
Until recently the research and
development of new diagnostic tests in
histopathology have always required
considerable time, both from technical
staff and from pathologists. A large
number of specimens have needed to be
processed into paraffin blocks, sectioned,
stained and assessed microscopically
before statistical analysis was possible. 
In recent years, however, along with the
advent of microarray technologies for
genomics and proteomics, histopathology
research received a similar much-needed
boost by the introduction of tissue
microarray technology (TMA).1

There are three types of TMA block:
tumour, progression and prognostic.2 The
tumour TMA block contains many different
tumour types, making it a relatively quick and
simple process to screen a range of tumour
types for new or suspected biomarkers
discovered during the course of genomic or
proteomic studies. Progression TMA blocks
contain samples that represent each stage of
disease progression for a given tissue.
Application of known biomarkers to such an
array will show which markers are important
and relevant at each stage of a disease.
Prognostic TMA blocks comprise cores of
tumour tissue for which there are known
clinical outcome data; thus, they are used
only in retrospective studies and are not
suited to studies that require fresh material
(eg proteomics). Prognostic TMA blocks can
be used to show which biomarkers are
indicative of specific clinical outcomes.

In 1998, Kononen et al.1 described the first
TMA. This new technique permitted the
embedding of up to 1000 tissue specimens in
a single histology block and has three main
advantages over existing multi-tumour tissue
blocks (MTTB).3 Firstly, MTTBs comprise
only 200–300 specimens at a maximum.
Second, a specific specimen location or

orientation within the histological sections
cannot be guaranteed. Therefore, MTTBs are
adequate only for testing new antisera, for
which reactions and cross-reactions within
tissues are being sought, but are inadequate
for more detailed studies, sometimes
involving many antisera, probes or primers, in
which it must be possible to identify specific
cases. Third, the TMA block can be used to
create a reusable library or archive of cases
with known characteristics and clinical

outcomes (eg a single tumour type), while
the MTTB’s lack of orientation means that it
is impossible to use it as an archive of
valuable research material in this way.

Needles and pins
Tissue microarray blocks comprise up to
1000 cores of tissue, similar to those
obtained by needle biopsy techniques, in a
vertical position (ie arranged perpendicular to
the plane of sectioning) within the block. 
The cores are extracted from donor paraffin-
embedded tissue blocks and then inserted
into a matrix of holes in a recipient block so
that each core can be identified easily when
the section is orientated correctly. 

Most researchers select material from
donor blocks by a review of haematoxylin and
eosin (H&E)-stained slides. The areas of
interest can be marked directly on the slide,
which can be overlaid on the donor block in
order to guide sampling and reduce the
number inappropriate reactions in
subsequent studies. However, some
researchers have used other methods to
identify material for selection. In one
method, tumour-rich material was processed
to paraffin specifically for TMA sampling after
being identified in, and cut out from, frozen
tissue.4 In another example, completed TMA
blocks were reviewed from H&E-stained
sections and any inappropriate or
unrepresentative cores were excluded from
further analysis.5 In the case of truly
randomised population screening, this
selection stage can be skipped. 
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Tissue microarrays 
in histopathology

Histopathological analysis of a large number of tissues using conventional
techniques is both tedious and time-consuming. However, the introduction
of tissue microarray technology means that it is now possible to study up 
to 1000 individual tissue samples on one glass microscope slide.
Here, Matthew Ibbs considers an important new methodology.
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tissue samplers and is the market 
leader in the field.

‘Tissue microarray blocks comprise up 
to 1000 cores of tissue, arranged

perpendicular to the plane of sectioning’



When a section cut from a TMA is
mounted on a microscope slide, a pattern 
of spots representing the tissue cores in the
block is produced. In a review article
published in 2001,6 Olli Kallioniemi 
(a member of the group which originally
published the TMA method) and co-workers
gave a detailed description of the procedure
used in array construction. 

Consumption and efficiency
Although the careful selection of cases and
the preparation of TMAs is time consuming –
an estimated 30–70 blocks can be arrayed
per hour manually, or 120–180 by automated
means – the ability to place a large quantity
of tissue samples on a single microscope slide
and be able to identify each specimen with
certainty has increased the speed and
efficiency with which histological studies may
be completed. For example, Richter et al.7

were able to complete immunohistochemical
interpretation of 2317 bladder carcinoma
specimens in just four hours and
fluorescence in situ hybridisation (FISH)
scoring for the same array in just six days. 

However, it should be borne in mind that
the cost of preparing a TMA slide, comprising
1000 specimens, for immunohistochemistry
is the same as that for a slide bearing a single
conventional histological section.
Furthermore, to complete a study of 1000
samples using conventional means consumes
1000 times the resources (antisera, primers
etc). Speed and efficiency alone are
insufficient reasons to adopt the TMA
technique, as the results of such studies must
be comparable with conventional methods in
order to have any statistical meaning. 

Numerous validation studies have now
been carried out on for example breast,8

gastric tissues,9 colorectal tumours,10, 11 lung12

and bladder tissue.13 These investigations
verify that the results of TMA studies are
statistically similar to results from studies
using conventional histological methods, and
agree with the author’s own experience in
Poland.14

In certain circumstances, however, the
technology may fall short of requirements.
For example, Merseburger et al.15 found that
the prognostic value of p53 and Bcl-2 could
not be confirmed using the TMA technology.
Markers expressed heterogeneously present 
a problem because they may be easily missed
by sampling techniques – a problem that has
been highlighted by other authors.1,16 From
these findings, it is evident that the problem
cannot be avoided entirely, as it may also be
related to inter-run variability in staining
procedure; however, it can be reduced by
increasing the number of samples included in
the array, thus providing more tissue on
which to base statistical analyses.

What an array!
As with any new laboratory technology,
benefits in efficiency must be weighed
against financial outlay, and TMA technology

is not the cheapest of procedures. 
The majority of published work on the
subject has been completed with the aid of a
precision instrument (Beecher Instruments,
Silver Springs MD, USA).1,6,8,9,11,12,15 Beecher
Instruments produces both manually
operated and automatic tissue samplers and
is the market leader in the field. The cost of
such instruments begins at just under
$10,000, and it was with such equipment
that Kononen et al. produced the first
examples of TMA blocks.1

As it is necessary to archive all
histopathology cases and keep paraffin blocks
for a considerable length of time (usually
many years), it would seem reasonable to
produce a TMA that contained small samples
of rare tumours for archival purposes, thus
making the most of rare material and saving
storage space. However, routine
histopathology departments generally have
neither the time nor the funds to invest in
the production of such TMA blocks and often
must release a very rare block of tissue for
research purposes. The valuable material is
often exhausted by the research project or
the blocks are not returned to the laboratory
that supplied them. Furthermore, although
the production of a TMA block can be a
reasonably rapid process, this is only the case
if materials are readily available. In a routine
setting, very rare or unusual specimens arrive
only sporadically, making the rapid
construction of a TMA-based tumour archive
unrealistic in most cases.

It is possible to produce TMA-like blocks
without the aid of an arraying machine and
this could represent part of an answer to the
problem. Where laboratories are reluctant to
release an entire sample of rare material for
research, a more modest form of array block,
such as that produced by Gillet et al.,17 could
be used. Gillet and colleagues used an 
11-gauge core-cut needle (2 mm diameter) to
extract tissue from donor blocks. Using such
a technique removes the need to purchase
special equipment; however, the convenience
and efficiency of the technique is partly
reduced. Furthermore, the use of wider-
gauged needles or punches can damage the
donor blocks. 

Gillet et al. embedded 328 cores,
representing 157 cases, in 10 blocks;
however, using an arraying machine, all of
these cores could have been embedded in a
single block. Hendriks et al.10 described the
use of a 0.6 mm punch, obtained from
Beecher Instruments and generally supplied
as a part of an arraying machine, but they did
not mention the use of a precision
instrument.It is possible that the authors
used the needles to transfer tissue cores
between the donor and recipient blocks. Use
of such a narrow gauge needle would have
permitted more tissue cores to be included
per block than would have been possible with
the system used by Gillet et al., but less than
would have been possible with the
automated system due to reduced accuracy 
in positioning. 
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Tissue microarray: cores of tissue inserted into a matrix of holes in a paraffin-wax block.
Reproduced from Ref 12 by kind permission of the authors and of the publisher of the 

Journal of Pathology (©Pathological Society of Great Britain and Ireland).
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of multiple antisera,
probes or primers’

BA

Automation and deconvolution
Tissue microarray technology can produce
vast amounts of data in a very short time,7

and this must be processed and analysed. 
In this respect, the matrix arrangement of
samples within a TMA block facilitates the
use of computerised systems. The arrays can
be constructed in an entirely automated
manner, and results from TMA slides can also
be collected using computer-steered image
capture systems.

Image capture and analysis software such
as the Bliss system (Bacus Laboratories,
Lombard IL, USA) or the ACIS system
(Chroma Vision Medical Systems, San Juan
Capistrano CA, USA), although expensive,
provide the opportunity to have TMA slides
scanned and graded in an entirely automatic
fashion. Such software systems can often
grade the level of staining intensity into more
than 200 levels, a degree of accuracy that is
impossible for a human observer but a facility
that can reduce the likelihood of intra-
observer variability to negligible levels. 

Another advantage of image capture and
analysis systems is that the images collected
by the system can be catalogued and saved to
a database for recall at a later date. The
database can also link the saved images with
other textual and graphical data recorded for
an individual case so that all available
materials can be recalled simultaneously for
review. Such a system was employed in a
study into the application of web-based
analysis of TMA image data.20

Other software programs designed for use
with microarrays can be downloaded from
internet sites free of charge, and have been
described by Liu et al.21 The authors
described software they used to process data
obtained from complementary DNA (cDNA)
microarrays and later used it to process TMA
data. Such software includes a data
reformatting system, TMA-Deconvoluter,
which is designed to solve the problem of
translating large amounts of three
dimensional TMA data (two dimensions being

the matrix arrangement of arrayed material
and the third being the multiple sets of data
derived for the same array through use of
multiple antisera, probes or primers) from
workbooks (Microsoft, Excel) into a two-
dimensional spreadsheet-type format. The
deconvoluter produces a table of results that
is more readily handled by common statistical
programs and spreadsheets than the original
TMA data. 

Future expression
Tissue microarray technology provides a
promising method for the rapid delivery of
results in histopathological research.
However, in cases where the prognostic
significance of findings is important, it
remains unreliable because of problems
related to the heterogeneity of antigen
expression. In such cases, conventional
histology must remain the gold standard for
the foreseeable future. 

It is probable that with the falling costs of
technology, and increased competition
between developers, TMA will become an

easily affordable, justifiable and commonly
used tool for archiving rare or scarce material
and for inter-laboratory quality assurance
procedures in routine histopathology
laboratories. This may lead to more research
work being carried out in smaller centres. ■
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