
Genetic, epigenetic and transcriptomic analyses, hastily con-
duced for over 20 years, have greatly improved our under-
standing and classification of tumours and the bulk of accrued
information is really overwhelming, since more than 118,000
articles appear in an online search focused on ‘genetic and
 neoplasms’.

The interest of tumour genotyping was originally linked to dis-
closure of causes of tumours development and evolution, but
slowly evidence emerged of how genomic sub-classifications
could be established, and of their prognostic and therapeutic inter-
est, particularly in the subset of tailored therapies.

The holistic concept of cancer has been subsidized and charac-
terization of genetic features of single cases is gradually emerging
as the area of interest both, for research and clinical application.
This evolution involved the development of several techniques,
such as microarray-based gene expression profiling and compar-
ative genomic hybridization technologies, translational silencing,
gene sequencing and transfer, microRNA profiling and epigenetic
silencing of tumour suppressor genes.

A crucial point of this field of genetic studies on cancer can be
referred to the seminal study on breast cancer by the Stanford

group [1], which led to the identification of five molecular groups.
The related classification is now widely accepted and show definite
clinical implications [2].

A similar approach has now been applied to tumours of differ-
ent sites, particularly of soft tissues, lung, colon, brain and
haematopoietic system [3–6].

Time is ripe for affording the question of the present role and
impact of molecular genotyping on the clinical management 
of tumours, and so the present Review Series is aiming to provide
the status of the art. Well-known experts will give our update on
the impact of tumour genotyping on the management of different
tumours, understandably starting from the breast. Further reviews
will follow, dedicated to tumour from other sites.

Clinical management of cancer patients is still mainly based
on a morphological basis, that is histopathological typing and
staging supported with additional data from morphology-based
procedure as immunohistochemistry and fluorescent in situ
hybridization. It is an easy prediction that genetic analysis will not
substitute, but complement pathological data and open new
prospects. For pathologists, this should represent a challenge
and a stimulus [7].
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