
combined with  postoperative
chemotherapy and/or radiation
therapy. The dismal prognosis
has stimulated research efforts for
early detection of ovarian cancer.

Ovarian epithelial cancer is
bilateral (involving both ovaries) in
one-third to one-half of the cases.

TheFIGO (International Federation
of Gynaecology and Obstetrics)
staging system recognizes four
stages for ovarian cancer. Patients
with Stage | tumors have a 5-year
survival of 80%, while the 5-year
survival of Stage IV patients is
merely 8%.

The transcriptome analysis shows
that 72% (n=14227) of all human
genes (n=19670) are expressed in
ovarian cancer.

151 genes show some level of
elevated expression in ovarian
cancer compared to other cancers

There are 152 genes associated
with unfavorable prognosis in
ovarian cancer.

There are 357 genes associated
with favorable prognosis in ovarian
cancer.

373
serous

Data collected from
females with ovarian
cystadenocarcinoma.

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 19 and 20.

Figure 20. Immunohistochemistry using the anti-
MCM6 antibody (HPA004818) on ovary
cystadenocarcinoma, mucinous (female, age
73) shows a moderate cytoplasmic/

membranous staining of tumor cells, in brown.

25



Table 19. Top genes with highest significance associated with unfavorable prognosis in ovarian cancer.

Product Name Alternative Gene Names Product ID Validated Applications AR S, [y
mouse / rat
Anti-AGFG1 HRB, RAB, RIP HPA008741 IHC, WB, ICC-IF 97% / 94%

Table 20. Top genes with highest significance associated with favorable prognosis in ovarian cancer.

Product Name Alternative Gene Names Product ID Validated Applications ATHEEN S22 (Y
mouse / rat
Anti-AADAC CES5A1, DAC HPA002911 IHC 73% / 69%

* Products with enhanced validation for indicated application
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Pancreatic cancer

Pancreatic cancer is the 11th most
common cancer globally and is
associated with poor prognosis.
Estimated 5-year survival rate
is less than 5% and pancreatic
cancer accounts for 4% of all
deaths that occur worldwide each
year.

The risk of pancreatic cancer
increases with age and the
tumor is slightly more common in
women than in men. Most patients
suffering from pancreatic cancer
are above 50 years of age and
pain, jaundice and weight loss are
the most common symptoms.

The cause of pancreatic cancer
is unknown. However, pancreatic
cancer is more common in
people  with diabetes and
chronic pancreatitis (persistent
inflammation in the pancreas) as
well as in tobacco smokers.

Pancreatic exocrine tumors
are the most common form of
pancreatic cancer, accounting
for 95% of cases, with ductal
adenocarcinoma being the most
prevalent exocrine cancer.

Pancreatic endocrine  tumors
constitute the remaining 5% of
reported cases. Due to diffuse
symptoms, pancreatic cancer
is often detected at such a late
stage of the disease that curative
surgery is not possible.

In addition to local spread in the
pancreas and surrounding tissues,
pancreatic cancer often spreads
to regional lymph nodes and to
the liver. Over 80% of all patients
have metastasis at the time of
diagnosis.

The transcriptome analysis shows
that 74% (n=14468) of all human
genes (n=19670) are expressed in
pancreatic cancer.

192 genes show some level of
elevated expression in pancreatic
cancer compared to other cancers.

There are 668 genes associated
with unfavorable prognosis in
pancreatic cancer.

TEnhanc_ed
There are 857 genes associated Q Validation )

with  favorable prognosis in N N
pancreatic cancer. o&" \c,?*’
[kDa] ¢ W
(data collected from 176 patients 250 p—
in total, with 80 female and 96
male patients). 130 ===
95 |
The top 20 most significant o
genes related to unfavorable and
favorable prognosis are listed in 531 f—
Tables 21 and 22.
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Figure 21. Recombinant expression validation in WB using target
protein overexpression. Western blot analysis using the anti-MICAL1
(HPA030178) in control (vector only transfected HEK293T lysate) and
MICAL1 over-expression lysate (Co-expressed with a C-terminal myc-
DDK tag (~3.1 kDa) in mammalian HEK293T cells, LY402940).

Figure 22. Immunohistochemistry using the anti-ANLN antibody
(HPAO05680) on pancreatic cancer (male, age 71) shows a strong
nuclear staining of tumor cells, in brown.
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Table 21. Top genes with highest significance associated with unfavorable prognosis in pancreatic cancer.

Product Name Alternative Gene Names Product ID Validated Applications IR S23), (6T
mouse / rat
Anti-AHNAK2 C14o0rf78 HPA002940 IHC*, ICC-IF 66% / 63%

Table 22. Top genes with highest significance associated with favorable prognosis in pancreatic cancer.

Product Name Alternative Gene Names Product ID Validated Applications AR E23, (G
mouse / rat
Anti-ANAPC2 APC2, KIAA1406 HPA066539 ICC-IF 95% / 95%

D N [ S L

* Products with enhanced validation for indicated application
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Prostate cancer

Prostate cancer is one of the
most common  malignancies
in men. The vast majority of
primary prostate cancer cases are
adenocarcinomas, andthe cancers
often show characteristics such
as multifocality and differentiation
pattern heterogeneity.

The rate of prostate tumor growth
varies and is often low. Since the
median age at diagnosis is high

(65-70 years), most patients,
especially those with localized
tumors, often die of other

complications without ever having
suffered significant disability from
the cancer.

Approximately 15% of patients with
prostate cancer are in high-risk of
disease-related symptoms and
death. However, certain patients
may have prolonged survival even
after the cancer has metastasized
to distant sites.

Figure 23. Immunohistochemistry using the
anti-DVL3 antibody (HPA058265) on prostate
adenocarcinoma, high grade (male, age 66)
shows a moderate cytoplasmic/ to
membranous staining of tumor cells, in brown.

Prostate cancer is often stimulated
by hormones (androgens) and
anti-hormonal therapies can be
effective to limit and slow down
tumor growth, while radical
prostatectomy is an option for
treating localized prostate cancer.

Both normal prostatic glands and
prostate cancer cells express
the protein PSA (encoded by the
gene KLK3) and the detection
of elevated levels of PSA in the
blood is today heavily used as a
screening tool to detect the growth
of prostate cancer.

Prostate cancer can be diagnosed
using rectal examination
(palpation), and histological
examinations of tissue biopsies
using the Gleason Grade
scoring system, where dominant
histological characteristics of the
cancer cells are used to determine
the cancer stage. Immunostaining
of relevant molecular markers is
also important.

Figure 24.

human cell line A-431
antibody (HPA067582) shows
nucleoplasm and cytosol, in
Microtubules in red.

The transcriptome analysis shows
that 70% (n=13686) of all human
genes (n=19670) are expressed in
prostate cancer.

248 genes show some level of
elevated expression in prostate
cancer compared to other cancers

There are 134 genes associated
with unfavorable prognosis in
prostate cancer.

There are 25 genes associated
with  favorable prognosis in
prostate cancer.

from 494
with  prostate

Data collected
male patients
adenocarcinoma.

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 23 and 24.

Immunofluorescent staining of

using the anti-MBD2
localization
green.
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Table 23. Top genes with highest significance associated with unfavorable prognosis in prostate cancer.

Product Name Alternative Gene Names Product ID Validated Applications (TILEE S5, R
mouse / rat
Anti-ARRB2 ARR2, BARR2, DKFZp686L0365 | HPA065681 ICC-IF 94% | 94%

Table 24. Top genes with highest significance associated with favorable prognosis in prostate cancer.

Product Name Alternative Gene Names Product ID Validated Applications e
mouse / rat
Anti-AK5 - HPA019128 IHC*, WB*, ICC-IF 84% / 83%

e N [ S L - T S

* Products with enhanced validation for indicated application
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Renal cancer

Most renal cancers are renal
cell carcinoma, which is almost
exclusively cancer of adults and it
is two to three times more common
in males than in females.

It is the ninth most common cancer
in men and 14th most common in
women worldwide. The clinical
course is highly unpredictable
and recurrence more than ten
years after the initial resection of
a primary tumor is not uncommon.

Several cases present as
metastatic carcinomas of
unknown primary origin. Although
smoking, industrial chemicals and
obesity have been implicated as
risk factors, in most cases the
underlying carcinogenic source is
unknown.

Renal cell carcinoma consists of
a family of carcinomas which are
derived from the epithelium of
renal tubules.

The most frequent forms are:
-clear cell renal cell carcinoma,
-papillary renal cell carcinoma,
-chromophobe renal cell
carcinoma

-collecting duct carcinoma.

Figure 25. Immunohistochemistry using the
anti-SNRPA1 antibody (HPA045622) on
kidney adenocarcinoma (male, age 63) shows
a strong nuclear staining of tumor cells, in

brown.

Approximately two thirds of all
renal cell carcinomas are clear
cell renal cell carcinomas and are
signified by the appearance of
tumor cells with abundant clear
cytoplasm.

Tumors can arise anywhere
in the renal cortex and are
typically surrounded by a fibrous
pseudocapsule.

The transcriptome analysis shows
that 72% (n=14124) of all human
genes (n=19670) are expressed in
renal cancer.

283 genes show some level of
elevated expression in renal
cancer compared to other cancers
There are 3209 genes associated
with unfavorable prognosis in
renal cancer.

There are 2755 genes associated
with favorable prognosis in renal
cancer.

Data collected from 877 patients in
total (286 females and 591 males):
64 patients with chromophobe
renal cell carcinoma (KICH),
528 clear cell kidney carcinoma
(KIRC), and 285 papillary kidney
carcinoma (KIRP).

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 25 and 26.

Figure 26. Immunohistochemistry using the
anti-ACSS3 antibody (HPA047956) on kidney
adenocarcinoma (female, age 52) shows a
strong cytoplasmic/membranous staining of

tumor cells, in brown.
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Table 25. Top genes with highest significance associated with unfavorable prognosis in renal cancer.

Product Name Alternative Gene Names Product ID Validated Applications AIITET £33, (Gl
mouse / rat
Anti-ANLN ANILLIN, scra, Scraps HPA050556 IHC*, WB*, ICC-IF 86% / 85%

Table 26. Top genes with highest significance associated with favorable prognosis in renal cancer.

Product Name Alternative Gene Names Product ID Validated Applications AIIYER B2, (G
mouse / rat
Anti-ACAT1 ACAT, THIL HPA004428 IHC*, WB*, ICC-IF 92% / 92%

N R L S L X

* Products with enhanced validation for indicated application
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Stomach cancer

Stomach cancer, or gastric cancer
or gastric carcinoma, is the fifth
most common cancer in the world
and the fourth leading cause of
cancer-related mortality. The
global 5-year survival rate is 20%.

Stomach cancer occurs most
often in men over the age of 40
and is common in Japan, Chile,
and Iceland. The main risk factor
for developing this type of cancer
is Helicobacter pylori infection.

Other risk factors include a
history of adenomatous gastric
polyps, chronic atrophic gastritis
or pernicious anemia as well as
smoking and consumption of
salted, cured or smoked foods. A
genetic component is present in
approximately 10% of all cases.

Figure 27.

Stomach cancer originates from
the mucosa of the stomach and
consist of adenocarcinoma of
varying architecture, grade of
differentiation and mucin content.
Clinical classification into different
stagesisnecessary fordetermining
the most suitable therapy.

Tumors restricted to the stomach
and with no metastasis are treated
with a combination of surgery,
chemotherapy, radiotherapy and/
or target therapy. Metastasized
tumors are not curable and
associated with more dismal
prognosis.

The transcriptome analysis shows
that 73% (n=14401) of all human
genes (n=19670) are expressed in
stomach cancer.

Immunohistochemistry using the anti-NRP1 antibody
(HPA030278) on stomach adenocarcinoma (male, age 59) shows a

medium cytoplasmic/membranous staining of tumor cells, in brown.

Figure 28. Immunohistochemistry using the anti-FAM83G antibody
(HPA023369) on stomach adenocarcinoma (female, age 73) shows a
moderate cytoplasmic/membranous staining of tumor cells, in brown.

143 genes show some level of
elevated expression in stomach
cancer compared to other cancers

There are 170 genes associated
with unfavorable prognosis in
stomach cancer.

There are 128 genes associated
with  favorable prognosis in
stomach cancer.

Data collected from 354 patients in
total (125 females and 229 males).

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 27 and 28.
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Table 27. Top genes with highest significance associated with unfavorable prognosis in stomach cancer.

Product Name Alternative Gene Names Product ID Validated Applications MIRENE, (R
mouse / rat
Anti-AKR1B1 ALDR1, AR HPA026425 IHC*, ICC-IF 80% / 80%

Table 28. Top genes with highest significance associated with favorable prognosis in stomach cancer.

Product Name Alternative Gene Names Product ID Validated Applications RSN EST, (LY
mouse / rat
Anti-BICDL1 BICDR-1, CCDC64, FLJ26450 HPA061116 IHC*, WB, ICC-IF 97% 1 97%

amcs |- s wowecor  mesw
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* Products with enhanced validation for indicated application
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Testis cancer

Testis cancer constitutes
approximately 1% of cancer in
males. Tumors of germ cell origin
account for approximately 95% of
all testis cancers.

Pathology plays a key role in the
management of patients with
testicular tumors by allowing for
accurate classification of tumors to
provide the prognostic parameters
needed for optimizing decisions
regarding treatment and follow-up.

Testis cancer is divided into two
major categories:

-seminoma

-non-seminomatous germ cell
tumors.

Seminomas account for

approximately 45% of all germ
cell tumors and are characterized
histologically by evenly spaced
and relatively large uniform tumor
cells with distinct cell borders.

Tumor cell nuclei are often centrally
localized and show distinct nuclear
membranes and one or two
distinct nucleoli. The characteristic
tumor stroma in seminoma is built
up by a delicate fibrovascular
network with thin collagenous
septa containing variable amounts
of small lymphocytes.

Of the non-seminomatous tumors,
embryonal carcinoma accounts
for 15-30% and represents the
second most frequent pure type of
testicular cancer.

Embryonal cancer displays
an acinar, tubular, papillary or
solid growth pattern with areas
of necrosis, hemorrhage and
fibrosis. Tumor cells are highly
pleomorphic with large, irregular
nuclei and indistinct cell borders.

Enhanced
Q Validation )

[kDa] N ¢
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Figure 29. Recombinant expression validation in WB
using target protein overexpression. Western blot
analysis using the anti-LAT2 antibody (HPA003462)
in control (vector only transfected HEK293T lysate)
and LAT2 over-expression lysate (Co-expressed with
a C-terminal myc-DDK tag (~3.1 kDa) in mammalian

HEK293T cells, LY410097).

The transcriptome analysis shows
that 75% (n=14746) of all human
genes (n=19670) are expressed in
testis cancer.

479 genes show some level of
elevated expression in testis
cancer compared to other cancers

There are 42 genes associated
with unfavorable prognosis in
testis cancer.

There are 15 genes associated
with favorable prognosis in testis
cancetr.

Data collected from 134 males with
seminoma or non-seminomatous
germ cell tumors.

The top most significant genes
related to unfavorable and
favorable prognosis are listed in
Tables 29 and 30.

Figure 30. Immunohistochemistry using the anti-
TRPV2 antibody (HPA044993) on testis, normal
tissue, (male, age 25) shows a high cytoplasmic/
membranous staining in seminiferous ducts cells,
and a medium cytoplasmic/membranous staining in
Leydig cells, in brown.
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Table 29. Top genes with highest significance associated with unfavorable prognosis in testis cancer.

Product Name Alternative Gene Names Product ID Validated Applications L
mouse / rat
Anti-BST2 CD317, tetherin HPA017060 IHC, ICC-IF 29% / 29%

Table 30. Top genes with highest significance associated with favorable prognosis in testis cancer.

Product Name Alternative Gene Names Product ID Validated Applications MTENEE) (R
mouse / rat
Anti-ARHGEF4 ASEF, KIAA1112, STM6 HPA018267 IHC 89% / 89%

ANti-CITED1 MSG1 HPA049051 IHC*, ICC-IF 77% 1 76%
ANti-GALNT6 GalNAC-T6L, GALNT17 HPA031019 IHC, WB 93% / 37%
ANti-IFT52 CGI-53, NGD2, NGD5 HPA067423 95% / 27%

Anti-PIN4 EPVH, PAR14, PAR17 HPA064504 WB*, ICC-IF 97% / 97%
Anti-PRR36 _ HPA062741 IHC, ICC-IF 64% | 64%

Anti-TPGS2 C180rf10, HsT3006 HPA040596 IHC, wWB* 91% / 89%

* Products with enhanced validation for indicated application
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Thyroid cancer

The thyroid cancer is fairly
common. The annual incidence
is between 0,5-10 per 100,000 in
various populations and 2-4 times
more frequentin women compared
to men.

The most common forms of thyroid
cancer are:

- papillary carcinoma (70-80%),

- follicular carcinoma (10-20%),

- medullary carcinoma (5-10%)

- anaplastic carcinoma (2-10%).

The classification of thyroid
cancer is dependent on
histological features according
to WHO. Thyroid tumors can
also be classified according
to aggressiveness into low-
grade malignant, intermediate-
grade malignant and high-grade
malignant.

The prognosis for thyroid cancer
is good, with a 10-year relative
survival rate of approximately 98%
for papillary carcinomas. Apart
from age, where young patients
have a considerably better
prognosis, the size of the primary
tumor and the tumor stage are the
most significant prognostic factors.

For most thyroid tumors, diagnosis
can be established by microscopic
examination  alone, although
immunohistochemistry plays an
important role in tumors exhibiting
unusual morphological features.

The transcriptome analysis shows
that 69% (n=13485) of all human
genes (n=19670) are expressed in
thyroid cancer.

190 genes show some level of
elevated expression in thyroid
cancer compared to other cancers

There are 186 genes associated
with unfavorable prognosis in
thyroid cancer.

There are 161 genes associated
with favorable prognosis in thyroid
cancer.

Data collected from 501 patients
with  thyroid carcinoma (366
females and 135 males).

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 31 and 32.

Figure 31. Immunohistochemistry using the anti-SNAI1 antibody
(HPA069985) on thyroid cancer (papillary adenocarcinoma, male, age
61) shows a high nuclear staining in tumor cells, in brown.

Enhanced
L Validation )

Figure 32. Orthogonal validation of protein expression using IHC by
comparison to RNA-seq data of corresponding target in high and low
expression tissues. Immunohistochemistry analysis in human placenta
and cerebral cortex tissues using anti-VAMP8 antibody (HPA006882).
Corresponding VAMP8 RNA-seq data are presented for the same

tissues.
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Table 31. Top genes with highest significance associated with unfavorable prognosis in thyroid cancer.

Product Name Alternative Gene Names Product ID Validated Applications ATRGIED £23), (Gl
mouse / rat
Anti-ALDH1B1 ALDHS5, ALDHX HPA021037 IHC*, WB, ICC-IF 79% / 82%

Table 32. Top genes with highest significance associated with favorable prognosis in thyroid cancer.

Product Name Alternative Gene Names Product ID Validated Applications AN EE, [y
mouse / rat
Anti-ADRA1B - HPA074416 ICC-IF 96% / 94%

et -l |woweicor  loowm
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* Products with enhanced validation for indicated application
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Urothelial cancer

Urothelial carcinoma, also termed
transitional cell carcinoma or
urinary bladder cancer, is a major
cause of morbidity and mortality
throughout the world. The highest
frequency of cancer in the urinary
bladder is found among urban
Caucasians in Western Europe
and in the USA.

Urothelial cancer typically presents
in patients over the age of 50
years and is approximately three
times as common in males as in
females. Smoking is considered
an important risk factor.

Urothelial cancer can be
divided into papillary and non-
papillary tumors depending on
the morphological appearance.
Approximately 25% of all urothelial
tumors are non-invasive papillary
tumors. However, 10-15% of these
patients will subsequently develop
an invasive tumor.

The transcriptome analysis shows
that 71% (n=14059) of all human
genes (n=19670) are expressed in
urothelial cancer.

127 genes show some level of
elevated expression in urothelial
cancer compared to other cancers

There are 379 genes associated
with unfavorable prognosis in
urothelial cancer.

There are 713 genes associated
with  favorable prognosis in
urothelial cancer.

Data collected from 406 patients
in total. The dataset included 107
females and 299 males.

The top 20 most significant
genes related to unfavorable and
favorable prognosis are listed in
Tables 33 and 34.

Figure 33. Immunohistochemistry using the anti-EHBP1 antibody
(HPA035468) on urothelial carcinoma (female, age 63) shows a high
cytoplasmic/membranous staining in tumor cells, in brown.

Figure 34. Immunofluorescent staining of human cell line A-431 using
the anti-TRIM38 antibody (HPA031685) shows localization to plasma
membrane, centrosome & cell junctions, in green. Microtubules in red.
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Table 33. Top genes with highest significance associated with unfavorable prognosis in urothelial cancer.

Product Name Alternative Gene Names Product ID Validated Applications AR £ (Gl
mouse / rat
Anti-AHNAK MGC5395 HPA019010 IHC, ICC-IF 87% / 84%

oot - Lo wovcor o

Table 34. Top genes with highest significance associated with favorable prognosis in urothelial cancer.

Product Name Alternative Gene Names Product ID Validated Applications AR S8, (G
mouse / rat
Anti-APOBEC3H ARP10 HPA021492 IHC 48% / 51%

* Products with enhanced validation for indicated application
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ABOUT ATLAS ANTIBODIES

Atlas Antibodies is a Swedish biotechnology company that facilitates leading research worldwide through
manufacturing and providing primary antibodies and protein standards for targeted proteomics using mass
spectrometry.

VERY RELIABLE ANTIBODIES

Atlas Antibodies is the original manufacturer of over 21,000 primary antibodies targeting the majority of
human proteins. Building on our heritage with the Human Protein Atlas project, we provide highly validated
reagents that enable leading research in biology, diagnostics, and medicine. All our products are rigorously
evaluated for specificity, reproducibility and performance and characterized in multiple applications. Our
team of researchers develops the next generation of innovative and reliable tools, fundamental to advancing
research in neuroscience, oncology, cell biology, stem cells and development.

CREATED BY THE HUMAN PROTEIN ATLAS

With our roots in the Human Protein Atlas project, an integration of antibody-based imaging, proteomics,
and transcriptomics, our antibodies are affinity-purified, reproducible, selective, and specific for their target
proteins through our enhanced validation process. Our Triple A Polyclonals are developed within the Human
Protein Atlas project.

VALIDATED BY ENHANCED VALIDATION

We take great care to validate our antibodies in IHC, WB, and ICC-IF. Our antibodies are validated in all major
human tissues and organs and 20 cancer tissues. Each antibody is supported by over 500 staining images.
As an additional layer of security, we perform Enhanced Validation. By using 5 different enhanced validation
methods we validate our antibodies for each combination of protein, sample, and application. Discover our
Triple A Polyclonals and PrecisA Monoclonals antibodies targeting the majority of human proteins in cells,
tissues, and organs.

EVIDENCED BY SCIENCE

Made by researchers for researchers our products are used all over the world and referenced in 1000s of
scientific peer-reviewed papers.

WE SUPPORT YOUR RESEARCH

Our scientific content and newsletter provide you with timely information about new product releases,
research highlights, and much more. In addition, from our website you can download informative white papers,
protocols, guides, posters, infographics, roundups of recent research papers, read blog posts and interviews.

HOW TO BUY OUR PRODUCTS

Our products are available worldwide. We deliver to all destinations in Europe (excluding Russia), US,
Canada, Australia, New Zealand and Israel. We expand our offering through trusted partners worldwide.
You can shop our full catalog online or find your local supplier.
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normal and 20 cancer tissues is available on the overlapping epitopes and isotypes. Available as 25 pL and
Human Protein Atlas portal. Available as 25 pL and 100 pL unit size.

100 pL unit size.

Visit our website: atlasantibodies.com

‘. You
e

Follow us:@atlasantibodies
Contact us: contact@atlasantibodies.com

Atlas Antibodies logo, Triple A Polyclonals, PrecisA Monoclonals, PrEST Antigen and QPrEST are trademarks
or registered trademarks of Atlas Antibodies AB. All other trademarks are the property of their respective owners.
Products are for research use only. Not for use in diagnostic procedures. © Atlas Antibodies AB 2021.

057-210825

Atlas Antibodies AB Phone +46(0)8 54 59 58 50
Voltavagen 13A contact@atlasantibodies.com

ATLAS A NTI B 0 D I E S 16869 Bromma, Sweden order@atlasantibodies.com
atlasantibodies.com support@atlasantibodies.com



https://www.linkedin.com/company/atlas-antibodies
https://twitter.com/atlasantibodies
https://www.facebook.com/atlasantibodies
https://www.instagram.com/atlasantibodiesab/
https://www.youtube.com/user/atlasantibodiesvideo/videos
https://www.atlasantibodies.com/blog/



