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Description

BACKGROUND OF THE INVENTION

[0001] Ribonucleic acid (RNA) is essential to the proc-
esses which allow translation of the genetic code to form
proteins necessary for all cellular functions, both in nor-
mal and neoplastic cells. While the genetic code struc-
turally exists as deoxyribonucleic acid (DNA), it is the
function of RNA, existing as the subtypes transfer-RNA,
messenger-RNA or messenger-like RNA, and ribosom-
al-RNA, to carry and translate this code to the cellular
sites of protein production. In the nucleus, this RNA may
further exist as or in association with ribonucleoproteins
(RNP). The pathogenesis and regulation of cancer is de-
pendent upon RNA-mediated translation of specific ge-
netic codes, which often reflects mutational events within
oncogenes, to produce proteins involved with cell prolif-
eration, regulation, and death. Furthermore, other RNA
and their translated proteins, although not necessarily
those involved in neoplastic pathogenesis or regulation,
may serve to delineate recognizable characteristics of
particular neoplasms by either being elevated or inap-
propriately expressed. Thus, recognition of specific RNA
can enable the identification, detection, inference, mon-
itoring, or evaluation of any neoplasm, benign, malignant,
or premalignant, in humans and animals. Furthermore,
since RNA can be repetitively created from its DNA tem-
plate, for a given gene within a cell there may be formed
a substantially greater number of associated RNA mol-
ecules than DNA molecules. Thus, an RNA-based assay
should have greater sensitivity, and greater clinical utility,
than its respective DNA-based assay. Note that the term
RNA denotes ribonucleic acid including fragments of ri-
bonucleic acid consisting of ribonucleic acid sequences.
[0002] RNA based nucleic acid amplification assays,
including the reverse transcriptase polymerase chain re-
action (RT-PCR, also known as reverse transcription
polymerase chain reaction or RNA-PCR), branched DNA
signal amplification, and self-sustained sequence repli-
cation assays, such as isothermal nucleic acid sequence
based amplification (NASBA), have proven to be highly
sensitive and specific methods for detecting small num-
bers of RNA molecules. As such, they can be used in
direct assays of neoplastic tissue (1-3). Since peripheral
blood is readily obtainable from patients with cancer, and
metastatic cancer cells are known to circulate in the blood
of patients with advanced cancer, several investigators
have recently used RT-PCR to detect intracellular RNA
extracted from circulating cancer cells (4-7). It must be
emphasized that currently investigators apply RT-PCR
to detect extracted intracellular RNA from a predominate-
ly cellular fraction of blood in order to demonstrate the
existence of circulating cancer cells. RT-PCR is applied
only to the cellular fraction of blood obtained from cancer
patients, i.e., the cell pellet or cells within whole blood.
The plasma or serum fraction of blood is usually discard-
ed prior to analysis, but is not examined separately. Since

such a cellular fraction approach relies upon the pres-
ence of metastatic circulating cancer cells, it is of limited
clinical use in patients with early cancers, and is not use-
ful in the detection of non-invasive neoplasms or pre-
malignant states.
[0003] The invention described by this patent applica-
tion demonstrates the novel use of that human or animal
tumor-derived or tumor-associated RNA found circulat-
ing in the plasma or serum fraction of blood, as a means
to detect, monitor, or evaluate cancer and premalignant
states. This invention is based upon the application of
RNA extraction techniques and nucleic acid amplification
assays to detect tumor-derived or associated extracellu-
lar RNA found circulating in plasma or serum. In contrast
to the detection of viral-related RNA in plasma or serum,
and the detection of tumor-associated DNA in plasma
and serum, the detection of human or mammalian RNA,
and particularly tumor-derived or associated RNA, has
never been detected specifically within the plasma or se-
rum fraction of blood using nucleic acid amplification
methodology, and thus represents a novel and non-ob-
vious use for these RNA extraction methods and nucleic
acid amplification assays. Since this invention is not de-
pendent upon the presence of circulating cancer cells, it
is clinically applicable to cases of early cancer, non-in-
vasive cancers, and premalignant states, in addition to
cases of invasive cancer and advanced cancer. Further,
this invention allows the detection of RNA in previously
frozen or otherwise stored plasma and serum, thus mak-
ing plasma and serum banks available for analysis and
otherwise increasing general usefulness.
[0004] Tumor-derived or tumor-associated RNA that
is present in plasma and serum may exist in two forms.
The first being extracellular RNA, but the second being
extractable intracellular RNA from cells occasionally con-
taminating the plasma or serum fraction. In practice, it is
not necessary to differentiate between intracellular and
extracellular in order to detect RNA in plasma or serum
using the invention, and this invention can be used for
detection of both. The potential uses of tumor-derived or
associated extracellular RNA have not been obvious to
the scientific community, nor has the application of nu-
cleic acid amplification assays to detect tumor-derived
or associated extracellular RNA been obvious. Indeed,
the very existence of tumor-derived or associated extra-
cellular RNA has not been obvious to the scientific com-
munity, and is generally considered not to exist. It is gen-
erally believed that plasma ribonucleases rapidly de-
grade any extracellular mammalian RNA which might cir-
culate in blood, rendering it nondetectable (8). Komeda
et al., for example, specifically added free RNA to whole
blood obtained from normal volunteers, but were unable
to detect that RNA using PCR (54). However, nucleases
appear inhibited in the plasma of cancer patients (9). In
addition, extracellular RNA, either complexed to lipids
and proteolipids, protein-bound, or within apoptotic bod-
ies, would be protected from ribonucleases. Thus, al-
though still undefined, tumor-derived or associated ex-
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tracellular RNA may be present in plasma or serum via
several mechanisms. Extracellular RNA could be secret-
ed or shed from tumor in the form of lipoprotein (proteo-
lipid)-RNA or lipid-RNA complexes, it could be found
within circulating apoptotic bodies derived from apoptotic
tumor cells, it could be found in proteo-RNA complexes
released from viable or dying cells including or in asso-
ciation with ribonucleoproteins, or in association with oth-
er proteins such as galectin-3, or RNA could be released
from necrotic cells and then circulate bound to proteins
normally present in plasma. Additionally it could exist cir-
culating within RNA-DNA complexes including those as-
sociated with ribonucleoproteins and other nucleic RNA.
Further, RNA may exist within several of these moieties
simultaneously. For example, RNA may be found asso-
ciated with ribonucleoprotein found within proteo-lipid ap-
optotic bodies. The presence of extracellular RNA in plas-
ma or serum makes their detection by nucleic acid am-
plification assays feasible.
[0005] Several studies in the literature support the ex-
istence of tumor-derived or associated extracellular
RNA. RNA has been shown to be present on the cell
surface of tumor cells, as demonstrated by electrophore-
sis (10), membrane preparations (11), and P32 release
(12). Shedding of phospholipid vesicles from tumor cells
is a well described phenomena (13,14), and similar ves-
icles have been shown to circulate in the blood of patients
with cancer (15). Kamm and Smith used a fluorometric
method to quantitate RNA concentrations in the plasma
of healthy individuals (55). Rosi and colleagues used high
resolution nuclear magnetic resonance (NMR) spectros-
copy to demonstrate RNA molecules complexed with li-
pid vesicles which were shed from a human colon ade-
nocarcinoma cell line (16). Further characterization of
these lipid-RNA complexes demonstrated the vesicles
additionally contained triglycerides, cholesterol esters,
lipids, oligopeptide, and phospholipids (17). Mountford
et al. used magnetic resonance spectroscopy to identify
a proteolipid in the plasma of a patient with an ovarian
neoplasm (18). While further evaluation of the proteolipid
using the orcinol method suggested RNA was present,
this could not be confirmed using other methods. Wiec-
zorek and associates, using UV spectrometry and hy-
drolysis by RNases, claimed to have found a specific
RNA-proteolipid complex in the serum of cancer patients
which was not present in healthy individuals (19-20). The
complex had unvarying composition regardless of the
type cancer. Wieczorek et al. were further able to detect
this specific RNA-proteolipid complex using a phage
DNA cloned into E. Coli and hybridized to RNA from ne-
oplastic serum, a method distinctly different from the
method of this invention. The DNA was then detected by
immunoassay (21). However, the RNA found in this com-
plex is described as 10 kilobases, which is so large as
to make it questionable whether this truly represents RNA
as described. More recently, DNA and RNA-containing
nucleoprotein complexes, possibly representing func-
tional nuclear suborganellular elements, were isolated

from the nuclei of lymphoma cells (22). It was not shown,
however, that these complexes can be shed extracellu-
larly. Other ribonucleoprotein complexes have been as-
sociated with c-myc oncogene RNA (56).
[0006] While plasma and serum are generally pre-
sumed to be cell-free, in the practical sense, particularly
under conditions of routine clinical fractionation, plasma
and serum may occasionally be contaminated by cells.
These contaminating cells are a source of intracellular
RNA which is detectable by the methods of the invention.
While the level of contaminating cells may be reduced
by filters or high speed centrifugation, these methods
may also reduce extracellular RNA, particularly larger
apoptotic bodies. Clinical utility of the invention is not
dependent upon further separating of plasma or serum
RNA into its extracellular and intracellular species.
[0007] While not related to the claims of this patent,
similar analogy likely exists for detection of normal RNA
(non-tumor derived or non-tumor associated RNA) in
plasma and serum. Subsequent to the filing of the provi-
sional patent application for this patent, the inventor has
shown that normal RNA (non-tumor derived RNA) could
similarly be detected in the plasma or serum of both
healthy volunteers and cancer patients using extraction
methods and amplification methods as described by this
invention. Qualitative results suggested that amplified
product was greater when obtained from cancer patients.
Further, use of a 0.5 micron filter prior to amplification
reduced, but did not eliminate amplifiable RNA, consist-
ent with extracellular RNA being of variable size, with
additional contaminating cells possible.
[0008] While the methods of RNA extraction utilized in
this invention have been previously used to extract both
viral RNA and intracellular RNA, their applicability to ex-
tracellular tumor-related or tumor-associated RNA was
not obvious. The physical characteristics of the extracel-
lular RNA complexes remain largely unknown, and thus
it was not known prior to this invention if the methods of
extraction to be described could effectively remove ex-
tracellular RNA from their proteo-lipid, apoptotic, vesic-
ular, or protein-bound complexes. This invention de-
scribes the applicability of these RNA extraction methods
to the extraction of extracellular RNA from plasma or se-
rum, and thus describes a new use for these extraction
methods.
In summary, this invention describes a method by which
RNA in plasma or serum can be detected and thus utilized
for the detection, monitoring, or evaluation of cancer or
pre-malignant conditions. This method utilizes nucleic
acid amplification assays to detect human or animal tu-
mor-derived or associated extracellular RNA circulating
in plasma or serum. The described extraction methods
and various nucleic acid amplification assays, including
but not limited to RT-PCR, branched DNA signal ampli-
fication, transcription-based amplification, amplifiable
RNA reporters, boomerang DNA amplification, strand
displacement activation, cycling probe technology, iso-
thermal NASBA amplification, and other self-sustained
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sequence replication assays, have not been used for the
detection of tumor-derived or tumor-associated RNA in
plasma or serum, reflecting the general scientific bias
that mammalian extracellular RNA does not exist circu-
lating in plasma or serum, despite isolated studies to the
contrary. Thus, this invention represents both a novel
and non-obvious method of detecting, monitoring, and
evaluating cancer or pre-malignant conditions, and a
novel and non-obvious application of both RNA extrac-
tion methodology and nucleic acid amplification assays.
This invention, as described below entails a multi-step
procedure applied to plasma or serum which consists of
three parts, with the initial step (Part A) involving extrac-
tion of tumor-derived or associated RNA from plasma or
serum, a second step (Part B) involving application of a
nucleic acid amplification assay, in which reverse tran-
scription of RNA to its cDNA may be involved, and a third
step (Part C) involving detection of the amplified product.
Any nucleic acid amplification assay capable of permit-
ting detection of small numbers of RNA molecules or their
corresponding cDNA may be used in Part B. Similarly,
various methods of detection of amplified product may
be used in Part C, including but not limited to agarose
gel electrophoresis, ELISA detection methods, electro-
chemiluminescence, high performance liquid chroma-
tography, and reverse dot blot methods. Furthermore,
Part B and Part C may utilize assays which enable either
qualitative or quantitative RNA analysis.
[0009] This invention improves upon various methods
described in the literature such as that of DE 3717212
(A1) which describes a process for investigating an acel-
lular biological fluid for the presence of cellular oncogenic
transcripts or fragments thereof to test for malignancy.
According to the process of DE 3717212 A1, a) the RNA
is concentrated or separated from an acellular biological
fluid in the permanent presence of an effective RNase
inhibitor, the RNA is denatured and, in this form, is im-
mobilized on a solid substrate; b) the RNA is placed in
contact with labeled oncogenic DNA samples to hybridize
the latter with the RNA, when a complementary sequence
is present, and c) the product is tested for the presence
of labeled DNA. Similarly, WO 90/09456 A1 describes a
process wherein, under the constant effect of a RNase
inhibitor, the RNA of cancer cell origin is concentrated or
separated from an acellular biological fluid, and onco-
genic RNA is thereafter amplified and detected. It is re-
quired in the processes, described in both DE 3717212
(A1) and WO 90/09456 A1, to pre-treat the whole blood
with a RNase inhibitor before separating plasma from the
cellular fraction of blood. The present provides a method
of detecting extracellular mammalian tumor-derived or
tumor-associated RNA in the plasma or serum fraction
of blood from a human or animal which does not require
the constant effect of a RNase inhibitor.
[0010] The method of the present invention comprises
the unique application of these methods to the detection
of tumor-derived or associated extracellular RNA from
plasma or serum that makes this invention novel. This

invention provides a simple means for testing blood plas-
ma or serum for tumor-derived or associated RNA, with
the result of identifying patients harboring tumor cells.
Since this invention enables detection of extracellular
RNA, and does not depend upon the presence of circu-
lating cancer cells, it offers a sensitive yet inexpensive
screen for both malignancy and pre-malignancy, as well
as a way for monitoring cancer and obtaining other prog-
nostically important clinical information.

OBJECTS AND APPLICATION OF THE INVENTION

[0011] It is therefore the object of this invention to de-
tect or infer the presence of cancerous or precancerous
cells whether from non-hematologic or hematologic ma-
lignancy, within a human or animal body, both in those
known to have cancer and in those not previously diag-
nosed, by examining the plasma or serum fraction of
blood for tumor-derived or associated extracellular RNA,
including, but not limited to, that derived from mutated
oncogenes, using nucleic acid amplification assays, such
as, but not limited to, polymerase chain reaction (RT-
PCR), branched DNA signal amplification, isothermal nu-
cleic acid sequence based amplification (NASBA), other
self-sustained sequence replication assays, transcrip-
tion-based amplification, boomerang DNA amplification,
strand displacement activation, cycling probe technolo-
gy, and amplifiable RNA reporters.
[0012] An application of this invention is to allow iden-
tification or analysis, either quantitatively or qualitatively,
of tumor-derived or associated RNA in the blood plasma
or serum of humans or animals during or following sur-
gical procedures to remove premalignant or malignant
lesions, and thus to allow stratification of such patients
as to their risk of residual cancer following the surgery.
[0013] Another application of this invention is to allow
identification or analysis, either quantitatively or qualita-
tively, of tumor-derived or associated RNA in the blood
plasma or serum of humans or animals who are receiving
cancer therapies, including but not limited to biotherapy,
chemotherapy, or radiotherapy, as a guide to whether
adequate therapeutic effect has been obtained or wheth-
er additional or alternative therapy is required, and fur-
ther, to assess prognosis in these patients.
[0014] Another application of this invention is to allow
identification or analysis, either quantitatively or qualita-
tively, of tumor-derived or associated RNA in the blood
plasma or serum of humans or animals who have com-
pleted therapy as an early indicator of relapsed cancer,
impending relapse, or treatment failure.
[0015] Another application of this invention is to allow
identification, either by detection or by inference, of the
presence of premalignant neoplasms including dyspla-
sias or adenomas by the examination of blood plasma
or serum for RNA derived from or associated with those
neoplasms. Furthermore, analysis, for example by a pan-
el of assays to detect various RNA, may serve to distin-
guish malignant from premalignant conditions, or assist
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in medical monitoring to detect transformation of a neo-
plasm to an outright malignancy, or to detect regression.
[0016] Thus, an application of this invention is to pro-
vide a method of screening both individuals without
known risk, and individuals at risk, for cancer and pre-
malignant conditions, and further, for defining risk of can-
cer when that risk is unknown.
[0017] Another application of this invention is to allow
identification or analysis, either quantitatively or qualita-
tively, of tumor-derived or associated RNA in the blood
plasma or serum of humans or animals either newly or
recently diagnosed with cancer or a premalignant condi-
tion in order to clarify when to initiate therapy, including
adjuvant therapies.
[0018] Another application of this invention is to allow
identification or analysis of tumor-derived or associated
RNA, either singularly or by a panel approach detecting
varied RNA, in the blood plasma or serum of humans or
animals in order to determine specific characteristics of
a given patients tumor, as to assist in the development
of patient-specific therapies, help direct a given patient
into a given treatment regimen, or help predict prognosis
or tumor behavior.

SUMMARY OF THE INVENTION

[0019] The objects, advantages and applications of the
present invention are achieved by the hereinafter de-
scribed method for detecting tumor derived or associated
extracellular RNA from mammalian blood plasma or se-
rum by (A) extraction of RNA from blood plasma or serum;
(B) amplification of the RNA by nucleic acid amplification
assays, including (1) reverse transcription polymerase
chain reaction (RT-PCR), ligase chain reaction,
branched DNA signal amplification, transcription-based
amplification, amplifiable RNA reporters, Q-beta replica-
tion, boomerang DNA amplification, strand displacement
activation, cycling probe technology, isothermal nucleic
acid sequence based amplification (NASBA) and self-
sustained sequence replication assays. The primers
used may be selected for their ability to characterize the
tumor; and (C) detection of the specific amplified RNA.
[0020] This method of detection can be employed in
various methods of use including the detection of early
cancers and pre-malignant neoplasms and invasive or
advanced cancers, and for the monitoring of patients dur-
ing treatment therapy and for postoperative monitoring,
and to develop appropriate patient-specific treatment
strategies as described herein.

DETAILED DESCRIPTION OF THE INVENTION

[0021] The use of RNA detection is preferred in many
circumstances over DNA detection since a greater
number of RNA molecules are potentially available, thus
allowing potentially greater sensitivity. Furthermore,
since wild-type DNA genetic information is identical in all
somatic cells of an individual, discrimination between

normal and tumor associated DNA is dependent upon
the presence of a mutation. Detection of RNA, by reflect-
ing activity of the gene, allows demonstration of an inap-
propriately expressing non-mutated gene, as is typically
seen in malignancy. Thus, RNA amplification methods
allow a way to detect gene expression, whether normal
or mutated, which is turned on in cancer. The present
invention provides a much greater applicability and ver-
satility to monitoring cancer than do any methods based
on DNA analysis. For a DNA method to detect cancers
from normals, there must be some mutation or genetic
rearrangement present in the cancer, but not in the nor-
mal. The present process of using RNA will similarly de-
tect the mutant RNA produced from this DNA. However,
it further allows detection of inappropriately expressing
"normal" genes. Thus, compared to methods detecting
DNA, methods detecting RNA provide greater versatility
and applicability in addition to the expected greater sen-
sitivity.
[0022] This invention relates to a method of detecting
or inferring the presence of cancerous or pre-cancerous
cells, whether from a non-hematologic malignancy (i.e.,
solid tumor) or from a hematologic malignancy, in a hu-
man or animal by the combination of three steps applied
to plasma or serum. The first step (Part A) involves the
extraction of tumor-derived or associated RNA from
blood plasma or serum. The second step (Part B) applies
a nucleic acid amplification assay to the extracted RNA.
In this step, the extracted RNA may first be reverse tran-
scribed to cDNA prior to amplification of the cDNA. The
third step (Part C) allows for the detection of the amplified
product. Parts B and C may be performed as to allow
either qualitative or quantitative detection of the RNA,
depending upon the ultimate clinical objective or appli-
cation, as described herein. Various methods, as detailed
below, may be used in Part A. Similarly, any nucleic acid
amplification assay which can be utilized in the detection
of small numbers of RNA or corresponding cDNA mole-
cules, including but not limited to the polymerase chain
reaction (RT-PCR), branched DNA signal amplification,
ligase chain reaction, isothermal nucleic acid sequence
based amplification (NASBA), Q-beta replication, tran-
scription-based amplification, amplifiable RNA reporters,
boomerang DNA amplification, strand displacement ac-
tivation, cycling probe technology, and other self-sus-
tained sequence replication assays, as well as variations
on these including methods for nucleic acid enrichment
such as by using restriction digestion with polymerase
chain reaction and the use of nested primers, may be
used in Part B. Similarly, any method capable of demon-
strating amplified nucleic acid product, including but not
limited to agarose gel electrophoresis, ELISA detection
methods, electrochemiluminescence, high performance
liquid chromatography, and reverse dot blot methods,
may be used in Part C. In this invention, any of the various
methods in Part A may be combined with any method
applicable for Part B, which can then be combined with
any applicable method in Part C. It is the new application

7 8 



EP 0 938 320 B9

7

5

10

15

20

25

30

35

40

45

50

55

of these methods to the detection of tumor-derived or
associated extracellular RNA in mammalian blood plas-
ma or serum, that makes this invention novel. Several
methods applicable for each of Part A, Part B, and Part
C, will be described in detail below as a description of
the invention. Again, it is to be emphasized that any meth-
od in Part A can be combined with any method in Part
B, with any method in Part C to follow. Furthermore, it
should be emphasized that while the contribution of ex-
tracellular RNA versus intracellular RNA as detected in
plasma or serum may be defined, for example by using
filters or high speed centrifugation, it is not a requirement
of the invention that such a definition be made. Either
"fresh" blood plasma or serum, or frozen (stored) and
subsequently thawed plasma or serum may be used for
purposes of this invention. Frozen (stored) plasma or se-
rum should optimally be maintained at storage conditions
of -20 to -70 degrees centigrade until thawed and used.
"Fresh" plasma or serum should be refrigerated or main-
tained on ice until used, with RNA extraction being per-
formed as soon as possible.
[0023] Blood is drawn by standard methods into a col-
lection tube, preferably siliconized glass, either without
anticoagulant for preparation of serum, or with EDTA,
sodium citrate, heparin, or similar anticoagulants for
preparation of plasma. The preferred method if preparing
plasma or serum for storage, although not an absolute
requirement, is that plasma or serum be first fractionated
from whole blood prior to being frozen. This reduces the
burden of extraneous intracellular RNA released from
lysis of frozen and thawed cells which might reduce the
sensitivity of the amplification assay or interfere with the
amplification assay through release of inhibitors to PCR
such as porphyrins and hematin. "Fresh" plasma or se-
rum may be fractionated from whole blood by centrifu-
gation, using preferably gentle centrifugation at 300-800
x g for five to ten minutes, or fractionated by other stand-
ard methods. High centrifugation rates capable of frac-
tionating out apoptotic bodies should be avoided. Since
heparin may interfere with RT-PCR, use of heparinized
blood may require pretreatment with heparinase as de-
scribed (23), followed by removal of calcium prior to re-
verse transcription, as described (23). Thus, EDTA is the
preferred anticoagulant for blood specimens in which
PCR amplification is planned.

PART A: Extraction of Extracellular RNA from Plasma or 
Serum

[0024] In Part A, RNA extraction methods previously
published for the extraction of mammalian intracellular
RNA or viral RNA may be adapted, either as published
or with modification, for extraction of tumor-derived or
associated RNA from plasma and serum. The volume of
plasma or serum used in part A may be varied dependent
upon clinical intent, but volumes of 100 microliters to one
milliliter of plasma or serum are sufficient in part A, with
the larger volumes often indicated in settings of minimal

or premalignant disease. For example:
[0025] Both extracellular RNA and intracellular RNA
may be extracted from plasma or serum using silica par-
ticles, glass beads, or diatoms, as in the method or ad-
aptations of Boom et al. (24). Application of the method
adapted by Cheung et al. (25) is described:
[0026] Size fractionated silica particles are prepared
by suspending 60 grams of silicon dioxide (SiO2, Sigma
Chemical Co., St. Louis, MO) in 500 milliliters of dem-
ineralized sterile double-distilled water. The suspension
is then settled for 24 hours at room temperature. Four-
hundred thirty (430) milliliters of supernatant is removed
by suction and the particles are resuspended in deminer-
alized, sterile double-distilled water added to equal a vol-
ume of 500 milliliters. After an additional 5 hours of set-
tlement, 440 milliliters of the supernatant is removed by
suction, and 600 microliters of HCl (32% wt/vol) is added
to adjust the suspension to a pH2. The suspension is
aliquotted and stored in the dark.
[0027] Lysis buffer is prepared by dissolving 120
grams of guinidine thiocyanate (GuSCN, Fluka Chemi-
cal, Buchs, Switzerland) into 100 milliliters of 0.1 M Tris
hydrochloride (Tris-HCl) (pH 6.4), and 22 milliliters of 0.2
M EDTA, adjusted to pH 8.0 with NaOH, and 2.6 grams
of Triton X-100 (Packard Instrument Co., Downers
Grove, IL). The solution is then homogenized.
[0028] Washing buffer is prepared by dissolving 120
grams of guinidine thiocyanate (GuSCN) into 100 millili-
ters of 0.1 M Tris-HCl (pH 6.4).
[0029] One hundred microliters to two hundred fifty mi-
croliters (with greater amounts required in settings of min-
imal disease) of plasma or serum are mixed with 40 mi-
croliters of silica suspension prepared as above, and with
900 microliters of lysis buffer, prepared as above, using
an Eppendorf 5432 mixer over 10 minutes at room tem-
perature. The mixture is then centrifuged at 12,000 x g
for one minute and the supernatant aspirated and dis-
carded. The silica-RNA pellet is then washed twice with
450 microliters of washing buffer, prepared as above.
The pellet is then washed twice with one milliliter of 70%
(vol/vol) ethanol. The pellet is then given a final wash
with one milliliter of acetone and dried on a heat block at
56 degrees centigrade for ten minutes. The pellet is re-
suspended in 20 to 50 microliters of diethyl procarbonate-
treated water at 56 degrees centigrade for ten minutes
to elute the RNA. The sample can alternatively be eluted
for ten minutes at 56 degrees centigrade with a TE buffer
consisting of 10 millimolar Tris-HCl-one millimolar EDTA
(pH 8.0) with an RNase inhibitor (RNAsin, 0.5 U/micro-
liter, Promega), with or without Proteinase K (100 ng/ml)
as described by Boom et al. (26). Following elution, the
sample is then centrifuged at 12,000 x g for three minutes,
and the RNA containing supernatant recovered..The
RNA extract is now used in Part B.
[0030] As an alternative method extracellular RNA
may be extracted from plasma or serum in Part A using
the Acid Guanidinium Thiocyanate-Phenol-Chloroform
extraction method described by Chomczynski and Sac-
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chi (27) as follows:
[0031] The denaturing solution consists of 4 M gua-
nidinium thiocyanate, 25 millimolar sodium citrate, pH
7.0, 0.5% sarcosyl, 0.1 M 2-mercaptoethanol. The dena-
turing solution is prepared as follows: A stock solution is
prepared by dissolving 250 grams of guanidinium thio-
cyanate (GuSCN, Fluka Chemical) with 293 milliliters of
demineralized sterile double-distilled water, 17.6 millilit-
ers of 0.75 M sodium citrate, pH 7.0, and 26.4 milliliters
of 10% sarcosyl at 65 degrees centigrade. The denatur-
ing solution is prepared by adding 0.36 milliliters 2-mer-
captoethanol/50 milliliters of stock solution.
[0032] One hundred microliters to one milliliter of plas-
ma or serum is mixed with one milliliter of denaturing
solution. Sequentially, 0.1 milliliter of 2 M sodium acetate,
pH 4.0, 1 milliliter of phenol, and 0.2 milliliter of chloro-
form-isoamyl alcohol (49:1) are added, with mixing after
addition of each reagent. The resultant mixture is shaken
vigorously for 10 seconds, cooled on ice for 15 minutes,
and then centrifuged at 10,000 x g for 20 minutes at 4
degrees centigrade. The aqueous phase is then trans-
ferred to a clean tube and mixed with 1 milliliter of iso-
propanol. The mixture is then cooled at -20 degrees cen-
tigrade for 1-2 hours to precipitate RNA. After centrifu-
gation at 10,000 x g for 20 minutes the resulting RNA
pellet is dissolved in 0.3 milliliter of denaturing solution,
and then reprecipitated with 1 volume isopropanol at -20
degrees centigrade for one hour. Following another cen-
trifugation at 10,000 x g for ten minutes at 4 degrees
centigrade, 75% ethanol is added to re-suspend the RNA
pellet, which is then sedimented and vacuum dried, and
then dissolved in 5-25 microliters of 0.5% SDS at 65 de-
grees centigrade for ten minutes. The RNA extract is now
used in Part B.
[0033] As the preferred embodiment for Part A, and as
an alternative method, extracellular RNA may be extract-
ed from plasma or serum in Part A using variations of the
acid guanidinium thiocyanate-phenol-chloroform extrac-
tion method. For example, in the preferred embodiment
RNA is extracted from plasma or serum using TRI rea-
gent, a monophase guanidine-thiocyanate-phenol, solu-
tion, as described by Chomczynski (28). One hundred
microliters to one milliliter of plasma or serum is proc-
essed using one milliliter of TRI Reagent(TM) (TRI Re-
agent, Sigma Trisolv(TM), BioTecx Laboratories, Hou-
ston, TX, TRIzol(TM), GIBCO BRL/Life Technologies,
Gaithersburg, MD, ISOGEN(TM), Nippon Gene, Toya-
ma, Japan, RNA Stat(TM) 60, Tel-test, Friendsword, TX)
according to manufacturer’s directions. Minor adapta-
tions may be applied as currently practiced within the art.
Thus, from one hundred microliters to one milliliter of
plasma or serum is mixed with one milliliter of TRI Rea-
gent. Then 0.2 milliliter of chloroform is mixed for 15 sec-
onds, and the mixture allowed to stand for 3 minutes at
room temperature: The mixture is then centrifuged at 4
degrees centigrade for 15 minutes at 12,000 x g. The
upper aqueous phase is removed to which 0.5 milliliter
of isopropanol is mixed, and then left at room temperature

for five minutes, followed by centrifugation at 4 degrees
centigrade for ten minutes at 12,000 x g.
[0034] The RNA pellet is then washed with one milliliter
of 75% ethanol by centrifuging at 12,000 x g for 5 minutes.
The pellet is air dried and resuspended in 11.2 microliters
of RNAse free water. Contamination by polysaccharides
and proteoglycans, which may be present in extracellular
proteolipid-RNA complexes, may be reduced by modifi-
cation of the precipitation step of the TRI Reagent(TM)
procedure, as described by Chomczynski and Mackey
(29) as follows:
[0035] One hundred microliters to one milliliter of plas-
ma or serum is mixed with TRI Reagent(TM) as per man-
ufacturer’s directions, being subjected to phase separa-
tion using either chloroform or bromo-chloropropane (30)
and centrifugation at 10,000 x g for 15 minutes. The aque-
ous phase is removed and then mixed with 0.25 milliliters
of isopropanol followed with 0.25 milliliters of a high-salt
precipitation solution (1.2 M NaCl and 0.8 M sodium cit-
rate). The mixture is centrifuged at 10,000 x g for 5 min-
utes and washed with one milliliter of 75% ethanol. The
RNA pellet is then vacuum dried and then dissolved in
5-25 microliters of 0.5% SDS at 65 degrees centigrade
for ten minutes. The RNA extract is now used in Part B.
[0036] Alternative methods may be used to extract
RNA from plasma or serum in Part A, including but not
limited to centrifugation through a cesium chloride gra-
dient, including the method as described by Chirgwin et
al. (31), and co-precipitation of extracellular RNA from
plasma or serum with gelatin, such as by adaptations of
the method of Fournie et al. (32) to RNA extraction.
[0037] Circulating extracellular deoxyribonucleic acid
(DNA), including tumor-derived or associated extracel-
lular DNA, is also present in plasma and serum (33).
Since this DNA will additionally be extracted to varying
degrees during the RNA extraction methods described
above, it may be desirable or necessary (depending upon
clinical objectives) to further purify the RNA extract and
remove trace DNA prior to proceeding to Part B. This
may be accomplished using DNase, for example by the
method as described by Rashtchian (34), as follows:
[0038] For one microgram of RNA, in a 0.5 milliliter
centrifuge tube placed on ice, add one microliter of 10 x
DNase I reaction buffer (200 micromolar Tris-HCl (pH
8.4), 500 micromolar KCl, 25 micromolar MgCl2, one mi-
cromolar per milliliter BSA). Add to this one unit DNase
I (GIBCO/BRL catalog #18068-015). Then bring the vol-
ume to ten microliter with DEPC-treated distilled water,
and follow by incubating at room temperature for 15 min-
utes. The DNase I is then inactivated by the addition of
20 millimolar EDTA to the mixture, and heating for 10
minutes at 65 degrees centigrade. The treated RNA may
now go directly to Part B.
[0039] Alternatively, primers in Part B may be con-
structed which favor amplification of the RNA products,
but not of contaminating DNA, such as by using primers
which span the splice junctions in RNA, or primers which
span an intron. Alternative methods of amplifying RNA
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but not the contaminating DNA include the methods as
described by Moore et al. (35), and methods as described
by Buchman et al. (36), which employs a dU-containing
oligonucleotide as an adaptor primer.

PART B: Nucleic Acid Amplification

[0040] In Part B, RNA which has been extracted from
plasma or serum during Part A, or its corresponding cD-
NA, is amplified using any nucleic acid amplification as-
say utilized for detection of low numbers of RNA mole-
cules. Applicable assays include but are not limited to
reverse transcriptase polymerase chain reaction (RT-
PCR), ligase chain reaction (37), branched DNA signal
amplification (38), amplifiable RNA reporters, Q-beta
replication, transcription-based amplification, boomer-
ang DNA amplification, strand displacement activation,
cycling probe technology, isothermal nucleic acid se-
quence based amplification (NASBA) (39), and other
self-sustained sequence replication assays. It is not nec-
essary to modify these assays from their published meth-
ods for Part B. The referenced publications are incorpo-
rated herein by reference in their entirety for their de-
scriptions for performing the various assays identified
therein. It is the application of these nucleic acid ampli-
fication assays to the detection of tumor-derived or as-
sociated extracellular RNA in plasma or serum that
makes their use novel. The preferred embodiment for
Part B uses the reverse transcriptase polymerase chain
reaction (RT-PCR).
[0041] Primers used in the amplification assay should
be based on the specific tumor-derived or associated
RNA of interest which characterizes the tumor. Tumor-
derived or associated RNA includes but is not limited to:

mRNA related to mutated oncogenes or mutated
DNA, a partial list of which includes H-ras, K-ras, N-
ras, c-myc, her-2-neu, bcr-abl, fms, src, fos, sis, jun,
erb-B-1, VHL, PML/RAR, AML1-ETO, EWS/FLI-1,
EWS/ERG.

mRNA related to tumor suppressor genes, a partial
list of which includes p53, RB, MCC, APC, DCC,
NF1, WT.

[0042] mRNA related to tumor-associated protein
which is found elevated in certain cancers, a partial list
of which includes alpha-feto protein (AFP), carcinoem-
bryonic antigen (CEA), TAG-72, CA 19-9, CA-125, pros-
tate specific antigen (PSA), CD44, and hcg (human cho-
rionic gonadotropin).
[0043] mRNA related to tumor-derived protein not nor-
mally found circulating in blood, a partial list of which
includes tyrosinase mRNA, keratin 19 mRNA.
[0044] mRNA related to tumor-specific antigens, such
as in MAGE 1, MAGE 2, MAGE 3, MAGE 4, GP-100, and
MAGE 6, MUC 18, P97.
[0045] mRNA or messenger-like RNA associated with

ribonucleoproteins and RNA within ribonucleoproteins,
a partial list of which includes telomerase RNA, and RNA
associated with heterogenous nuclear ribonucleoprotein
A1 (hn RNP-A1) and A2/B1 (hn RNP-A2/B1) complexes,
and heterogenous nuclear ribonucleoprotein K (hn RNP-
K), such as c-myc oncogene RNA, in addition to those
RNA previously described above when associated with
ribonucleoprotein.
[0046] For example, oligonucleotide primer sequenc-
es for the bcr-abl transcript may be as follows (40):

Primer 1 at the M-bcr location:

(5’-TGGAGCTGCAGATGCTGACCAACTCG-
3’).

Primer 2 at the exon II abl location:

(5’-ATCTCCACTGGCCACAAAATCATACA-
3’).

Primer 3 at the M-bcr location:

(5’-GAAGTGTTTCAGAAGCTTCTCC-3’).

Primer 4 at the exon II abl location:

(5’-TGATTATAGCCTAAGACCCGGA-3’).

[0047] The nested RT-PCR assay yields a 305 or a
234 base pair product, depending upon bcr exon 3 ex-
pression.
[0048] As another example, nested primers for human
tyrosinase CDNA amplification can be as follows (41):

Primer 1 (outer, sense) - (5’-TTGGCAGATTGTCT-
GTAGCC-3’)
Primer 2 (outer, anti-sense) - (5’-AGGCATTGT-
GCATGCTGCTT-3’)
Primer 3 (nested, sense) - (5’-GTCTTTATGCAAT-
GGAACGC-3’)
Primer 4 (nested, anti-sense) - (5’-GCTATCCCAG-
TAAGTGGACT-3’)

[0049] The outer primers result in a PCR amplification
product of 284 base pairs, and the nested primers result
in a fragment of 207 base pairs.
[0050] The preferred oligonucleotide primer sequenc-
es for specific tumor-related or tumor-associated mRNA
are previously published, with referenced publications in-
corporated herein by reference in their entirety.
[0051] Some, but not all, amplification assays require
reverse transcription of RNA to cDNA. As noted, the
method of reverse transcription and amplification may be
performed by previously published or recommended pro-
cedures, which referenced publications are incorporated
herein by reference in their entirety, and modification is
not required by the invention beyond steps as described
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in Part A. Various reverse transcriptases may be used,
including, but not limited to, MMLV RT, RNase H- mutants
of MMLV RT such as SuperScript and Superscript II (Life
Technologies, GIBCO BRL, Gaithersburg, MD), AMV
RT, and thermostable reverse transcriptase from Ther-
mus Thermophilus. For example, one method, but not
the only method, which may be used to convert RNA
extracted from plasma or serum in Part A to cDNA is the
protocol adapted from the Superscript II Preamplification
system (Life Technologies, GIBCO BRL, Gaithersburg,
MD; catalog no. 18089-011), as described by Rashtchian
(34), adapted as follows:
[0052] 1-5 micrograms of RNA extracted from plasma
or serum in Part A in 13 microliters of DEPC-treated water
is added to a clean microcentrifuge tube. Then one mi-
croliter of either oligo (dT) (0.5 milligram/milliliter) or ran-
dom hexamer solution (50 ng/microliter) is added and
mixed gently. The mixture is then heated to 70 degrees
centigrade for 10 minutes and then incubated on ice for
one minute. Then, it is centrifuged briefly followed by the
addition of 2 microliters of 10 x synthesis buffer (200 mM
Tris-HCl, pH 8.4, 500 mM KCl, 25 mM magnesium chlo-
ride, one milligram/milliliter of BSA), one microliter of 10
mM each of dNTP mix, 2 microliters of 0.1 M DTT, one
microliter of Superscript II RT (200 U/microliter) (Life
Technologies, GIBCO BRL, Gaithersburg, MD). After
gentle mixing, the reaction is collected by brief centrifu-
gation, and incubated at room temperature for ten min-
utes. The tube is then transferred to a 42 degrees centi-
grade water bath or heat block and incubated for 50 min-
utes. The reaction is then terminated by incubating the
tube at 70 degrees centigrade for 15 minutes, and then
placing it on ice. The reaction is collected by brief cen-
trifugation, and one microliter of RNase H (2 units) is
added followed by incubation at 37 degrees centigrade
for 20 minutes before proceeding to nucleic acid ampli-
fication.
[0053] Nucleic acid amplification then proceeds as fol-
lows:
[0054] To the cDNA mixture add the following: 8 mi-
croliters of 10 x synthesis buffer (200 mM Tris-HCl, pH
8.4, 500 mM KCl, 25 mM magnesium chloride, 1 mg/ml
of BSA), 68 microliters sterile double-distilled water, one
microliter amplification primer 1 (10 micromolar), one mi-
croliter amplification primer 2 (10 micromolar), one mi-
croliter Taq DNA polymerase (2-5 U/microliter). Mix gen-
tly and overlay the reaction mixture with mineral oil. The
mixture is heated to 94 degrees centigrade for 5 minutes
to denature remaining RNA/cDNA hybrids. PCR amplifi-
cation is then performed in an automated thermal-cycler
for 15-50 cycles, at 94 degrees centigrade for one minute,
55 degrees centigrade for 30 to 90 seconds, and 72 de-
grees centigrade for 2 minutes. The amplified PCR prod-
uct is then detected in Part C.
[0055] Furthermore, if the primers contain appropriate
restriction sites, restriction digestion may be performed
on the amplified product to allow further discrimination
between mutant and wild-type sequences.

[0056] Cycling parameters and magnesium concen-
tration may vary depending upon the specific case. For
example, an alternative method using nested primers
useful for detection of human tyrosinase mRNA in Part
B is the method described by Smith et al. (4), as follows:
[0057] Primer sequences are as described above for
human tyrosinase. Ten microliters of RNA extracted in
Part A from plasma or serum are treated for reverse tran-
scription by heating at 90 degrees centigrade for 4 min-
utes, cooling rapidly, and diluting to 20 microliters with a
mixture consisting of 1 x PCR buffer (10 mmol/liter Tris-
HCl, pH 8.4, 50 mmol/liter KCl, 100 microgram/milliter
gelatin), 8 mmol/liter magnesium chloride, 1 mmol/liter
each dATP, dCTP, dGTP, and dTTP, 25 pmol tyrosinase
primer 2 (as previously described), 20 units of ’RNA
guard’ (Pharmacia), and 4 units of murine moloney leuke-
mia virus reverse transcriptase (Pharmacia). The total
mixture is then incubated at 37 degrees centigrade for
one hour, half the sample removed, and diluted to 50
microliters containing 1 x PCR buffer, 200 micromol/liter
each of dATP, dCTP, dGTP, and dTTP, 1.6 mmol/liter
magnesium chloride, 150 pmol primer 1 and primer 2,
0.1% Triton X-100, and 1 unit Taq DNA polymerase
(Promega). The mixture is overlaid with oil, and heated
at 95 degrees centigrade for 5 minutes, followed by 30
cycles of PCR in a thermal cycler at 95 degrees centi-
grade for 65 seconds, 55 degrees centigrade for 65 sec-
onds, and 72 degrees centigrade for 50 seconds. The
products are then reamplified with nested primer 3 and
nested primer 4 using 5 microliters in a 1:100 dilution.
These were amplified in a 25 microliter reaction volume
for an additional 30 cycles. This final amplified PCR prod-
uct is now detected in Part C, either by being electro-
phoresed on an agarose gel, or by other method.
[0058] The preferred embodiments for Part B amplifi-
cation of specific tumor-related or tumor-associated
RNA, including specific primers, method of reverse tran-
sciption, and method of RT-PCR, are described by the
following referenced publications which are incorporated
herein by reference in their entirety for their description
for performing the various assays identified therein.
[0059] For Part B amplification of tyrosinase mRNA, a
mRNA associated with malignant melanoma, the pre-
ferred method is that of Brossart et al. (41).
[0060] For Part B amplification of Keratin 19 mRNA, a
mRNA associated with breast cancer and other epithelial
malignancies, the preferred method is that of Datta et al.
(5).
[0061] For Part B amplification of prostate-specific an-
tigen (PSA) mRNA, a mRNA associated with prostate
cancer, the preferred method is that of Katz et al. (72).
[0062] For Part B amplification of alpha-fetoprotein
(AFP) mRNA, a mRNA associated with hepatocellular
carcinoma, testicular cancer, and other cancers, the pre-
ferred method is that of Komeda et al. (54).
[0063] For Part B amplification of BCR/abl mRNA, a
mRNA associated with chronic myeloid leukemia (CML),
the preferred method is that of Stock et al. (57), or alter-
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natively, by the method of Edmonds et al. (40).
[0064] For Part B amplification of carcinoembryonic
antigen (CEA) mRNA, a mRNA associated with gastroin-
testinal cancers and breast cancer, the preferred method
is that of Gerhard et al. (58).
[0065] For Part B amplification of P97 mRNA, a mRNA
associated with malignant melanoma, the preferred
method is that of Hoon et al. (59).
[0066] For Part B amplification of MUC 18 mRNA, a
RNA associated with malignant melanoma, the preferred
method is that of Hoon et al. (59).
[0067] For Part B amplification of PML/RAR -α mRNA,
a mRNA associated with acute promyelocytic leukemia,
the preferred method is that of Miller et al. (60).
[0068] For Part B amplification of CD44 mRNA, a mR-
NA associated with lung cancer, the preferred method is
that of Penno et al. (61).
[0069] For Part B amplification of EWS/FLI-1 mRNA,
a mRNA associated with Ewing’s sarcoma and other Ew-
ing’s tumors, the preferred method is that of Pfleiderer
et al. (62).
[0070] For Part B amplification of EWS/ERG mRNA,
a mRNA associated with Ewing’s sarcoma and other Ew-
ing’s tumors, the preferred method is that of Pfleiderer
et al. (62).
[0071] For Part B amplification of AML1/ETO mRNA,
a mRNA associated with acute myelogenous leukemia,
the preferred method is that of Maruyama et al. (63).
[0072] For Part B amplification of MAGE mRNA, in-
cluding mRNA of MAGE-1, MAGE-2, MAGE-3, and
MAGE-4, which are associated with bladder cancer,
ovarian cancer, melanoma, lung cancer, head and neck
cancer, and others, the preferred method is that of Patard
et al. (64).
[0073] For Part B amplification of beta-human chori-
onic gonadotropin mRNA, a mRNA associated with ma-
lignant melanoma, germ cell tumors, and other cancers,
the preferred method is that of Doi et al. (65).
[0074] For Part B amplification of human Telomerase-
associated RNA, the preferred method is by application
of the TRAP PCR method as described by Kim et al (69).
Alternatively, other amplification methods may be used
as described herein where primer selection is designed
based upon the human Telomerase template sequence
as described by Feng et al (76).
[0075] Alternative methods of nucleic acid amplifica-
tion which may be used in Part B include other variations
of RT-PCR, including quantitative RT-PCR, for example
as adapted to the method described by Wang et al. (43)
or by Karet et al. (44).
[0076] An alternative method of nucleic acid amplifica-
tion which may be used in Part B is ligase chain reaction
(66). Extracellular RNA extracted from plasma or serum
in Part A must be reverse transcribed to cDNA. Oligonu-
cleotide primers are selected which lie directly upon the
cDNA site of interest. If a mutation site is present, oligo-
nucleotides which are complementary to the site are
made to contain the mutation only at their 3-prime end,

excluding hybridization of non-mutated, wild-type DNA.
Restriction sites can also be utilized to discriminate be-
tween mutant and wild-type sequences if necessary.
[0077] An alternative method of either qualitative or
quantitative amplification of nucleic acid which may be
used in Part B is branched DNA signal amplification, for
example as adapted to the method described by Urdea
et al. (38), with modification from the reference as follows:
plasma or serum should only be centrifuged at lower
speeds, as previously outlined. Extracellular RNA is then
extracted from plasma or serum as described in Part A,
and then added directly to microwells. The method for
detection of tumor-related or tumor-associated RNA then
proceeds as referenced (38), with target probes specific
for the tumor-related or tumor-associated RNA or cDNA
of interest, and with chemiluminescent light emission pro-
portional to the amount of tumor-associated RNA in the
plasma or serum specimen. The specifics of the refer-
enced method are described further bu Urdea et al (71)
with this reference incorporated herein in its entirety.
[0078] An alternative method of either qualitative or
quantitative amplification of nucleic acid which may be
used in Part B is isothermal nucleic acid sequence based
amplification (NASBA), for example as adapted to the
method described by Kievits et al. (39), or by Vandamme
et al. (45). The method of Sooknanan et al. (67) may be
used for the detection and quantification of BCR/ABL
mRNA.
[0079] Alternative methods of either qualitative or
quantitative amplification of nucleic acids which may be
used in Part B include, but are not limited to, Q-beta rep-
lication, other self-sustained sequence replication as-
says, transcription-based amplification assays, and am-
plifiable RNA reporters, boomerang DNA amplification,
strand displacement activation, and cycling probe tech-
nology.
[0080] The amplified product from Part B is next de-
tected in Part C. Depending upon the detection method
used in Part C, primers may need to be biotinylated or
otherwise modified in Part B.

Part C: Detection of Amplified Product

[0081] There are numerous methods to detect ampli-
fied nucleic acid product, any of which may be used in
Part C to detect the amplified product from Part B. The
referenced publications, including those pertaining to de-
tection of specific tumor-related or associated RNA or its
corresponding cDNA as previously cited, and those per-
taining to RNA or its corresponding cDNA detection as
follows, are incorporated herein by reference in their en-
tirety for the descriptions for performing the various as-
says identified therein.
[0082] In the preferred method, amplified product is
detected in Part C using gel electrophoresis. In the pre-
ferred embodiment, 25 microliters of amplified (or post-
amplification digested) product is electrophoresed
through a 3% agarose gel in 1 x TBE at 75 VDC. Elec-
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trophoresis is carried out for one to two hours before
staining with ethidium bromide. As an alternative to ethid-
ium bromide, the amplified product can be transferred
from the gel to a membrane by blotting techniques to be
detected with a labeled probe (46).
[0083] An alternative method which may be used in
Part C to detect the amplified product from Part B is ELISA
detection. Depending upon the ELISA detection method
used, it may be necessary to biotinylate or otherwise
modify the primers used in part B.
[0084] For example, one ELISA detection method
which may be used in Part C is the method described by
Landgraf et al. (47), as follows:
[0085] Primers are modified with biotinylamidoc-
aproat-N-hydroxysuccinimidester (Sigma) and fluoroes-
cein isothiocyanate (FITC) (Sigma) by the method of
Landgraf et al. (48). Following invention Part B, the ELISA
is carried out in microtiter plates coated with 1 microgram/
milliliter affinity-purified avidin (13 U/mg, Sigma). One mi-
croliter of the final amplification product (or post-digestion
product) is diluted with 50 microliters of PBS-Tween, and
then incubated at room temperature for 30 minutes in the
microtiter plate well. Non-incorporated primers are re-
moved by washing with PBS-Tween. The plates are then
incubated at room temperature for 30 minutes after add-
ing 50 microliters per well of anti-FITC antibody-HRPO
conjugate (Dakopatts) which is at a 1:500 dilution with
PBS-Tween. Following this, 80 microliters of an ELISA
solution made from one milligram 3, 3’, 5, 5’-tetrameth-
ylbenzidin (Sigma) dissolved in one milliliter dimethyl sul-
foxide, and diluted 1:10 with 50 millimol Na-acetate: citric
acid, pH 4.9, with 3 microliter of 30% (vol/vol) H2O2 add-
ed, is added to each well. After 2-5 minutes, the reaction
is stopped by adding 80 microliter of 2M H2SO4. The
optical density is then read at 450 nm.
[0086] Alternative methods of ELISA detection which
may be used in Part C include, but are not limited to,
immunological detection methods using monoclonal an-
tibody specific for RNA/DNA hybrids, such as by adapting
methods described by Coutlee et al. (49), or by Bobo et
al. (50), which publications are also incorporated herein
by reference in their entirety for their description of the
detection methods identified therein.
[0087] Alternative methods of ELISA detection which
may be used in Part C include, but are not limited to,
commercial detection systems such as the SHARP signal
system (Digene Diagnostics, Inc.), and the DNA enzyme
immunoassay (DEIA), (GEN-ETI-K DEIA, Sorin Biomed-
ica).
[0088] Alternative methods by which amplified product
from Part B may be detected in Part C include but are
not limited to all methods of electrochemiluminescence
detection, such as by adapting the method described by
Blackburn et al. (51), or by DiCesare et al. (52), and all
methods utilizing reverse dot blot detection technology
(53), and all methods utilizing high-performance liquid
chromatography.

Therapeutic Applications

[0089] The extraction of extracellular tumor-associat-
ed or derived RNA from plasma or serum, and the am-
plification of that RNA or its corresponding cDNA to de-
tectable levels, permits further analysis or other manip-
ulation of that RNA, or the corresponding cDNA, from
which further clinical utility is realized. In this optional step
of the invention, amplified extracellular RNA or the cor-
responding cDNA is analyzed to define the characteris-
tics or composition of the tumor from which the RNA orig-
inates. Any of several methods may be used, dependent
upon the desired information, including nucleic acid se-
quencing, spectroscopy including proton NMR spectros-
copy, biochemical analysis, and immunologic analysis.
In the preferred embodiment, amplified cDNA is isolated
- for example by excising DNA bands from an agarose
gel - reamplified, cloned into a plasmid vector, for exam-
ple the pGEM-T vector plasmid (Promega) and se-
quenced using a commercial kit such as Sequenase 2.0
(USB). Analysis to define the characteristics or compo-
sition of the tumor-associated RNA in plasma or serum,
and thus the tumor of origin, affords a wide array of clinical
utility, including the description, characterization, or clas-
sification of the tumor, whether known or occult, such as
by tissue of origin, by type (such as premalignant or ma-
lignant), phenotype, and genotype, and by description or
characterization of tumor behavior, physiology and bio-
chemistry, as to gain understanding of tumor invasive-
ness, propensity to metastasize, and sensitivity or resist-
ance to various therapies, thereby allowing the prediction
of response to either ongoing or planned therapy and,
further, allowing evaluation of prognosis. Comparison of
the characteristics of extracellular RNA to previous biop-
sy or surgical specimens permits further evaluation of
tumor heterogeneity or similarity in comparison to that
specimen, and thus evaluation of tumor recurrence.
[0090] Following extraction of extracellular tumor-de-
rived or tumor-associated RNA from plasma or serum
and amplification of the corresponding cDNA, ribonucleic
acid (RNA) may be transcribed or manufactured back
from the amplified DNA as a further option. Transcription
of RNA may be performed by employing a primer with
an RNA polymerase promoter region joined to the stand-
ard primer sequence of the cDNA in an amplification re-
action. RNA is then transcribed from the attached pro-
moter region. In the preferred embodiment, amplified cD-
NA is cloned into an expression vector, and RNA is tran-
scribed. Furthermore, as an optional preferred embodi-
ment, the RNA is used in an in vitro translation reaction
to manufacture tumor-associated or tumor-specific pro-
tein or associated peptides or oligopeptides, according
to methods currently known in the art (73-76). Note, these
cited references, and those to follow, are incorporated
herein by reference in their entirety for their description
for performing the various assays identified therein.
[0091] Extraction of tumor-derived or tumor-associat-
ed extracellular RNA, its amplification, characterization,
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and translation to tumor-associated or tumor-specific
protein, provides significant utility, both in the assignment
of therapy and in the development of tumor-specific ther-
apies. Sequencing of RNA or cDNA allows assignment
or development of antisense compounds, including syn-
thetic oligonucleotides and other antisense constructs
appropriately specific to the DNA, such as by construc-
tion of an expression plasmid such as by adapting the
method of Aoki et al. (68) which is incorporated by refer-
ence in its entirety, or by other construction and use as
referenced (77-81). Thus, application of the invention in
this manner would entail the extraction of tumor-associ-
ated RNA from plasma or serum, followed by an optional
step of reverse transcribing to cDNA, followed by ampli-
fication of the RNA or cDNA. The amplified product can
then be sequenced to define the nucleic acid sequence
of the tumor-associated RNA or cDNA. An antisense ol-
igonucleotide is then constructed in such a manner as
referenced above specific to the defined sequence, or
alternatively, an already manufactured antisense com-
pound is determined to be applicable, or may be manu-
factured when the sequence is known based upon knowl-
edge of the primer sequence. Similarly, defining tumor
characteristics by analysis of extracellular RNA allows
assignment of specific monoclonal antibody or vaccine
therapies appropriately specific to the tumor. Production
of corresponding immunologic protein can be used in the
development of tumor-specific monoclonal antibodies.
Thus, application of the invention in this manner would
entail the extraction of tumor-associated RNA from plas-
ma or serum, followed by amplification to obtain a tumor-
associated amplified product. The amplified product is
translated, or transcribed and translated, into a protein
or associated peptides or oligopeptides as previously de-
scribed, thus providing a tumor-associated antigen. The
tumor-associated antigen thus enables production of a
monoclonal antibody directed against the antigen by use
of hybridoma technology or other methods as currently
practiced by the art (82). Said monoclonal antibody may
further be conjugated with a toxin or other therapeutic
agent (83), or with a radionucleotide (84) to provide fur-
ther therapeutic or diagnostic use directed against the
tumor. Similarly, translated protein or associated pep-
tides or oligopeptides can be used in tumor-specific vac-
cine development. Furthermore, the extracellular RNA
and complimentary DNA permit a means of defining or
allowing the construction of a DNA construct which may
be used in vaccine therapy. Specifically, the invention is
applied to either define or obtain tumor-associated pro-
tein or peptides, RNA, or cDNA, by methods as previously
described, and from which a tumor-directed vaccine may
be developed or constructed. The methods by which the
vaccine is further developed or constructed vary, but are
known to the art (85-90), and are referenced herein in
their entirety.
[0092] Of particular value, the invention allows the de-
velopment and application of these tumor-specific ther-
apies even when only premalignant tumors, early can-

cers, or occult cancers are present. Thus, the invention
allows therapeutic intervention when tumor burden is low,
immunologic function is relatively intact, and the patient
is not compromised, all increasing the potential for cure.

Hypothetical Examples of the Invention

[0093] In the following examples, illustrative hypothet-
ical clinical cases are presented to demonstrate the po-
tential clinical use of the invention.

Case 1

[0094] A 26 year old asymptomatic hypothetical man
presents for evaluation after learning his 37 year old
brother was recently diagnosed with colon cancer. Pe-
ripheral blood is drawn in order to use the invention to
evaluate for the presence of extracellular CEA mRNA in
the patient’s plasma. Plasma extracellular RNA is ex-
tracted during invention Part A by the Acid Guanidinium
thiocyanate-Phenol-chloroform extraction method as
previously described, followed by qualitative RT-PCR
amplification in invention Part B using CEA mRNA prim-
ers as previously described. The amplification assay as
previously described (58) is performed in invention Part
B. The final amplified product is detected by gel electro-
phoresis on a 3% agarose gel in invention Part C. Results
are positive in this patient indicating the presence of CEA
mRNA in the blood plasma.
[0095] CEA has been associated with colon cancer.
While colon cancer is highly curable if diagnosed at an
early stage, it is fatal when diagnosed at advanced met-
astatic stages. The positive results of the invention for
this patient, in the setting of a strongly positive family
history for colon cancer, are suggestive of either prema-
lignant or malignant colon cancer. It is recommended that
the patient undergo colonoscopy, and if no lesion is
found, receive surveillance more frequently than would
normally be given.
[0096] This hypothetical case illustrates how the inven-
tion can be used to screen high risk patients for cancer,
detect either premalignant or malignant conditions prior
to the metastatic state, and play a role in clinical man-
agement. While CEA mRNA is associated with other can-
cers, such as liver cancer, the addition of a multiplex pan-
el approach using the invention to detect multiple differ-
ent tumor-associated extracellular RNA, including for ex-
ample K-ras, P53, DCC, and APC RNA, enables clarifi-
cation as to whether the CEA mRNA is likely associated
with a colon tumor, and further, whether the findings are
consistent with a premalignant or a malignant tumor.

Case 2

[0097] A 33 year old hypothetical woman sees her local
dermatologist after noting a "bleeding mole" on her back.
Local excision diagnoses a malignant melanoma of 0.3
millimeter depth. Wide surgical re-excision is performed,
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and the patient is told she is likely cured and no further
therapy is needed. Three months following her surgery
the patient seeks a second opinion regarding the need
for further therapy. Peripheral blood is drawn to evaluate
her plasma for the presence of extracellular tyrosinase
messenger RNA by the invention. Plasma extracellular
RNA is extracted in invention Part A using the preferred
TRI-Reagent method as previously described, followed
by RT-PCR using nested primers for tyrosinase cDNA in
invention Part B as previously described, with ELISA de-
tection in invention Part C. Invention results detect the
presence of tyrosinase mRNA in the patient’s plasma.
Tyrosinase is common to both normal melanocytes and
malignant melanoma. However, tyrosinase mRNA does
not normally circulate in blood, and its presence in plasma
indicates latent malignant melanoma. Consequently, the
patient is started on adjuvant therapy with interferon-al-
pha. Plasma extracellular tyrosinase RNA levels are sub-
sequently serially followed in a quantitative fashion using
the invention. Blood is drawn from the patient every two
months, and plasma extracellular RNA is extracted in
invention Part A using the silica extraction method as
previously described. Quantitative RT-PCR amplification
for tyrosinase mRNA is then performed in invention Part
B using biotinylated primer using electrochemilumines-
cence based detection in invention Part C. Invention data
demonstrates a serial rise in the patient’s plasma extra-
cellular tyrosinase mRNA levels. Consequent to this da-
ta, the interferon is stopped, and the patient is enrolled
into an experimental adjuvant therapy protocol.
[0098] This hypothetical case illustrates several uses
of the invention, including the detection of latent cancer,
predicting prognosis and cancer recurrence following
surgical excision, determining the need for additional
therapy, evaluating the benefit of therapy and the need
to change therapies, and evaluating prognosis of patients
on therapy.

Case 3

[0099] A 76 year old hypothetical man is noted to have
a pancreatic mass on CT scan imaging. His chest x-ray
and colonoscopy are normal. The patient refuses to con-
sider surgery because of the significant surgical risks.
He elects to receive patient-specific therapy made pos-
sible by use of the invention. Since K-ras mutations are
present in 80-90% of pancreatic cancers, peripheral
blood is drawn to evaluate for and characterize extracel-
lular mutant K-ras RNA circulating in plasma using the
invention. Plasma extracellular RNA is extracted in in-
vention Part A using the TRI reagent extraction method
as previously described, followed by RT-PCR in invention
Part B, with high performance liquid chromatography de-
tection in Part C. Mutant K-ras amplification products are
then separated following chromatography and the K-ras
mutation is sequenced using standard techniques as pre-
viously described. Detection of mutant K-ras mRNA in
the plasma confirms the likelihood of the pancreatic mass

being a pancreatic cancer. Based upon the mutation se-
quence, a patient-specific therapy (i.e., specific to the
patient’s own cancer) is developed, in this case a ras
vaccine specific to the mutant oncogene in this patient’s
pancreatic cancer. Alternatively, mutant K-ras specific
protein, generated as previously described, may be used
to develop a tumor-specific monoclonal antibody.
[0100] In this hypothetical case, the invention is used
not only to help confirm a suspected diagnosis of pan-
creatic cancer, but to develop a patient-specific therapy.
Patient-specific therapies - i.e., therapies specifically de-
signed for a given patient’s cancer, or a given type of
cancer, are possible when specific characteristics of the
tumor are recognized. Since the invention results in am-
plification of pure tumor product, it becomes possible to
characterize the tumor, in this case using sequence anal-
ysis and/or transcription and translation. The technolog-
ical leap that the invention enables is that it allows tumors
to be characterized without the need for biopsy or sur-
gery. Thus, it becomes possible to treat tumors even be-
fore they become clinically evident, i.e., treating at latent
stages, pre-recurrence stages, or even pre-malignant
stages. Early treatment of cancer before metastatic cells
enter the bloodstream increases the likelihood of cure.

Case 4

[0101] A 36 year old hypothetical woman who has
three small children at home was diagnosed with breast
cancer two years ago. She had been treated with surgery
followed by six months of chemotherapy. In addition, her
blood serum has been serially evaluated for extracellular
keratin 19 mRNA using the invention in which serum ex-
tracellular kerain 19 mRNA is extracted in invention Part
A using the silica extraction method, followed by RT-PCR
amplification in invention Part B with ELISA detection in
invention Part C. Keratin 19 mRNA encodes for an inter-
mediate filament protein not normally found in blood
which can serve as a marker for breast cancer. While
previous results for this patient had been negative, her
blood serum is now testing positive for extracellular ker-
atin 19 mRNA by the invention, suggesting an impending
cancer recurrence. A multiplex panel for serum extracel-
lular myc, ras, P53, EGFr, and Her-2-neu RNA is per-
formed using the invention. This data confirms that tumor
characteristics are identical to those of the original breast
cancer primary, confirming a recurrence rather than a
new primary. Consequently, serum extracellular keratin
19 mRNA is measured in a quantitative fashion using a
branched DNA signal amplification assay in invention
Part B, with measurements performed 2 months and 4
months later. Quantitative measurements indicate in-
creasing levels of keratin 19 mRNA, and allow extrapo-
lation to predict that clinical recurrence will be noted in
approximately 2 years. This information allows both the
physician and the patient to plan future therapeutic op-
tions in the context of the patient’s current social and
family situation.
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[0102] This hypothetical case illustrates the use of the
invention to monitor patients following therapy for recur-
rence of their cancer, to determine characteristics of their
tumor, and to predict prognosis. Breast cancer patients
have a high incidence of second primaries, but the in-
vention permits delineation of primary versus recurrent
cancer by using a multiplex panel approach to evaluate
tumor characteristics. Furthermore, since quantitative
analysis in invention Part B allows clarification of prog-
nosis, the patient is in a better position to plan therapy
within the context of her social/family situation. Lastly,
since the invention allows detection of tumor-derived ex-
tracellular RNA, and does not depend upon the presence
of circulating cancer cells, recurrence can be detected
at a very early stage (in this hypothetical case - 2 years
before clinical detection), which increases the likelihood
of effective therapy.
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Claims

1. A method of detecting extracellular mammalian tu-
mor-derived or tumor-associated RNA in the plasma
or serum fraction of blood from a human or animal
as an aid in the detection, diagnosis, monitoring,
treatment, or evaluation of neoplastic disease, in-
cluding early cancer, non-invasive cancers, prema-
lignant states, invasive cancer, advanced cancer,
and benign neoplasms, the method characterized
by the steps of:

a) extracting mammalian total RNA from plasma
or serum from a human or animal, a portion of
which comprises extracellular mammalian tu-
mor-derived or tumor-associated RNA;
b) amplifying the extracted extracellular mam-
malian tumor-derived or tumor-associated RNA
or its corresponding cDNA, in either a qualitative
or quantitative fashion; and
c) detecting the amplified RNA or its correspond-
ing cDNA, in either a qualitative or quantitative
fashion.

2. A method according to claim 1 characterized in that
the mammalian RNA is from plasma or serum from
a human with adenoma or dysplasia.

3. A method according to claim 1 or 2, characterized
in that the extracellular mammalian tumor-derived
or tumor-associated RNA is extracted from plasma
or serum using a RNA extraction method selected
from:

a) gelatin extraction method;
b) silica, glass bead, or diatom extraction meth-
od;
c) TRI reagent or similar extraction method such
as TRIsolv, TRIsol, or ISOGEN;
d) guanidinium thiocyanate acid-based extrac-
tion methods;

e) centrifugation through a cesium chloride or
similar gradient; and
f) phenol-chloroform-based extraction methods.

4. A method according to any one of the preceding
claims, characterized in that a portion of the total
RNA extracted is mammalian RNA, selected from

a) tyrosinase mRNA;
b) keratin 19 mRNA;
c) p97 mRNA;
d) MUC 18 mRNA;
e) CD44 mRNA;
f) MAGE-1 mRNA;
g) MAGE-2 mRNA;
h) MAGE-3 mRNA;
i) MAGE-4 mRNA;
j) beta-human chorionic gonadotropin (β HCG)
mRNA;
k) telomerase-associated RNA; and
l) mixtures thereof.

5. A method according to any one of the preceding
claims, characterized in that the amplification is
performed by an RNA amplification method, includ-
ing those in which RNA is first reverse transcribed
to cDNA, and in which cDNA is amplified, selected
from:

a) reverse transcriptase polymerase chain reac-
tion;
b) ligase chain reaction;
c) branched DNA signal amplification;
d) amplifiable RNA reporters;
e) Q-beta replication;
f) transcription-based amplification;
g) isothermal nucleic acid sequence based am-
plification (NASBA);
h) any other self-sustained sequence replication
assays;
i) boomerang DNA amplification;
j) strand displacement activation;
k) cycling probe technology; and
l) any combination or variation thereof.

6. A method according to claim 5, characterized in
that primers employed in the amplification assay are
selected for specific tumor-derived or tumor-associ-
ated RNA or cDNA derived therefrom, which char-
acterize a tumor, and wherein said RNA is selected
from:

a) tyrosinase mRNA;
b) keratin 19 mRNA;
c) p97 mRNA;
d) MUC 18 mRNA;
e) CE44 mRNA;
f) MAGE-1 mRNA;
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g) MAGE-2 mRNA;
h) MAGE-3 mRNA;
i) MAGE-4 mRNA;
j) beta-human chorionic gonadotropin (β HCG)
mRNA;
k) telomerase-associated RNA; and
l) mixtures thereof.

7. A method according to claim 6, characterized in
that the primers employed in the amplification assay
may optionally be nested or hemi-nested primers.

8. A method according to claim 5, characterized in
that probes employed in an amplification assay are
selected for specific mammalian tumor-derived or tu-
mor-associated RNA or cDNA derived therefrom,
which characterize a tumor, and wherein said RNA
are selected from:

a) tyrosinase mRNA;
b) keratin 19 mRNA;
c) p97 mRNA;
d) MUC 18 mRNA;
e) CD44 mRNA;
f) MAGE-1 mRNA;
g) MAGE-2 mRNA;
h) MAGE-3 mRNA;
i) MAGE-4 mRNA;
j) beta-human chorionic gonadotropin (β HCG)
mRNA;
k) telomerase-associated RNA; and
l) mixtures thereof.

9. A method according to any one of the preceding
claims, characterized in that detection of the am-
plified RNA or cDNA is performed by at least one
detection method selected from the group consisting
of:

a) gel electrophoresis;
b) ELISA detection, including modifications, in-
cluding biotinylated or otherwise modified prim-
ers, and immunological detection methods us-
ing monoclonal antibodies;
c) labeled fluorescent or chromogenic probe;
d) Southern blot analysis;
e) electrochemiluminescence;
f) reverse dot blot detection; and
g) high-performance liquid chromatography.

10. A method according to any one of the preceding
claims, characterized in that a human is screened
for malignancy or premalignancy and wherein the
presence of extracellular mammalian tumor associ-
ated RNA in the plasma or serum of said human
infers the presence of malignant or premalignant
cells in the body of said human.

11. A method according to claim 10, characterized in
that the human being screened has a risk of malig-
nancy that is unknown or unsuspected.

12. A method according to claim 10 or 11 wherein the
method is used to evaluate progression of pre-ma-
lignant cells with respect to phenotypes or genotypes
which are characterized by greater malignant po-
tential in which

a) the method is employed in a serial manner;
b) plasma or serum is evaluated for the presence
of extracellular mammalian tumor-associated
RNA of which the corresponding intracellular
RNA of said RNA is known to be associated with
increased malignant potential of a cell when
found within that cell; and
c) inferring cells of increased malignant potential
to be present when said mammalian tumor-as-
sociated RNA is detected in plasma or serum.

13. The product of amplification of extracellular mam-
malian tumor-associated RNA or tumor-derived
RNA extracted from plasma or serum, or cDNA de-
rived therefrom, as a composition of matter, which
includes nucleic acid sequences identical or sub-
stantially identical to said RNA or its fragment, or a
corresponding cDNA, which is produced by the
method of any one of claims 1 to 12.

14. A method of monitoring or evaluating a human or
animal for malignant or premalignant disease, the
method characterised by the steps of:

a) testing for extracellular mammalian tumor-de-
rived or tumor-associated RNA in the plasma or
serum of a human or animal by;

1) extracting total RNA from plasma or se-
rum from a human or animal, a portion of
which comprises extracellular mammalian
tumor-derived or tumor-associated RNA;
2) amplifying the extracted mammalian tu-
mor-derived or tumor-associated RNA or its
corresponding cDNA in either a qualitative
or quantitative fashion;
3) detecting the presence or absence of the
amplified RNA or corresponding cDNA in
either a qualitative or quantitative fashion;
and

b) optionally repeating the testing of step a) in a
serial fashion.

15. A method according to claim 14 characterised in
that a method is provided for:

a) evaluation of response to therapy, such as
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surgical therapy, chemotherapy, radiation ther-
apy, hormonal therapy, immunotherapy, or bio-
therapy;
b) indicating and measuring disease progres-
sion;
c) indicating and measuring disease relapse;
d) indicating and predicting prognosis;
e) indicating and measuring residual disease;
and
f) determining the need for additional therapy,
or evaluating the benefit of therapy, or evaluat-
ing the need to change therapy.

16. The method according to any one of claims 1 to 12
characterised in that amplified mammalian RNA
or cDNA from subpart (b) may be further character-
ized by one or more of the following:

a) nucleic acid sequencing;
b) spectroscopy;
c) immunologic analysis;
d) biochemical analysis;
e) production of the corresponding RNA; or
f) production of the corresponding protein.

17. A method according to any one of claims 1 to 12 as
an aid in the designing of a patient’s treatment pro-
gram, including the assignment or development of
tumor-specific therapies, including vaccine therapy,
monoclonal antibody therapy, and antisense thera-
py.

18. A method of reverse transcribing extracellular mam-
malian RNA extracted from plasma or serum of a
human without cancer, wherein cDNA correspond-
ing to extracellular mammalian RNA is produced,
characterized in that said cDNA may further be:

a) amplified;
b) sequenced;
c) cloned;
d) transcribed;
e) used in a recombinant genetic construct; or
f) otherwise manipulated.

19. A method wherein extracellular mammalian tumor-
associated RNA or extracellular mammalian tumor-
derived RNA, or a corresponding cDNA, is amplified
as to permit the sequencing of said RNA or its cor-
responding cDNA as to obtain the nucleic acid se-
quence, the method characterized by the steps of:

a) extracting total RNA from plasma or serum
from a human or animal, wherein a portion of
the extracted RNA comprises Extracellular
mammalian tumor-derived or tumor-associated
RNA;
b) amplifying the extracted extracellular mam-

malian RNA or a corresponding cDNA; and
c) sequencing the amplified RNA or cDNA.

20. A method according to claim 19 characterized in
that:

a) the nucleic acid sequence of tumor-associat-
ed extracellular mammalian RNA or its corre-
sponding cDNA is determined;
b) antisense compounds, including synthetic ol-
igodeoxynucleotides, are manufactured based
upon the said nucleic acid sequence, and
c) optionally, said antisense compounds are
used therapeutically.

21. A method according to claim 19, characterized in
that the nucleic acid sequence identical or substan-
tially identical to an extracellular mammalian RNA or
its fragments, or a corresponding cDNA, identifies a
treatment for a human or animal.

22. A method according to claim 1, as applied to the
detection of multiple extracellular mammalian tumor-
associated RNA species in plasma or serum, the
method characterized by the steps of:

a) extracting multiple tumor-derived or tumor-
associated extracellular mammalian RNA spe-
cies from plasma or serum;
b) amplifying the extracted extracellular mam-
malian RNA species or its cDNA in either a qual-
itative or quantitative fashion; and
c) detecting the amplified RNA or its cDNA in
either a qualitative or quantitative fashion.

23. A method of detecting an extracellular mammalian
RNA species in the plasma or serum from a human
without cancer, the methods characterised by the
steps of:

a) extracting extracellular mammalian total RNA
from plasma or serum from a human without
cancer, wherein a portion of said extracted
mammalian total RNA contains a mammalian
RNA species;
b) amplifying a portion of the extracted extracel-
lular mammalian RNA for the mammalian RNA
species, or cDNA derived therefrom; and
c) detecting the amplified RNA or corresponding
cDNA.

24. A method of detecting extracellular mammalian RNA
in the plasma or serum fraction of blood from a hu-
man, wherein the mammalian RNA is an RNA spe-
cies of a translocated gene, the method character-
ised by the steps of:

a) extracting mammalian total RNA from plasma
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or serum from a human, wherein a portion of the
extracted RNA comprises an extracellular mam-
malian RNA species of a translocated gene;
b) amplifying the extracted extracellular mam-
malian RNA comprising an RNA species of a
translocated gene, or cDNA derived therefrom;
and
c) detecting the amplified RNA or corresponding
cDNA.

25. A method according to claim 24, wherein a portion
of the extracted mammalian total RNA is a RNA spe-
cies selected from

a) BCR/abl mRNA;
b) PML/RAR-α, mRNA;
c) EWS/FLI-1 mRNA;
d) EWS/EKG mRNA; and
e) AML1/ETO mRNA.

Patentansprüche

1. Verfahren zur Bestimmung von extrazellulärer Tu-
mor-abgeleiteter oder Tumor-assoziierter Säuge-
tier-RNA in der Plasma- oder Serumfraktion des
Bluts eines Menschen oder eines Tiers als Hilfsmittel
bei der Bestimmung, Diagnose, Überwachung, Be-
handlung oder Bewertung einer neoplastischen Er-
krankung, einschließlich eines frühen Krebses, von
nichtinvasiven Krebsarten, prämalignen Zuständen,
invasivem Krebs, fortgeschrittenem Krebs und gut-
artigen Neoplasmen, wobei das Verfahren gekenn-
zeichnet ist durch die Schritte:

a) Extrahieren der gesamten Säugetier-RNA
aus Plasma oder Serum von einem Menschen
oder Tier, wobei ein Teil davon eine extrazellu-
läre Tumor-abgeleitete oder Tumor-assoziierte
Säugetier-RNA umfasst;
b) Amplifizieren der extrahierten extrazellulären
Tumor-abgeleiteten oder Tumor-assoziierten
Säugetier-RNA oder ihrer entsprechenden cD-
NA entweder auf qualitative oder quantitative
Weise; und
c) Bestimmen der amplifizierten RNA oder ihrer
entsprechenden cDNA auf entweder qualitative
oder quantitative Weise.

2. Verfahren nach Anspruch 1, dadurch gekenn-
zeichnet, dass die Säugetier-RNA aus einem Plas-
ma oder Serum eines Menschen mit einem Adenom
oder einer Dysplasie stammt.

3. Verfahren nach Anspruch 1 oder 2, dadurch ge-
kennzeichnet, dass die extrazelluläre Tumor-ab-
geleitete oder Tumor-assoziierte Säugetier-RNA
aus Plasma oder Serum unter Anwendung eines

RNA-Extraktionsverfahrens extrahiert wird, das aus-
gewählt ist aus:

a) Gelatine-Extraktionsverfahren;
b) Kieselsäure-, Glasperlen- oder Diatomeeh-
Extraktionsverfahren;
c) TRx-Reagens-oder einem ähnlichen Extrak-
tionsverfahren, wie beispielsweise TRIsolv,
TRIsol oder ISOGEN;
d) auf Guanidiniumthiocyanatsäure basieren-
den Extraktionsverfahren;
e) Zentrifugation durch einen Cäsiumchlorid-
oder ähnlichen Gradienten; und
f) auf Phenol-Chloroform basierenden Extrakti-
onsverfahren.

4. Verfahren nach irgendeinem der vorausgehenden
Ansprüche, dadurch gekennzeichnet, dass ein
Teil der extrahierten Gesamt-RNA eine Säugetier-
RNA ist, die ausgewählt ist aus:

a) Tyrosinase mRNA;
b) Keratin 19 mRNA;
c) p97 mRNA;
d) MUC 18 mRNA;
e) CD44 mRNA;
f) MAGE-1 mRNA;
g) MAGE-2 mRNA;
h) MAGE-3 mRNA;
i) MAGE-4 mRNA;
j) human-beta-Choriongonadotropin (β HCG)
mRNA;
k) Telomerase-assoziierter RNA; und
l) Mischungen davon.

5. Verfahren nach irgendeinem der vorausgehenden
Ansprüche, dadurch gekennzeichnet, dass die
Amplifikation mittels eines RNA-Amplifikationsver-
fahren durchgeführt wird, einschließlich solcher, bei
denen RNA zuerst revers in cDNA transkribiert wird,
und bei denen cDNA amplifiziert wird, ausgewählt
aus:

a) Reverstranskriptase-Polymerase-Kettenre-
aktion;
b) Ligase-Kettenreation;
c) verzweigte DNA-Signalamplifikation;
d) amplifizierbaren RNA-Reportern;
e) Q-beta-Replikation;
f) Transkriptions-basierender Amplifikation;
g) isothermer Nucleinsäuresequenz-basierter
Amplifikation (NASBA);
h) irgendwelchen anderen selbsterhaltenden
Sequenzreplikationsassays;
i) Bumerang-DNA-Amplifizierung;
j) Strangverdrängungs-Aktivierung;
k) cyclischer Sonden-Technologie; und
l) irgendeiner Kombination oder Variation da-
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von.

6. Verfahren nach Anspruch 5, dadurch gekenn-
zeichnet, dass Primer, die in dem Amplifikatfons-
assay verwendet werden, ausgewählt werden aus
einer spezifischen Tumor-abgeleiteten oder Tumor-
assoziierten RNA oder einer davon abgeleiteten cD-
NA, die einen Tumor charakterisieren, und wobei die
RNA ausgewählt ist aus:

a) Tyrosinase mRNA;
b) Keratin 19 mRNA;
c) p97 mRNA;
d) MUC 18 mRNA;
e) CD44 mRNA;
f) MAGE-1 mRNA;
g) MAGE-2 mRNA;
h) MAGE-3 mRNA;
i) MAGE-4 mRNA;
j) human-beta-Choriongonadotropin (β HCG)
mRNA;
k) Telomerase-assoziierter RNA; und
l) Mischungen davon.

7. Verfahren nach Anspruch 6, dadurch gekenn-
zeichnet, dass die in dem Amplifikationsassay ver-
wendeten Primer gegebenenfalls nested oder semi-
nested Primer sind.

8. Verfahren nach Anspruch 5, dadurch gekenn-
zeichnet, dass Sonden, die in einem Amplifikations-
assay verwendet werden, ausgewählt sind aus einer
spezifischen Tumor-abgeleiteten oder Tumor-asso-
ziierten Säugetier-RNA oder davon abgeleiteter cD-
NA, die einen Tumor charakterisieren, und wobei die
genannte RNA ausgewählt ist aus:

a) Tyrosinase mRNA;
b) Keratin 19 mRNA;
c) p97 mRNA;
d) MUC 18 mRNA;
e) CD44 mRNA;
f) MAGE-1 mRNA;
g) MAGE-2 mRNA;
h) MAGE-3 mRNA;
i) MAGE-4 mRNA;
j) beta-Human-Choriongonadotropin (β HCG)
mRNA;
k) Telomerase-assoziierter RNA; und
l) Mischungen davon.

9. Verfahren nach irgendeinem der vorausgehenden
Ansprüche, dadurch gekennzeichnet, dass die
Bestimmung der amplifizierten RNA oder cDNA
durch wenigstens ein Bestimmungsverfahren durch-
geführt wird, das aus der Gruppe ausgewählt ist, die
besteht aus:

a) Gelelektrophorese;
b) ELISA-Bestimmung, einschließlich von Mo-
difikationen, einschließlich biotinylierter oder
auf andere Weise modifizierter Primer, sowie
immunologischen Bestiznmungsverfahren un-
ter Verwendung monoklonaler Antikörper;
c) markierten fluoreszierenden oder chromoge-
nen Sonden;
d) Southern-Blot-Analyse;
e) Elektrochernilumineszenz:
f) reversem Dot-Blot-Bestimmung; und
g) Hochleistungsflüssigkeitschromatographie.

10. Verfahren nach irgendeinem der vorausgehenden
Ansprüche, dadurch gekennzeichnet, dass ein
Mensch auf einen malignen oder prämalignen Zu-
stand untersucht wird und wobei die Anwesenheit
von extrazellulärer Tumor-assoziierter Säugetier-
RNA im Plasma oder Serum des Menschen das Vor-
liegen von maglignen oder prämalignen Zellen im
Köper des Menschen bedeutet.

11. Verfahren nach Anspruch 10, dadurch gekenn-
zeichnet, dass das untersuchte menschliche We-
sen ein Risiko bezüglich einer malignen Erkrankung
aufweist, die unbekannt ist oder nicht vermutet wird.

12. Verfahren nach Anspruch 10 oder 11, wobei das Ver-
fahren dazu verwendet wird, die Progression von
prämalignen Zellen im Hinblick auf Phänotypen oder
Genotypen zu bewerten, die durch ein größeres ma-
lignes Potential charakterisiert sind, bei dem

a) das Verfahren auf serielle Weise angewandt
wird;
b) Serum oder Plasma im Hinblick auf die An-
wesenheit einer extrazellulären Tumor-assozi-
ierten Säugetier-RNA bewertet wird, für die be-
kannt ist, dass die entsprechende intrazelluläre
RNA der genannten RNA mit einem erhöhten
malignen Potential einer Zelle assoziiert ist,
wenn sie innerhalb der Zelle gefunden wird; und
c) Schließen, dass Zellen mit einem erhöhten
malignen Potential vorhanden sind, wenn die
Tumor-assoziierte Säugetier-RNA im Plasma
oder Serum nachgewiesen wird.

13. Amplifikationsprodukt einer extrazellulären Tumor-
assoziierten oder Tumor-abgeleiteten Säugetier-
RNA, die aus Plasma oder Serum extrahiert ist, oder
einer davon abgeleiteten cDNA, als Stoffzusammen-
setzung, die Nucleinsäuresequenzen beinhaltet, die
identisch oder im Wesentlichen identisch mit der ge-
nannten RNA oder ihren Fragmenten sind, oder ei-
ner entsprechenden cDNA, das hergestellt wird
nach dem Verfahren nach irgendeinem der Ansprü-
che 1 bis 12.
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14. Verfahren zum Überwachen oder Bewerten eines
Menschen oder eines Tiers auf eine maligne oder
prämaligne Erkrankung, wobei das Verfahren durch
die Schritte charakterisiert ist:

a) Testen auf extrazelluläre Tumor-abgeleitete
oder Tumor-assoziierte Säugetier-RNA im Plas-
ma oder Serum eines Menschen oder eines
Tiers durch:

1) Extrahieren der Gesamt-RNA aus Plas-
ma oder Serum eines Menschen oder eines
Tiers, von der ein Teil davon eine extrazel-
luläre Tumor-abgeleitete oder Tumor-asso-
ziierte Säugetier-RNA umfasst;
2) Amplifizieren der extrahierten Tumor-ab-
geleiteten oder Tumor-assoziierten Säuge-
tier-RNA oder ihrer entsprechenden cDNA
auf entweder qualitative oder quantitative
Weise;
3) Bestimmen der Anwesenheit oder des
Fehlens der amplifizierten RNA oder der
entsprechenden cDNA auf entweder quali-
tative oder quantitative Weise; und

b) Wiederholen des Testens von Stufe a) in einer
seriellen Weise.

15. Verfahren nach Anspruch 14, dadurch gekenn-
zeichnet, dass das Verfahren bereitgestellt wird für:

a) die Bewertung einer Reaktion auf eine The-
rapie, wie beispielsweise eine chirurgische The-
rapie, Chemotherapie, Bestrahlungstherapie,
hormonelle Therapie, Immunotherapie oder
Biotherapie;
b) Anzeigen und Messen des Fortschreitens ei-
ner Krankheit;
c) Anzeigen und Messen der Remission einer
Krankheit;
d) Anzeigen und Vorhersagen einer Prognose;
e) Anzeigen und Messen einer Resterkrankung;
und
f) Fetstellen der Notwendigkeit einer zusätzli-
chen Therapie, oder Bewertung des Vorteils ei-
ner Therapie, oder Bewertung der Notwendig-
keit, die Therapie zu ändern.

16. Verfahren nach irgendeinem der Ansprüche 1 bis
12, dadurch gekennzeichnet, dass die amplifizier-
te Säugetier-RNA oder -cDNA aus Unterpunkt (b)
durch eines oder mehrere der folgenden weiter cha-
rakterisiert werden kann:

a) Nucleinsäuresequenzieren;
b) Spektroskopie;
c) Immunologische Analyse;
d) Biochemische Analyse;

e) Produktion der entsprechenden RNA; oder
f) Produktion des entsprechenden Proteins.

17. Verfahren nach irgendeinem der Ansprüche 1 bis 12
als Hilfsmittel bei der Festlegung eines Behand-
lungsprogramms für einen Patienten, einschließlich
der Zuordnung oder Entwicklung von Tumor-spezi-
fischen Therapien, einschließlich einer Impfstoffthe-
rapie, einer Therapie mit monoklonalen Antikörpern,
und einer Antisense-Therapie.

18. Verfahren zur Revers-Transkription einer extrazel-
lulären Säugetier-RNA, die aus einem Plasma oder
Serum eines krebsfreien Menschen extrahiert wur-
de, wobei die cDNA, die der extrazellulären Säuge-
tier-RNA entspricht, hergestellt wird, dadurch ge-
kennzeichnet, dass die cDNA außerdem sein
kann:

a) amplifiziert;
b) sequenziert;
c) geklont;
d) transkribiert;
e) in einem rekombinanten genetischen Kon-
strukt verwendet; oder
f) auf andere Weise manipuliert.

19. Verfahren, bei dem eine extrazelluläre Tumor-asso-
ziierte Säugetier-RNA oder eine extrazelluläre Tu-
mor-abgeleitete Säugetier-RNA oder eine entspre-
chende cDNA amplifiziert wird, um das Sequenzie-
ren der genannten RNA oder ihrer entsprechenden
cDNA zu ermöglichen, um die Nucleinsäuresequenz
zu erhalten, wobei das Verfahren gekennzeichnet
ist durch die Schritte:

a) Extrahieren der gesamten RNA aus Plasma
oder Serum eines Menschen oder eines Tieres,
wobei ein Teil der extrahierten RNA eine extra-
zelluläre Turmor-abgeleitete oder Turmor-asso-
ziierte Säugetier-RNA umfasst;
b) Amplifizieren der extrahierten extrazellulären
Säugetier-RNA oder einer entsprechenden cD-
NA; und
c) Sequenzieren der amplifizierten RNA oder
cDNA.

20. Verfahren nach Anspruch 19, dadurch gekenn-
zeichnet, dass

a) die Nucleinsäuresequenz einer Tumor-asso-
ziierten extrazellulären Säugetier-RNA oder ih-
rer entsprechenden cDNA bestimmt wird;
b) Antisense-Verbindungen, einschließlich syn-
thetischer Oligodesoxynucleotide, erzeugt auf
der Basis der genannten Nucleinsäuresequenz
werden, und
c) die Antisense-Verbindungen gegebenenfalls
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therapeutisch verwendet werden.

21. Verfahren nach Anspruch 19, dadurch gekenn-
zeichnet, dass die Nucleinsäuresequenz, die iden-
tisch ist oder im Wesentlichen identisch ist mit einer
extrazellulären Säugetier-RNA oder ihren Fragmen-
ten, oder einer entsprechenden cDNA, eine Behand-
lung für einen Menschen oder ein Tier identifiziert.

22. Verfahren nach Anspruch 1, bei seiner Anwendung
auf die Bestimmung von mehreren extrazellulären
Tumor-assozüerten Säugetier-RNA-Spezies in
Plasma oder Serum, wobei das Verfahren charak-
terisiert ist durch die Schritte:

a) Extrahieren mehrerer Tumor-abgeleiteter
oder Tumor-assoziierter extrazellulärer Säuge-
tier-RNA-Spezies aus Plasma oder Serum;
b) Amplifizieren der extrahierten extrazellulären
Säugetier-RNA-Spezies oder ihrer cDNA auf
entweder qualitative oder quantitative Weise;
und
c) Bestimmen der amplifizieren RNA oder ihrer
cDNA auf entweder qualitative oder quantitative
Weise.

23. Verfahren zur Bestimmung einer extrazellulären
Säugetier-RNA-Spezies im Plasma oder Serum ei-
nes Menschen ohne Krebs, wobei das Verfahren
charakterisiert ist durch die Schritte:

a) Extrahieren einer extrazelluläre Gesamt-
Säugetier-RNA aus Plasma oder Serum eines
krebsfreien Menschen, wobei ein Teil der ge-
nannten extrahierten Gesamt-Säugetier-RNA
eine Säugetier-RNA-Spezies enthält;
b) Amplifizieren eines Teils der extrahierten ex-
trazellulären Säugetier-RNA im Hinblick auf die
Säugetier-RNA-Spezies oder die davon abge-
leitete cDNA; und
c) Bestimmen der amplifizierten RNA oder der
entsprechenden cDNA.

24. Verfahren zur Bestimmung einer extrazellulären
Säugetier-RNA in der Plasma- oder Serum-Fraktion
des Bluts eines Menschen, wobei die Säugetier-
RNA eine RNA-Spezies eines translozierten Gens
ist, wobei das Verfahren durch die Stufen charakte-
risiert ist:

a) Extrahieren Gesamt-Säugetier-RNA aus
dem Plasma oder dem Serum eines Menschen,
wobei ein Teil der extrahierten RNA eine extra-
zelluläre Säugetier-RNA-Spezies eines translo-
zierten Gens umfasst;
b) Amplifizieren der extrahierten extrazellulären
Säugetier-RNA, die eine RNA-Spezies eines
translozierten Gens oder die davon abgeleitete

cDNA umfasst, und
c) Bestimmen der amplifizierten RNA oder der
entsprechenden cDNA.

25. Verfahren nach Anspruch 24, wobei ein Teil der ex-
trahierten Gesamt-Säugetier-RNA eine RNA-Spezi-
es ist, die ausgewählt ist aus:

a) BCR/abl mRNA;
b) PML/RAR-α mRNA;
c) EWS/FLI-1 MRNA;
d) EWS/EKG mRNA; und
e) AML 1/ETO mRNA.

Revendications

1. Procédé de détection d’ARN de mammifère extra-
cellulaire dérivé d’une tumeur ou associé à une tu-
meur dans une fraction de plasma ou de sérum dans
le sang provenant d’un être humain ou d’un animal
en tant qu’aide à la détection, au diagnostic, à la
surveillance, au traitement ou à l’évaluation de ma-
ladies néoplasiques, comprenant un cancer à un sta-
de précoce, des cancers non invasifs, des états pré-
cancéreux, un cancer invasif un cancer avancé, et
des néoplasmes bénins, le procédé étant caracté-
risé par les étapes consistant à :

a) extraire un ARN total de mammifère d’un plas-
ma ou d’un sérum provenant d’un être humain
ou d’un animal, dont une partie comprend un
ARN de mammifère extracellulaire dérivé d’une
tumeur ou associé à une tumeur,
b) amplifier l’ARN de mammifère extracellulaire
extrait, dérivé d’une tumeur ou associé à une
tumeur ou son ADNc correspondant, de maniè-
re soit qualitative, soit quantitative, et
c) détecter l’ARN amplifié ou son ADNc corres-
pondant amplifie, de manière soit qualitative,
soit quantitative.

2. Procédé selon la revendication 1, caractérisé en
ce que l’ARN de mammifère est issu d’un plasma
ou d’un sérum provenant d’un être humain ayant un
adénome ou une dysplasie.

3. Procédé selon la revendication 1 ou 2, caractérisé
en ce que l’ARN de mammifère extracellulaire dé-
rivé d’une tumeur ou associé à une tumeur est extrait
d’un plasma ou d’un sérum à l’aide d’un procédé
d’extraction d’ARN sélectionné parmi :

a) un procédé d’extraction par gélatine,
b) un procédé d’extraction par silice, par billes
de verre ou diatomée,
c) un procédé d’extraction par réactif TRI ou si-
milaire tel que TRIsolv, TRIsol ou ISOGENE,
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d) des procédés d’extraction à base d’acide de
thiocyanate de guanidinium,
e) une centrifugation par l’intermédiaire d’un
chlorure de césium ou d’un gradient similaire, et
f) des procédés d’extraction à base de phénol-
chloroforme.

4. Procédé selon l’une quelconque des revendications
précédentes, caractérisé en ce qu’une partie de
l’ARN total extrait est de l’ARN de mammifère sélec-
tionné parmi de :

a) l’ARNm de tyrosinase,
b) l’ARNm de kératine 19,
c) l’ARNm de P97,
d) l’ARNm de MUC 18,
e) l’ARNm de CD 44,
f) l’ARNm de MAGE-1,
g) l’ARNm de MAGE-2,
h) l’ARNm de MAGE-3,
i) l’ARNm de MAGE-4,
j) l’ARNm de gonadotrophine chorionique bêta-
humaine (ßHCG),
k) l’ARN associé à de la télomérase, et
l) des mélanges de ceux-ci.

5. Procédé selon l’une quelconque des revendications
précédentes, caractérisé en ce que l’amplification
est réalisée par un procédé d’amplification d’ARN,
y compris ceux dans lesquels l’ARN subit une pre-
mière transcription inverse en ADNc et où l’ADNc
est amplifié, sélectionné parmi :

a) une amplification en chaîne par polymérase
de transcriptase inverse,
b) une réaction en chaîne de ligase,
c) une amplification de signal ADN ramifié,
d) des rapporteurs d’ARN amplifiables,
e) une réplication Q-bêta,
f) une amplification à base de transcription,
g) une amplification basée sur des séquences
d’acides nucléiques isothermes (NASBA),
h) tout autre dosage de réplication de séquen-
ces auto-entretenues,
i) une amplification d’ADN boomerang,
j) une activation de déplacement de brin,
k) une technologie de sonde cyclique, et
l) toute combinaison ou variation de ces élé-
ments.

6. Procédé selon la revendication 5, caractérisé en
ce que les amorces employées dans le dosage
d’amplification sont sélectionnées pour un ARN spé-
cifique dérivé d’une tumeur ou associé à une tumeur
ou un ADNc dérivé de celui-ci, qui caractérise une
tumeur, et dans lequel ledit ARN est sélectionné
parmi :

a) l’ARNm de tyrosinase,
b) l’ARNm de kératine 19,
c) l’ARNm de P97,
d) l’ARNm de MUC 18,
e) l’ARNm de CD 44,
f) l’ARNm de MAGE-1,
g) l’ARNm de MAGE-2,
h) l’ARNm de MAGE-3,
i) l’ARNm de MAGE-4,
j) l’ARNm de gonadotrophine chorionique bêta-
humaine (β HCG),
k) l’ARNm associé à de la télomérase, et
l) des mélanges de ceux-ci.

7. Procédé selon la revendication 6, caractérisé en
ce que les amorces employées dans le dosage
d’amplification peuvent optionnellement être des
amorces nichées ou à moitié nichées.

8. Procédé selon la revendication 5, caractérisé en
ce que les sondes employées dans un dosage d’am-
plification sont sélectionnées pour un ARN spécifi-
que de mammifère dérivé d’une tumeur ou associé
à une tumeur ou un ADNc dérivé de celui-ci, qui ca-
ractérise une tumeur, et dans lequel lesdits ARN sont
sélectionnés parmi :

a) l’ARNm de tyrosinase,
b) l’ARNm de kératine 19,
c) l’ARNm de P97,
d) l’ARNm de MUC 18,
e) l’ARNm de CD 44,
f) l’ARNm de MAGE-1,
g) l’ARNm de MAGE-2,
h) l’ARNm de MAGE-3,
i) l’ARNm de MAGE-4,
j) l’ARNm de gonadotrophine chorionique bêta-
humaine (β HCG),
k) l’ARNm associé à de la télomérase, et
l) des mélanges de ceux-ci.

9. Procédé selon l’une quelconque des revendications
précédentes, caractérisé en ce que la détection de
l’ARN amplifié ou de l’ADNc amplifié est réalisée par
au moins un procédé de détection sélectionné parmi
le groupe constitué :

a) d’une électrophorèse en gel,
b) d’une détection ELISA, comprenant des mo-
difications, y compris des amorces biotinylatées
ou autrement modifiées, et des procédés de dé-
tection immunologiques à l’aide d’anticorps mo-
noclonaux,
c) d’une sonde fluorescente ou chromogénique
à marqueur,
d) d’un buvardage de Southern ou analyse dite
"Southern blot",
e) d’une électro-chimioluminescence,
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f) d’une détection de transfert en point inverse, et
g) d’une chromatographie liquide haute perfor-
mance.

10. Procédé selon l’une quelconque des revendications
précédentes, caractérisé en ce qu’un être humain
subit un dépistage en ce qui concerne une malignité
ou une prémalignité et dans lequel la présence d’un
ARN de mammifère extracellulaire associé à une tu-
meur dans le plasma ou le sérum dudit être humain
implique la présence de cellules malignes ou pré-
malignes dans le corps dudit être humain.

11. Procédé selon la revendication 10, caractérisé en
ce que l’être humain dépisté présente un risque de
malignité qui n’est pas connu ou n’est pas suspecté.

12. Procédé selon la revendication 10 ou 11, où le pro-
cédé est utilisé pour évaluer la progression des cel-
lules prémalignes par rapport aux phénotypes ou
aux génotypes qui sont caractérisés par un poten-
tiel malin plus important où

a) le procédé est employé en série,
b) le plasma ou le sérum est évalué pour la pré-
sence d’un ARN de mammifère extracellulaire
associé à une tumeur dont l’ARN intracellulaire
correspondant dudit ARN est connu comme
étant associé à un potentiel malin accru d’une
cellule lorsqu’il est découvert dans cette cellule,
et
c) des cellules d’un potentiel malin accru sont
supposées présentes lorsque ledit ARN de
mammifère associé à une tumeur est détecté
dans le plasma ou le sérum.

13. Produit d’amplification d’un ARN de mammifère ex-
tracellulaire associé à une tumeur ou d’un ARN dé-
rivé d’une tumeur extrait d’un plasma ou d’un sérum,
ou d’un ADNc dérivé de celui-ci, à titre de composi-
tion objet ou de substance, qui comprend des sé-
quences d’acides nucléiques identiques ou sensi-
blement identiques audit ARN ou à son fragment, ou
à un ADNc correspondant, qui est produit par le pro-
cédé selon l’une quelconque de revendications 1 à
12.

14. Procédé de surveillance ou d’évaluation d’un être
humain ou d’un animal concernant une maladie ma-
ligne ou prémaligne, le procédé étant caractérisé
par les étapes consistant à :

a) tester un ARN de mammifère extracellulaire
dérivé d’une tumeur ou associé à une tumeur
dans le plasma ou le sérum provenant d’un être
humain ou d’un animal par :

1) l’extraction d’un ARN total du plasma ou

du sérum provenant d’un être humain ou
d’un animal, dont une partie comprend un
ARN de mammifère extracellulaire dérivé
d’une tumeur ou associé à une tumeur,
2) l’amplification de l’ARN de mammifère
extrait dérivé d’une tumeur ou associé à une
tumeur ou de son ADNc correspondant
d’une manière soit qualitative, soit quanti-
tative,
3) la détection de la présence ou de l’ab-
sence de l’ARN amplifié ou de l’ADNc cor-
respondant amplifié de manière soit quali-
tative, soit quantitative, et

b) répéter optionnellement l’essai de l’étape a)
en série.

15. Procédé selon la revendication 14, caractérisé en
ce qu’un procédé est prévu pour :

a) l’évaluation d’une réponse à une thérapie, tel-
le qu’une thérapie chirurgicale, une chimiothé-
rapie, une thérapie par rayons, une thérapie hor-
monale, une immunothérapie ou une biothéra-
pie,
b) l’indication et la mesure d’une progression de
la maladie,
c) l’indication et la mesure d’une rechute de la
maladie,
d) l’indication et la prédiction d’un pronostic,
e) l’indication et la mesure d’une maladie rési-
duelle, et
f) la détermination du besoin d’une thérapie sup-
plémentaire, ou l’évaluation du bénéfice de la
thérapie, ou l’évaluation de la nécessité de mo-
difier la thérapie.

16. Procédé selon l’une quelconque des revendications
1 à 12, caractérisé en ce qu’un ARN de mammifère
amplifié ou un ADNc amplifié, issu d’une sous-partie
b) peut en outre être caractérisé par un ou plusieurs
des éléments suivants :

a) un séquençage d’acides nucléiques,
b) une spectroscopie,
c) une analyse immunologique,
d) une analyse biochimique,
e) une production de l’ARN correspondant, ou
f) une production de la protéine correspondante.

17. Procédé selon l’une quelconque des revendications
1 à 12 sous forme d’une aide dans la conception
d’un programme de traitement d’un patient, y com-
pris l’affectation ou le développement de thérapies
spécifiques à des tumeurs, y compris une thérapie
par vaccin, une thérapie par anticorps monoclonaux
et une thérapie par l’antisens.
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18. Procédé de transcription inverse d’un ARN de mam-
mifère extracellulaire extrait d’un plasma ou d’un sé-
rum provenant d’un être humain non atteint par un
cancer, dans lequel l’ADNc correspondant à l’ARN
de mammifère extracellulaire est produit, il est ca-
ractérisé en ce que ledit ADNc peut en outre être :

a) amplifié,
b) séquencé,
c) cloné,
d) transcrit,
e) utilisé dans une construction génétique re-
combinante, ou
f) manipulé autrement.

19. Procédé dans lequel un ARN de mammifère extra-
cellulaire associé à une tumeur ou un ARN de mam-
mifère extracellulaire déviré d’une tumeur, ou un
ADNc correspondant, est amplifié afin de permettre
le séquençage dudit ARN ou de son ADNc corres-
pondant de façon à obtenir la séquence d’acides nu-
cléiques, le procédé étant caractérisé par les éta-
pes consistant à :

a) extraire l’ARN total du plasma ou du sérum
provenant d’un être humain ou d’un animal,
dans lequel une partie de l’ARN extrait com-
prend de l’ARN de mammifère extracellulaire
dérivé d’une tumeur ou associé à une tumeur,
b) l’amplification de l’ARN de mammifère extra-
cellulaire extrait ou d’un ADNc correspondant, et
c) le séquençage de l’ARN amplifié ou de l’ADNc
amplifié.

20. Procédé selon la revendication 19, caractérisé en
ce que :

a) la séquence d’acides nucléiques de l’ARN de
mammifère extracellulaire associé à une tumeur
ou de son ADNc correspondant est déterminée,
b) des composants antisens, comprenant des
oligodésoxynucléotides synthétiques, sont fa-
briqués sur la base de ladite séquence d’acides
nucléiques, et
c) optionnellement, lesdits composés antisens
sont utilisés de façon thérapeutique.

21. Procédé selon la revendication 19, caractérisé en
ce que la séquence d’acides nucléiques identique
ou sensiblement identique à un ARN de mammifère
extracellulaire ou à ses fragments, ou à un ADNc
correspondant, identifie un traitement pour un être
humain ou un animal.

22. Procédé selon la revendication 1, appliqué à la dé-
tection de multiples espèces d’ARN de mammifère
extracellulaire associé à une tumeur dans un plasma
ou un sérum, le procédé étant caractérisé par les

étapes consistant à :

a) extraire de multiples espèces d’ARN de mam-
mifère extracellulaire dérivé d’une tumeur ou as-
socié à une tumeur, d’un plasma ou d’un sérum,
b) amplifier les espèces d’ARN de mammifère
extracellulaire extraites ou son ADNc de maniè-
re soit qualitative, soit quantitative, et
c) détecter l’ARN amplifié ou son ADNc amplifié
de manière soit qualitative, soit quantitative.

23. Procédé de détection d’une espèce d’ARN de mam-
mifère extracellulaire dans le plasma ou le sérum
provenant d’un être humain non atteint par un can-
cer, le procédé étant caractérisé par les étapes con-
sistant à :

a) extraire un ARN total de mammifère extracel-
lulaire d’un plasma ou d’un sérum provenant
d’un être humain non atteint par un cancer, dans
lequel une partie dudit ARN total de mammifère
extrait contient une espèce d’ARN de mammi-
fère,
b) amplifier une partie de l’ARN de mammifère
extracellulaire extrait pour l’espèce d’ARN de
mammifère, ou l’ADNc dérivé de celui-ci, et
c) détecter l’ARN amplifié ou l’ADNc correspon-
dant amplifié,

24. Procédé de détection d’un ARN de mammifère ex-
tracellulaire dans la fraction de plasma ou de sérum
du sang provenant d’un être humain, dans lequel
l’ARN de mammifère est une espèce d’ARN d’un
gène transloqué, le procédé étant caractérisé par
les étapes consistant à :

a) extraire l’ARN total de mammifère d’un plas-
ma ou d’un sérum provenant d’un être humain,
où une partie de l’ARN extrait comprend l’espè-
ce d’ARN de mammifère extracellulaire d’un gè-
ne transloqué,
b) amplifier l’ARN de mammifère extracellulaire
extrait comprenant une espèce d’ARN d’un gê-
ne transloqué, ou un ADNc dérivé de celui-ci, et
c) détecter l’ARN amplifié ou l’ADNc correspon-
dant amplifié.

25. Procédé selon la revendication 24, dans lequel une
partie de l’ARN total de mammifère extrait est une
espèce d’ARN sélectionnée parmi :

a) l’ARNm de BCR/abl,
b) l’ARNm de PML/RAR-α,
c) l’ARNm de EWS/FLI-1,
d) l’ARNm de EWS/EKG, et
e) l’ARNm de AML1/ETO.
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