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[4 Figure .15A-15D depict arrays showing two up-regulated (>2 fold), cancer related 

genes detected in neutrophils from Bl6F10 (mouse metastatic melanoma) tumor 

searing C57/B1 mice. 	(A) B16F10 tumor. 	(B) Neutrophils obtained from C57/B1 

mi. 	bearing B16F10 tumors (NT). (C) T cells obtained from C57/B1 mice-bearing 

B16F 0 tumors (TT). (D) Neutrophils obtained from non-tumor-bearing C57/BI mice 

(NN). C cled signatures expressed in tumor cells (A) and in neutrophils from tumor- 

bearing mi. 	(B), and minimally expressed in neutrophils from non-tumor-bearing 

mice (D), and • 	non-phagocyti.c T cells (C). Expression in. NT  was >2-fold than that 

in NN and TT. 

[45]  Figure 16A-16D de 	ct arrays showing one up-regulated (>2 fold), cancer related 

genes detected in macrs hages from B16F10 (mouse metastatic melanoma) tumor- 

bearing C57/B1 mice. 	(A) 1:16F10 tumor. 	(B) Macrophages obtained from C57/B1 

mice bearing B161710 tumors MT). (C) T cells obtained from C57/BI mice bearing 

B16F10 tumors (TT). 	(D: Mac, ophages obtained from non-tumor-bearing C57/B1. 

mice (MN). Circled signatures exp 	ssed in tumor cells (A) and in macrophages from 

tumor-bearing mice (B), and minima 	expressed in macrophages from non-tumor- 

bearing mice (D), and in non-phagocytic I cells (C). Expression in. MT was >2-fold 

than that in MN and Ti. 

[46]  Figure 17A-17D depict arrays showing five u.-regulated (>2 fold), cancer related 

genes detected in neutrophils from patient with he... and neck cancer (squamous cell 

carcinoma). 	(A) Normal tissue (skin) biopsy. 	.) Tumor tissue biopsy. (C) 

Neutrophils obtained from patient blood (N1). 	(D) 	cells obtained from patient 

blood (Ti.). 	Circled signatures expressed in tumor cells (It 	and in neutrophils from. 

patient blood (C), and minimally expressed or not expresses in normal skin (A) or 

non-phagocytic T cells (D). Expression in NT was >2-fold than t .tin TT and skin. 

[47]  Figure 18A-18D depict arrays showing 23 up-regulated (>2 fold), cancer related 

genes detected in macrophages from patient with ovarian cancer (ade 4 carcinoma). 

(A) Macrophages obtained from patient blood (MT). (B) T cells obtained f am patient 

blood (TT). 	Circled signatures expressed in macrophages from patient 	A ) and 

minimally expressed in n.on-phagocytic T cells (B). 	Expression in MT was _ 	fold 

than that in TT. 

l1

Figure I5A-l5D depict arrays showing two up-regulated (>2 fold), carlcer related

genes detected in ncutrophils from 816Fl0 (mouse metastatic melanoma) tumor

ring CS7lBl mice. (A) B16Fl0 tumor. (B) Neutrophils obtained fiom C17lBl

i\ bearing 816F10 tumors (Nr). (C) T cells obtaincd fiom C57lBl mice-bearing

tumors (T.ù. (D) Neutrophils obtained from non*tumor-bearing C57iBl mice

(NN). ed signaturcs cxpressed in tumor cells (A) and in ncutrophils fi'orn tumor-

bearing m ik (B), and minimally exprcsscd in neutrophils from non-tumor-bcaring

micc (D), an þ non-phagocytic T cells (C). Expression in N¡'was >2-fold than that

in Nru and Tr

t45l Figure I6A-I6D d ¿Ìrrays showing one up-regulated (>2 fold), cancer related

genc.s dctected in mac f,rom B1(rFl0 (rnouse mctastatic mclanotna) tumor-

bearing C57lBl mice. (A l6Fl0 tumor. (B) Macrophages obtained fiorn Ci57lBl

mice bcaring 816F10 tumors ) (C) T cclls obtained from CSTlBI micc bearing

Bl6F10 tumors (T1.). (D: M obtained from non-tumor-bearing C57/Bl

mice (M¡r). Circled signatures ex in tumor cells (A) and in macrophages from

expressed in macrophages from non-tutnor-tumor-bearing mice (B), and minima

bearing mice (D), and in non-phagoc

than that in M¡ and T'¡.

f cells (C). Expression in M1was >2-fold

146l Figure 17A-I7D depict aruays showing five ated (>2 fbld), cancer related

genes detected ìn neutrophils from patient with and neck cancer (squamous cell

carcinoma). (A) Normal tissue (skin) biopsy. ) Tumor tissue biopsy. (C)

Neutrophils obtained from patient blood (N1). (D) ls obtained from patient

blood (T¡). Circled signatures expressecl in tumor cells ( and in neutrophils from

patient blood (C), and minimally expressed or not exp in normal skin (A) or

non-phagocytic T cells (D). Expression in Nl was >2-folcl than in Tl and skin.

Fígure IïA-I|D dcpict arrays showing 23 up-rcgulatcd (>2 fold canccr rclatcd

genes detected in macrophages from patient with ovarian cancer (ade rcinoma).

(A) Macrophages obtained from paticnt blood (Mr). (B) T cclls obtainecl paticnt

blood (Tr). Circled signatures expressed in macrophages from patient ) and

minirnally expressed in non-phagocytic T oells (B). Expression in M1 was >{old

l47l

than that in Tr'.

14 Figure 15A-15D depict arrays showing two up-regulated (?2 fold), cancer related genes
detected in neutrophils from B16F10 (mouse metastatic melanoma) tumor caring C57/BI
mice. (A) B16F10 tumor. (B) Neutmphils obtained from C57/131 mis bearing B16F10 tumors
(NT). (C) T cells obtained from C57/BI mice-bearing B16Ftumors (Tr). (D) Neutrophils
obtained from non-tumor-bearing C57/BI mice (NN). C cled signatures expressed in tumor
cells (A) and in ncutrophils from tumor-bearing m (B), and minimally expressed in neutrophils
from non-tumor-bearing mice (D), and non-phagocytie T cells (C). Expression in N1 was
>2-fold than that in NN and [45] Figure 16A-16D de ct arrays showing one up-regulated (>2
fold), cancer related genes detected in macn hages from B16F10 (mouse metastatic
melanoma) tumor-bearing C57/B1 mice. (A) l6FlO tumor. (B) Macrophages obtained from
C57/BI mice bearing BI61710 tumors M1). (C) T cells obtained from C57/131 mice bearing
BI6E10 tumors ("Pr). (D: Mac,.ophages obtained from non-tumor-bearing C57/B1 mice (MN).
Circled signatures cxp ssed in tumor cells (A) and in macrophages from tumor-bearing mice
(B), and minima expressed in macrophages from non-tumorbearing mice (D), and in
non-phagocy T cells (C). Expression in MT was ..2-fold than that in MN and TT. [46] Figure
17A-17D depict arrays showing five'-regulated (>2 fold), cancer related genes detected in
neutrophils from patient with he and neck cancer (squamous cell carcinoma). (A) Normal
tissue (skin) biopsy.) Tumor tissue biopsy. (C) Neutrophils obtained from patient blood (NT).
(D)cells obtained from patient blood (TT). Circled signatures expressed in tumor cells ( and in
neutrophils from patient blood (C), and minimally expressed or not expresses in normal skin
(A) or non-phagocytic T cells (D). Expression in NT was ?..2-fold than t in TT and skin. [47]
Figure 18A-18D depict arrays showing 23 up-regulated (?2 fold), cancer related genes
detected in macrophages from patient with ovarian cancer (ade carcinoma). (A) Macrophages
obtained from patient blood. (MT). (B) T cells obtained f m patient blood (Ti). Circled
signatures expressed in macrophages from patient) and minimally expressed in
non-phagocytie T cells (B). Expression in MT was > fold than that in TT.  
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48] Figure 19 depicts a method used to identify tumor signatures in phagocytic cells. In 

this example, expression intensities of cancer associated genes in macrophages from 

tumor-bearing animals (MT) were quantified compared to those from T cells from the 

e animals (TT) and those overexpressed by >2-fold identified. 	Next, the 

into sities of all expressed genes in Mr  were quantified and compared to those in 

macro 	ages obtained from non-tumor bearing animals (MNT) and the genes 

overexpre,-sed >2-fold were identified. The genes common to both lists were selected 

and compare to those expressed by the same tumor (shaded area). 

[49]  Figures 20A-20 	depict gene expression intensity comparisons in (A) macrophages 

obtained from nude , ice bearing LNCaP human prostate tumors (MI,Ncap)  and T cells 

from the same animal, (T cellsr,Ncap), (B) Mr,NCaP  and macrophages obtained from. 

non-tumor-bearing mice ( 	no,„,„„,), (C) neutrophils obtained from nude mice bearing 

LNCaP human prostate to ors (1•1 ,- .I,NCaP) and T cells from the same animals OF 

cellsr.Ncap), and (D) NI.,NCaP an. nacrophages obtained from non-tumor-bearing mice 

(Nnori-tumoi)• 	Genes in red were o erexpressed >2 fold; those in green were under- 

expressed >2 fold. 

[50]  Figure 21 lists expression of cancer-relat. d genes within phagocytic neutrophils (N) 

and macrophages (M). 

[51]  Figure 22 lists cancer-related genes upregulated 	2-fold) in ph.agocytic macrophages 

of a patient with ovarian cancer in comparison to no 	phagocytic T cells. 

[52]  Figure 23 depicts SDS gel (10%) electrophoresis of pro 	in sample (5.9 pg) obtained 

from mouse WBC. 

[53]  Figure 24 depicts Western blot analysis of TAG-72 and PSA. 	xpression in T cells 

and m.onocytes/macrophages (M/M) obtained from tumor-bearing mice, illustrating 

the presence of signatures in phagocytic cells only. 

DETAILED DESCRIPTION OF CERTAIN EMBODIMENT 

[54]  Embodiments of the present invention are directed to a method of providing a 	tient- 

specific expression profile of markers associated with diseases, infectious agents • nd. 

15

Figure 19 depicts a method used to identify tumor signatures in phagocytic cells. ln

this cxamplc, cxprc.ssion intcnsitics of canccr associatcd gcncs in macrophagcs from

tumor-bcaring animals (M1.)'*.cre quantified compared to those from T cells fi'om the

animals (T1) and those overexpressed by >2-l'old idcntificd. Ncxt, thc

itics of all exprcssed gcncs in M.¡ wcrc quantified and comparcd to thosc in

obtaincd fiom non-tumor bearing animals (MrqL') and the genes

>2-folcl were identified. The genes common to both lists were selected

to those expressed by thc samc tumor (shaded area).

Figures 20A-20\dcpict gene expression intensity comparisons in (A) rnacrophages

and

l4el

obtained frorn nude\ice bearing LNCaP human prostate tumors (Ml¡¡cor') and 'I' cells

from thc samc anima\(T ccllsl¡rcop), (B) Mmrl and macrophagcs obtaincd from

non-tumor-bearing micc ftnu.-n,u,o,), (C) ncutrophils obtained from nude rnicc bearing

LNCaP human prostate t rs (Nr.Ncur') and T cells from thc same animals (T

cellslxcn), and (D) Nr.rucap âtt ges obtained from non-tumor-bearing mice

(Nnunru-ur). Genes in red were

expressed >2 fold.

xpressed >2 fold; those in green were uncler-

t50l Figure 21 lists expression of cancer-rel

and macrophages (M).

gcncs within phagocytic neutrophils (N)

t51l Figure 22 lists cancer-rclatcd gcncs upregulated 2-fold) in phagocytic macrophages

of a patient with ovarian cancor in comparison to no gocytic T cells.

1,521 Fígure 23 depicts SDS gel (10%) electrophoresis of

from mouse WBC,

samplc (5.9 pg) obtaincd

t53l Figure 24 depicts Wcstem blot analysis of TAG-72 and PSA pression

mlce,

in T cells

illustratingand monocytcs/macrophages (M/N4) obtaincd from tumor-beari

thc presence of signaturcs in phagocytic cells only.

DETAILED DESCRIPTION OF CERTAIN EMBODIMEN

l54l Embodiments of the present invention are directed to a method of providing a

specific expression profile of markers associated with disea"ses, infectious agents

15 48] Figure 19 depicts a method used to identify tumor signatures in phagocytic cells. In this
example, expression intensities of cancer associated genes in macrophages from
tumor-bearing animals (MT) were quantified compared to those from T cells from the e
animals (TT) and those overexpressed by >2-fold identified. Next, the inte sines of all
expressed genes in Mr were quantified and compared to those in macro ages obtained, from
non-tumor bearing animals (MNT) and the genes overexprecsed >2-fold were identified. The
genes common to both lists were selected and compare to those expressed by the same
tumor (shaded area). 1491 Figures 20A-20 a depict gene expression intensity comparisons in
(A) macrophages obtained from nude Ice bearing 1_,NCaP human prostate tumors (Mr,Ncap)
and T cells from the same animal, (T cellsTwap), (B) MiTalap and macrophages obtained
from non-tumor-bearing mice 0.), (C) neutrophils obtained from nude mice bearing LNCaP
human prostate tu ors (NTNc"p) and T cells from the same animals (T cellsiNcap), and (D)
&No]) an. nacrophages obtained from non-tumor-bearing mice (Nnon-tumor)- Genes in red
were o erexpressed >2 fold; those in green were under-expressed >2 fold. [50] Figure 21 lists
expression of cancer-rela d genes within phagocytic neutrophils (N) and macrophages (M).
[511 Figure 22 lists cancer-related genes upregulated 2-fold) in phagocytic macrophages of a
patient with ovarian cancer in comparison to no phagocytic T cells. 
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[44]  Figure 15A-1.51, depict arrays showing two up-regulated (?_2 fold), cancer related 

genes detected in neutrophils from Bl6F10 (mouse metastatic melanoma) tumor 

bearing C57/B1 mice. 	(A) B16F10 tumor. 	(B) Neutrophils obtained from C57/B1 

mice bearing B16F10 tumors (NT). (C) T cells obtained from C57/B1 mice-bearing 

B16F10 tumors (TT). (D) Neutrophils obtained from non-tumor-bearing C57/B1 mice 

(NN). Circled signatures expressed in tumor cells (A) and in neutrophils from tumor-

bearing mice (B), and minimally expressed in neutrophils from non-tumor-bearing 

mice (D), and in non-phagocytic T cells (C). Expression in NT was >2-fold than that 

in NN and TT. 

[45]  Figure 16A-16D depict arrays showing one up-regulated (>2 fold), cancer related 

genes detected in macrophages from B 1 6F10 (mouse metastatic melanoma) tumor-

bearing C57/B1 mice. (A) B16F10 tumor. (B) Macrophages obtained from C57/B1 

mice bearing B16F10 tumors (MT). (C) T cells obtained from C57/B1 mice bearing 

B16F10 tumors (TT). 	(D: Macrophages obtained from non-tumor-bearing C57/B1 

mice (MN). Circled signatures expressed in tumor cells (A) and in macrophages from 

tumor-bearing mice (B), and minimally expressed in macrophages from non-tumor-

bearing mice (D), and in non-phagocytic T cells (C). Expression in MT was >2-fold 

than that in MN and TT. 

[46]  Figure 17A-17D depict arrays showing five up-regulated (?_2 fold), cancer related 

genes detected in neutrophils from patient with head and neck cancer (squamous cell 

carcinoma). 	(A) Normal tissue (skin) biopsy. 	(B) Tumor tissue biopsy. (C) 

Neutrophils obtained from patient blood (NT). 	(D) T cells obtained from patient 

blood (TT). Circled signatures expressed in tumor cells (B) and in neutrophils from 

patient blood (C), and minimally expressed or not expressed in normal skin (A) or 

non-phagocytic T cells (D). Expression in NT was >2-fold than that in TT and skin. 

[47]  Figure 18A- 18B depict arrays showing 23 up-regulated (>2 fold), cancer related 

genes detected in macrophages from patient with ovarian cancer (adenocarcinoma). 

(A) Macrophages obtained from patient blood (MT). (B) T cells obtained from patient 

blood (TT). 	Circled signatures expressed in macrophages from patient (A) and 

minimally expressed in non-phagocytic T cells (B). Expression in MT was >2-fold 

than that in TT. 
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1441 Fìgure IíA-IíD depict arrays showing two up-reguLated (>2 fold), cancer related

genes detected in neuhophils from B16Fl0 (mouse metastatic melanoma) tumor

bearing C57lBl mice. (A) Bl6F10 tumor. (B) Neutrophils obtained from C57/BL

mice bearing Bl6F10 tumors (Nr). (C) T cells obtained from C57lBl mice-bearing

Bl6Fl0 tumors (Tr). (D) Neutrophils obtained from non-tumor-bearing C57iBt micc

(Nu). Circled signatures expressed in tumor cells (A) and in neutrophils from tumor-

bearing mice (B), and minimally expressed in neutrophils from non-tumor-bearing

mice (D), and in non-phagocytic T cells (C). Expression in Nr was >2-fold than that

inN¡ and T1.

l45l Fígure L6A-I6D depict arrays showing one up-regulafed (22 fold), cancer related

genes detected in macrophages from Bl6Fl0 (mouse metastatic melanoma) tumor-

bearing C57lBl mice. (A) Bl6Fl0 tumor. (B) Macrophages obtained from C57/BI

mice bearing B16Fl0 tumors (MÐ. (C) T cells obtained from C57lBl mice bearing

816F10 tumors (Ta). (D: Macrophages obtained fmm non-tumor-bearing Cs7lBl

rnice (My). Circled signatures expressed in tumor cells (A) and in macrophages from

tumor-bearing rnice (B), and minimally expressed in macrophages from non-tumor-

bearing mice (D), and in non-phagocytic T cells (C). Expression in Ml was ì2-fold

than that in Mhr and Tr.

146l Fígare I7A-I7D depict errays showing five up-regulated (¿2 fold), cancer related

genes detected in neutrophils from patient with head and neck cancer (squamous cell

carcinoma). (A) Normal tissue (skin) biopsy. (B) Tumor tissue biopsy. (C)

Neuhophits obøined from patient blood (Nr). (D) T cells obtained from patient

blood (Tr). Círcled signatures expressed in turnor cells (B) and in neutrophils from

patient blood (C), and minimally expressed or not expressed in normal skin (A) or

non-phagocytic T cells @). Expression in Nr was >2-fold than that in Tl and skin.

I47l Figure : gA-IlBdepict erreys showing 23 up-regulated (>2 fold), cancer related

genes detected in macrophages from patient with ovarian cancer (adenocarcinoma).

(A) Macrophages obtained from patient blood (Ur). (B) T cells obtained fiom patient

blood (Tr). Circled signatures expressed in macrophages from patient (A) and

minimally expressed in non-phagocytic T cells (B). Expression in Mr was à2-fold

than that in Tr.

1521 Figure 23 depicts SDS gel (10%) electrophoresis of pro in sample (5.9 jig) obtained from
mouse WBC. 1531 Figure 24 depicts Western blot analysis of TAG-72 and PSA xpression in
T cells and monocytes/macrophages (M/M) obtained from tumor-beart nice, illustrating the
presence of signatures in phagocytic cells only. DETAILED DESCRIPTION OF CERTAIN
EMBODIMENT, [54]Embodiments of the present invention are directed to a method of
providing a tient- specific expression profile of markers associated with diseases, infectious
agents n.d   14 [44] Figure 15A-15D depict arrays showing two up-regulated (>2 fold), cancer
related genes detected in neturophils from Bl6F10 (mouse metastatic melanoma) tumor
bearing C57181 mice. (A) B16F10 tumor. (B) Neutrophils obtained from C57/B1 mice bearing
1316F10 tumors (NT). (C) T cells obtained from C57/B1 mice-bearing B16F10 tumors (TT).
(D) Neutrophils obtained from non-tumor-bearing C57/B1 mice (NN). Circled signatures
expressed in tumor cells (A) and in neutrophils from tumor-bearing mice (B), and minimally
expressed in neutrophils from non-tumor-bearing mice (D), and in non-phagocytic T cells (C).
Expression in NT was >2-fold than that in NN and TT. [45] Figure 16A-16D depict arrays
showing one up-regulated (>2 fold), cancer related genes detected in macrophages from
B16F10 (mouse metastatic melanoma) tumor-bearing C57/B1 mice, (A) Bl6F10 tumor. (B)
Macrophages obtained from C57/B1 mice bearing B16F10 tumors (MT). (C) T cells obtained
from C57/B1 mice bearing B16F10 tumors (TT). (D: Macrophages obtained from
non-tumor-bearing C57/B1 mice (MN). Circled signatures expressed in tumor cells (A) and in
macrophages from tumor-bearing mice (B), and minimally expressed in macrophages from
non-tumorbearing mice (D), and in non-phagocytic T cells (C). Expression in MT was >2-fold
than that in MN and TT. [46]Figure 17A-170 depict arrays showing five up-regulated (>2 fold),
cancer related genes detected in neutrophils from patient with head and neck cancer
(squamous cell carcinoma). (A) Normal tissue (skin) biopsy. (B) Tumor tissue biopsy. (C)
Neutrophils obtained from patient blood (NO. (D) T cells obtained from patient blood (TT).
Circled signatures expressed in tumor cells (B) and in neutrophils from patient blood (C), and
minimally expressed or not expressed in normal skin (A) or non-phagocytic T cells (D).
Expression in NT was >2-fold than that in TT and skin. 1471 Figure 18A-lasdepict arrays
showing 23 up-regulated (>2 fold), cancer related genes detected in macrophages from
patient with ovarian cancer (adenocarcinoma). (A) Macrophages obtained from patient blood
(MT). (B) T cells obtained from patient blood (TT). Circled signatures expressed in
macrophages from patient (A) and minimally expressed in non-phagocytic T cells (B).
Expression in MT was >2-fold than that in TT. 
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[48]  Figure 19 depicts a method used to identify tumor signatures in phagocytic cells. In 

this example, expression intensities of cancer associated genes in macrophages from 

tumor-bearing animals (MT) were quantified compared to those from T cells from the 

same animals (TT) and those overexpressed by >2-fold identified. 	Next, the 

intensities of all expressed genes in MT were quantified and compared to those in 

macrophages obtained from non-tumor bearing animals (MNT) and the genes 

overexpressed >2-fold were identified. The genes common to both lists were selected 

and compared to those expressed by the same tumor (shaded area). 

[49]  Figures 20A-20D depict gene expression intensity comparisons in (A) macrophages 

obtained from nude mice bearing LNCaP human prostate tumors (Muicap) and T cells 

from the same animals (T cellsLNcap), (B) MLNCaP and macrophages obtained from 

non-tumor-bearing mice (114„„„4.), (C) neutrophils obtained from nude mice bearing 

LNCaP human prostate tumors (Npvc,ap) and T cells from the same animals (T 

cellsiNco), and (D) NLNCaP and macrophages obtained from non-tumor-bearing mice 

(Noon-tumor). 	Genes in red were overexpressed >2 fold; those in green were under- 

expressed >2 fold. 

[50]  Figure 21 lists expression of cancer-related genes within phagocytic neutrophils (N) 

and macrophages (M). 

[51]  Figure 22 lists cancer-related genes upregulated (>2-fold) in phagocytic macrophages 

of a patient with ovarian cancer in comparison to non-phagocytic T cells. 

[52]  Figure 23 depicts SDS gel (10%) electrophoresis of protein sample (5.9 rig) obtained 

from mouse WBC. 

[53]  Figure 24 depicts Western blot analysis of TAG-72 and PSA expression in T cells 

and monocytes/macrophages (M/M) obtained from tumor-bearing mice, illustrating 

the presence of signatures in phagocytic cells only. 

DETAILED DESCRIPTION OF CERTAIN EMBODIMENTS 

[54]  Embodiments of the present invention are directed to a method of providing a patient- 

specific expression profile of markers associated with diseases, infectious agents and 

15

t48l Figure 19 depicts a method used to identify tumor signatures in phagocytic cells. In

this example, expression intensities of cancer associated genes in macrophages f¡om

tumor-bearing animals (M1) were quantified compared to those from T cells from the

same animals (T¡) and those overexpressed by >2-fold identified. Next, the

intensities of all expressed genes in M1 were quantified and compared to those in

maorophages obtained from non-tumor bearing animals (Mm) and the genes

overexpressed >2-fold were identified. The genes cornmon to both lists were selected

and compared to those expressed by the same tumor (shaded area).

I49l Figures 20A-zlDdepict gene expression intensity comparisons in (A) macrophages

obtained from nude mice bearing LNCaP human prostate tumors (Mr¡lcup) and T cells

from the same animals (T cellslwcæ), (B) Mr¡uc"p and macrophages obtained from

non-tumor-bearing mice (Mooo-"r"), (C) neutrophils obtained from nude mice bearing

LNCaP human prostate tumors (Nr,Nc,p) and T cells from the same animals (T

cellsrNcrp), and (D) NlNcup and macrophages obtained from non-tumor-bearing mice

(Nnoo-r,o,oJ. Genes in red were overexpressed >2 fold; those in green were under-

expressed >2 fold.

t50l Fìgure 2/ lists expression of cancer-related genes within phagooytic neuhophils (N)

and macrophages (M).

IsU FÍgure 22lisß cancer-relaúed genes upregulated (>2-fold) in phagocytic macrophages

of a patient with ovarian cancer in comparison to non-phagocfiic T cells.

t52l Figare23 depiots SDS gel (10%)electrophoresis of protein sample (5.9 pe) obtained

from mouse WBC.

l53l Fígure 24 depicts Western blot analysis of TAG-72 and PSA expression in T cells

and monoc5rtes/macrophages (MÀrf) obtained from tumor-bearing mice, illustrating

the presence of signatures in phagooytic cells only.

DETAILED DESCRIPTION OF' CERTAIN EMBODIMENTS

t54l Embodiments of the present invention are directed to a method of providing a patient-

specific expression profile of markers associated with diseases, infectious agents and

15 [48] Figure 19 depicts a method used to identify tumor signatures in phagocytic cells. In
this example, expression intensities of cancer associated genes in macrophages from
tumor-bearing animals (MO were quantified compared to those from T cells from the same
animals (TT) and those overexpressed by >2-fold identified. Next, the intensities of all
expressed genes in Mr were quantified and compared to those in macrophages obtained from
non-tumor bearing animals (Myr) and the genes overexpressed >2-fold were identified. The
genes common to both lists were selected and compared to those expressed by the same
tumor (shaded area). [49] Figures 2 0A-2 OD depict gene expression intensity comparisons in
(A) macrophages obtained from nude mice bearing LNCaP human prostate tumors (Muicap)
and T cells from the same animals (T cellsurcar), (B) MLNCaP and macrophages obtained
from non-tumor-bearing mice(C) neutrophils obtained from nude mice bearing LNCaP human
prostate tumors (NTNcap) and T cells from the same animals (T cellsmar), and 03) NLNCaP
and macrophages obtained from non-tumor-bearing mice (N"""4""",.). Genes in red were
overexpressed >2 fold; those in green were under-expressed >2 fold. [50] Figure 21 lists
expression of cancer-related genes within phagocytic neutrophils (N) and macrophages (M).
[51] Figure 22 lists cancer-related genes upregulated (>2-fold) in phagocytic macrophages of
a patient with ovarian cancer in comparison to non-phagocytic T cells. [52] Figure 23 depicts
SDS gel (10%) electrophoresis of protein sample (5.9 pg) obtained from mouse WBC. 153]
Figure 24 depicts Western blot analysis of TAG-72 and PSA expression in T cells and
monocytes/macrophages (M/M) obtained from tumor-bearing mice, illustrating the presence of
signatures in phagocytic cells only. DETAILED DESCRIPTION OF CERTAIN
EMBODIMENTS 


