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Simple Summary: Prostate cancer (PCa) patient mortality rates remain high in patients with aggres-
sive disease and the overtreatment of indolent tumors remains a major issue. Prostate-specific antigen
(PSA), a standard PCa blood biomarker, is limited in its ability to differentiate disease subtypes,
which results in the overtreatment of non-aggressive indolent disease. Recently cancer-associated
macrophage-like cells (CAMLSs), a cancer-specific polyploid circulating stromal cell, was found in
the blood of patients with PCa. Further, it has been suggested that engorged CAMLs > 50 um in
cytoplasmic diameter are associated with aggressive tumor subtypes and worsened patient outcomes,
which may aid PSA for patient stratification. To expand upon previous research, we hypothesized that
monitoring CAML size, in combination with PSA, may aid in differentiating indolent, non-aggressive,
and highly aggressive PCas by adding biological information that complements traditional clinical
biomarkers, thereby guiding treatment for PCa.

Abstract: Despite advancements in the early-stage detection and expansion of treatments for prostate
cancer (PCa), patient mortality rates remain high in patients with aggressive disease and the overtreat-
ment of indolent disease remains a major issue. Prostate-specific antigen (PSA), a standard PCa blood
biomarker, is limited in its ability to differentiate disease subtypes resulting in the overtreatment
of non-aggressive indolent disease. Here we assess engorged cancer-associated macrophage-like
cells (CAMLs), a >50 pum, cancer-specific, polynucleated circulating cell type found in the blood of
patients with PCa as a potential companion biomarker to PSA for patient risk stratification. We found
that rising PSA is positively correlated with increasing CAML size (r = 0.307, p = 0.004) and number
of CAMLs in circulation (r = 0.399, p < 0.001). Over a 2-year period, the presence of a single engorged
CAML was associated with 20.9 times increased likelihood of progression (p = 0.016) in non-metastatic
PCa, and 2.4 times likelihood of progression (p = 0.031) with 5.4 times likelihood of death (p < 0.001) in
metastatic PCa. These preliminary data suggest that CAML cell monitoring, in combination with PSA,
may aid in differentiating non-aggressive from aggressive PCas by adding biological information
that complements traditional clinical biomarkers, thereby helping guide treatment strategies.

Keywords: prostate cancer; biomarker; prognostic; minimally invasive; circulating tumor cell; liquid
biopsy
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1. Introduction

Prostate cancer (PCa) is the most common malignancy among men, and it is predicted
that 1 in 6 men will develop prostate cancer during their lifetime [1,2]. It is recognized
that there is a spectrum of PCa ranging from indolent to aggressive. Where PCa lies on
this spectrum is determined by an integrated consideration of several parameters, most
commonly PSA, microscopic appearance (i.e., grade group, as defined by Gleason pattern),
and stage [3,4]. Despite advances in our understanding of the foundational biology of PCa
(i.e., pathological risk factors, PSA testing, associated oncogenes, prognostic nomogram),
differentiating aggressive and non-aggressive neoplasms prior to treatment initiation re-
mains elusive as symptomology does not present until later stages of the disease, with some
men never presenting symptoms until the development of widespread metastasis [3-5].
This situation has led to both overtreatment of ultimately indolent disease, with associated
treatment-related side effects, and undertreatment of aggressive disease, with associated
poor outcomes [3—6]. Biomarkers that can aid in differentiating aggressive from indolent
PCa are needed, which may have a positive clinical impact on patient outcomes.

Prognostication for PCa with PSA has been a topic of controversy; despite improve-
ments in patient survival as a result of PSA testing, the over-diagnosis of indolent disease is
prevalent [7,8]. PSA collection is performed using blood plasma (i.e., a liquid biopsy), with
PSA levels between 4 and 10 ng/mL being considered the “gray zone” for men in their
sixties and older, with <4 ng/mL considered negative, and >10 ng/mL necessitating PCa
surveillance [9-11]. However, PSA measurements are age-adjusted and PSA > 2.5ng/mL is
considered abnormal in men between their forties and fifties [12]. Typically, increasing PSA
levels at diagnosis are suggestive of actively growing, aggressive disease [13]. Fluctuations
in PSA are measured by PSA kinetic measurements such as velocity (ng PSA/mL/year)
and doubling time (the number of months for PSA to increase two-fold). However, utilizing
PSA kinetics as a determinant of aggressive disease is limited, as there is no universal
PSA ratio of harm versus benefit that can reliably differentiate aggressive and indolent
PCa [14,15]. The combination of PSA with a prognostic nomogram has shown to increase
the prognostic accuracy in identifying indolent PCa over PSA alone. However, the addition
of a prognostic nomogram has some limited utility, being that a surgical procedure is
required for analysis and the nomogram model is not highly sensitive in prognosticating
indolent disease [16]. To mitigate this issue, the 2021.1 updated NCCN guidelines suggest
PCa classification be based on tumor burden (i.e., T-score, ECOG, Gleason score) over PSA,
as patients with aggressive disease can present PSA < 10 ng/mL [17,18]. Due to these
reasons, PSA testing is no longer recommended by the U.S. Preventative Services Task Force
for men over 70 years old, as the harm of treatment outweighs the benefit of therapy [19].
Given that there is no consistent threshold for PSA in predicting tumor aggressiveness,
companion assays that can better identify refractory tumors are of high demand at the
diagnostic stage [5].

The integration of liquid biopsies has become a common tool in cancer prognosti-
cation as they are non-invasive, can monitor tumor responses during treatment, and are
cost-effective [20]. Beyond PSA, non-invasive blood-based biomarkers such as circulating
micro-RNA (miRNA), cell-free DNA (cfDNA), and circulating tumor cells (CTCs) have
been identified as having prognostic value in prostate, breast, colorectal, and non-small-
cell lung cancers [21,22]. Although promising, sequencing of miRNA and cfDNA has been
limited, as determining tumor mutational burden depth from cfDNA and miRNA is limited
by the amount of input material, in addition to large-scale sequencing studies being cost-
prohibitive [23,24]. CTCs are an extensively studied biomarker associated with a terminal
pathological discourse in PCa but they have shown little clinical utility in the localized dis-
ease setting due to low cell presence (~0-20%) [22,25-27]. Molecular markers within CTCs,
such as expression of the androgen-receptor splice-variant 7 (AR-V7), have been acknowl-
edged as predictive biomarkers among chemo-resistant phenotypes in castration-resistant
PCa [28]. More specifically, AR-V7 is a clinically predictive biomarker associated with poor
therapeutic benefit to anti-androgen therapies, that is, enzalutamide or abiraterone [28,29].
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Leveraging liquid biopsies for the molecular quantification of AR-V7 and PSA has been
evaluated and proven, yet low CTC frequency in the localized setting remains a limiting
factor in how this technology can be applied to clinical populations [29-32]. Given the rar-
ity of CTCs in low-stage PCa patients, more common blood-based biomarkers are needed
for identifying molecular vulnerabilities in both the metastatic and non-metastatic settings
for drug-target selection and treatment optimization.

Cancer-associated macrophage-like cells have been identified as a cancer-specific,
myeloid-derived circulating cell that appears to be an independent prognostic indicator
of tumor aggressiveness across multiple solid-tumor malignancies [33-37]. Uniquely,
CAMLs are solely identified in human cancer patients’ blood and appear absent in healthy
controls [25,35-40]. Cytological identification of CAML cells is dependent on morphological
features such as cell cytoplasmic diameter > 30 pum, the presence of polyploid nuclei, as well
as the phenotypic expression of CD45, Cytokeratins 8, 18, 19 and DAPI [35]. Independent of
cancer etiology, engorged CAMLs (>50 um) have shown clinical utility as a prognostic and
predictive biomarker for worse outcomes in breast, non-small-cell lung, esophageal, and
pancreatic cancers [36,37,40—42]. Further, the presence of CAMLs and their size association
to clinical outcomes have been investigated and independently validated by a number
of groups [43—-47]. While >50 um CAMLs appear to predict decreased survival across
multiple solid-tumor types, there is an unexplained phenomenon in which hyper-engorged
CAMLs (>100 um) appear to predict multi-organ-site metastatic spread and even poorer
survival [40,48]. To expand upon established research across a variety of solid tumors,
and as an avenue to complement PSA, we evaluated engorged CAMLs’ ability to predict
worse patient outcomes in both localized and metastatic PCa, prior to the initiation of new
treatment for current disease to determine the CAML cell’s clinical utility across all stages
of PCa.

2. Materials and Methods
2.1. Study Design

Anonymized peripheral blood samples were collected with local Institutional Review
Board (IRB) approvals from Oregon Health and Science University (IRB00011862), North-
western University (S5TU0019487), Memorial Sloan Kettering Cancer Center (90-040A),
Mayo Clinic Cancer Center (08-000980), and Fox Chase Cancer Center (99-802 and 11-866)
with patients” written informed consent prior to the initiation of this study. Patient enroll-
ment information for each respective institution is provided in Supplementary Table S1.
Once approved, we initiated a 2-year multi-center prospective single-blind pilot study
composed of n = 92 men with non-metastatic PCa (n = 50) or metastatic PCa (n = 42) to
examine the clinical utility of CAMLs (>50 um) as they relate to rates of progression-free
survival (PFS) and overall survival (OS). Pathological diagnosis of PCa was defined by a
board-certified physician following the American Joint Committee on Cancer (AJCC) 7th
edition guidelines. Broadly defined, Stage I PCa includes primary tumors that have not
invaded beyond the prostate, are well-differentiated, and present negligible to low PSA
levels. Stage II PCa is also confined to the prostate with moderate to poor differentiation
and medium PSA levels. Stage III PCas have invaded beyond the prostate into nearby
tissues (i.e., bladder, rectum), are poorly differentiated, and express high levels of PSA.
Stage IV PCa has spread beyond the prostate to local lymph nodes, regional lymph nodes,
bones, or other parts of the body, are poorly differentiated, and are rapidly growing.

Patient samples were collected from January 2012 through to October 2016. BL samples
were categorized as any blood draw taken within 1-4 weeks after pathological confirmation
of newly diagnosed PCa, or prior to the initiation of a new treatment for current disease.
If possible, patients volunteered for follow-up time point blood draws, T1 and T2, which
were taken ~2 weeks (T1) into treatment, or at the first blood draw after the completion of
treatment (T2), respectively. Randomized and anonymized patient blood samples (7.5 mL)
were collected in CellSave preservative vacutainer tubes (Menarini Silicon Biosystems,
Huntington Valley, PA, USA) and prepared according to standard operating procedures at



Cancers 2023, 15, 3725

40f18

each respective institution (see CAML Isolation and Enumeration below). Once collected,
peripheral whole blood specimens were shipped to Creatv Microtech Inc.’s (Monmouth
Junction, NJ, USA) clinical laboratory for circulating cell enumeration and analysis. Due to
limited availability of personnel during the COVID-19 pandemic, there was an ~2-year gap
between the last blood procurement and the analysis of these findings.

2.2. CAML Isolation and Enumeration

PCa patient blood samples were collected into 7.5 mLCellSave preservative tubes
(Menarini Silicon Biosystems) at each respective institution, maintained at room tem-
perature, then shipped overnight and processed within 96 h after collection at Creatv
Microtech’s core laboratory. Creatv Microtech Inc. did not perform any blood collection,
just blood sample processing and downstream analysis. Preserved samples were filtered
via a CellSieve™ Microfiltration assay on a low-flow vacuum system. The mechanism of
CellSieve™ microfiltration works by size exclusion of whole-blood components >7 pm.
Post filtration, microfilters were post-fixed, permeabilized, and then stained with an an-
tibody cocktail of Cytokeratins 8, 18, and 19 tagged with FITC, and CD45+ tagged with
Cyb5. Post-staining, filters were washed and then mounted with Fluoromount-G with DAPI
(Southern Biotech, Birmingham, AL, USA). CTCs were identified using the standard CTC
definition—by expression of Cytokeratins 8, 18, and 19, and CD45-, as previously described
by Adams et al. [49]. Once stained, all samples were stored at 4 °C and quantified within
3 months post processing. Identification and enumeration of CAMLs was performed by a
trained cytologist at a single microscopy lab on an Olympus BX54WI Fluorescent Micro-
scope with Carl Zeiss AxioCam and Zen 2011 Blue (Carl Zeiss, White Plains, NY, USA).
CAMLs were identified as 30-300 um in size, DAPI- positive polyploid nuclei, surface
markers of CD45, and a diffuse expression of cytokeratin, with negative isotypes previ-
ously described [33-37,39,41,49,50]. Apoptotic and denucleated cells were not included in
our analyses.

2.3. Statistical Analyses

After confirmation of clinical data unblinding from each clinical site, data analyses
were performed independently using MATLAB 2020a and Prism 8.0.2. The primary end-
points of this study were to determine CAMLs’ ability to prognosticate for worsened PFS
and OS, and to evaluate CAML size’s relationship to disease stage. Survival functions
were evaluated from the time of BL draw until the time of either progression, death, or
censored at last known date of contact. Patients with evidence of radiographic metastasis at
the time of diagnosis and then later confirmed with metastatic disease after the induction
of new treatment were grouped and analyzed within the metastatic patient cohort. Cox
Proportional-Hazard univariate analyses were conducted for all known clinical variables
among the entire 92 patient cohort to determine statistically significant predictors of pa-
tient outcomes across all stages of disease. Once all predictive clinical variables were
identified across non-metastatic and metastatic patients, multivariate regression analysis
was conducted to determine the most statistically significant independent predictors for
both PFS and OS across all patients (Supplementary Table S2). Kaplan-Meier survival
estimates were then undertaken to determine CAMLs’ ability to predict worsened PFS
and OS. Single-factor ANOVA was used to compare circulating cell frequency between
metastatic and non-metastatic patients, as well as the variance between individual patho-
logical stages. PSA sensitivity at BL was examined at >4 ng/mL and >10 ng/mL, and
prediction of worsened PFS and OS used PSA cutoffs of >10 ng/mL, >20 ng/mL, and
>50 ng/mL [2,51-53]. Patients with no CAMLs present or counts of 0 were included in all
statistical analyses when comparing groups. Statistical significance was defined to be any
p value < 0.05 and statistical trending was any p value < 0.15 and >0.05.
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3. Results
3.1. Patient Demographics

From January 2012 to October 2016, we enrolled n = 92 PCa patients with newly
diagnosed disease, biochemically recurrent, or progressing disease. Out of (n = 92) the total
patients, 15% (n = 14/92) were stage I, 30% (n = 28/92) stage II, 9% (n = 8/92) stage I1I, and
46% (n = 42/92) stage IV (Table 1). Prostate adenocarcinoma comprised 92% (n = 46/50)
of the non-metastatic cohort and the histology was undetermined in 8% (n =4/50) of
non-metastatic patients. In the non-metastatic group, 72% (n = 36/50) were newly di-
agnosed untreated and 16% (n = 8/50) were defined as biochemically recurrent prior to
initiation of second-line therapy, 14% (n = 7/50) had received prior chemotherapy, and 28%
(n = 14/50) had undergone androgen-deprivation therapy (ADT). In metastatic patients,
7% (n = 3/40) were newly diagnosed untreated with 2% (n = 1/40) defined as progressive
PCa by biochemical recurrence, 71% (n = 30/42) had received prior chemotherapy, and 93%
(n =39/42) had received ADT. Prostate adenocarcinoma was present in 93% (n = 39/42)
of metastatic patients, 2% (n = 1/42) had neuroendocrine PCa, and 5% (n = 2/42) were of
unknown histology.

Table 1. Patient demographics.

Demographic Non-Me(tzs:aSt(i; Me(t;s:a;i; Combined (n = 92)
Age (Years): Median (Range) 66 [50-81] 73 [48-89] 69 [48-89]
Race
Caucasian 43 (86%) 37 (89%) 80 (87%)
African American 1 (2%) 2 (5%) 3 (3%)
Hispanic 1 (2%) 1 (2%) 2 (2%)
Asian 1(2%) 1(2%) 2 (2%)
Unknown 4 (8%) 1 (2%) 5 (6%)
Pathological Stage
I 14 (28%) 0 (0%) 14 (15%)
I 28 (56%) 0(0%) 28 (30%)
I 8 (16%) 0 (0%) 8 (9%)
v 0 (0%) 42 (100%) 42 (46%)
Histology
Adenocarcinoma 46 (92%) 39 (93%) 85 (92%)
Neuroendocrine 0 (0%) 1 (2%) 1 (1%)
Unknown 4 (8%) 2 (5%) 6 (7%)
Gleason Score
6 2 (4%) 2 (5%) 4 (4%)
7 22 (44%) 14 (33%) 36 (39%)
8 14 (28%) 7 (17%) 21 (23%)
9 12 (24%) 15 (36%) 27 (30%)
10 0 (0%) 1(2%) 1(1%)
Unknown 0 (0%) 3 (7%) 3 (3%)
Received Prior Therapy
Androgen Deprivation 14 (28%) 39 (93%) 53 (58%)

Therapy
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Table 1. Cont.

Demographic Non-Me(t:s=ta5t(1)(; Me(t;s:a;; Combined (n =92)
Chemotherapy 7 (14%) 30 (71%) 37 (41%)
Average BL PSA (ng/mL)
(Median) 205 (7.1) 186.5 (30.3) 95.1 (9.4)
CAMLs Present (BL)
Average/7.5 mL blood 32) 6(2) 502)

(Median)

3.2. CAML Cell Presence versus Conventional PCa Bioassays

Prior to the induction of treatment for new disease, or progressive disease starting
a new line of therapy, CAMLs were identified in 79% (n = 71/90) of available BL blood
samples (average: ~5 CAMLs/7.5 mL). Two samples failed due to blood clotting during
microfiltration. CAML presence had a sensitivity of 78% (n = 39/50) in the non-metastatic
cohort, and 80% (n = 32/40) in the metastatic population, with no statistical difference
between groups (p = 0.820) (Figure 1). Clinically, this finding could be of value as CAML
cells are highly sensitive and can be identified ubiquitously across PCa patients indepen-
dent of non-metastatic or metastatic status. Additionally, non-metastatic PCa averaged
3 CAMLs/7.5 mL, whereas mPCa averaged 6 CAMLs/7.5 mL (p = 0.108). Though statisti-
cally non-significant, the average number of CAMLs in circulation appears to be twice as
high in mPCa over patients with non-metastatic. The frequency of all circulating tumor cells
examined in this study (i.e., CTCs, EMTs, CAMLs) is provided in Supplementary Table S3.

Stratifying individual pathological stage, CAML presence was 57% (n = 8/14) stage I,
82% (n = 23/28) stage 11, 100% (n = 8/8) stage III, and 80% (n = 32/40) of mPCa. CAML
sensitivity between pathological stages found that CAMLs are less common in stage I
disease than stages Il and IV (p = 0.086 and p = 0.073, respectively), and are significantly
less frequent compared to stage III (p = 0.030) (Figure 1). Average CAML number in stages
I, 11, III, and IV patients contained 3, 3, 6, and 6 CAMLs/7.5 mL blood, respectively, with no
statistical difference between groups. Pearson correlation analysis was then undertaken to
determine if there is any relationship between increasing pathological stage and the number
of CAML cells in circulation. We found that there was a statistically trending, weak positive
association between advancing pathological stage and the increasing number of CAML
cells in circulation (r = 0.181, p = 0.087). Based on these preliminary data, CAMLs appear
more common in PCa with progressing or advanced disease, and the number of CAMLs in
circulation does not differentiate individual pathological stages but may differentiate local
and advanced PCa.

CAMLs were found to be more sensitive over CTCs in circulation (79% CAMLs vs.
21% CTCs, p < 0.001) across all stages of disease. Comparing CAML and CTC presence
among individual stages, CAMLs are more common than CTCs in stage I disease (57% vs.
7%, p = 0.003), stage II (82% vs. 14%, p < 0.001), stage III (100% vs. 38%, p = 0.004), and
stage IV (80% vs. 28%, p < 0.001). When comparing non-metastatic and metastatic cohorts,
CAMLs were statistically more sensitive than CTCs in both non-metastatic (78% vs. 16%,
p < 0.001) and metastatic (80% vs. 28%, p < 0.001) cohorts. Overall, CAMLs were found to
be the more sensitive circulating cell type across all stages of PCa over CTCs (Figure 1).

We then compared CAML sensitivity to PSA thresholds >4 ng/mL or >10 ng/mL to
see if they can be used to supplement the PSA “gray zone” for identifying aggressive PCa.
Among all patients with BL PSA counts (n =89), 79% (n =70/89) had PSA levels > 4 ng/mL
and 49% (n = 44/89) >10 ng/mL. Single-factor ANOVA found that CAML cells were
significantly more sensitive in PCa when PSA was >10 ng/mL (79% vs. 49%, p < 0.001)
but were similar to PSA values > 4 ng/mL (79% vs. 79%, p > 0.50). This pattern held
in non-metastatic disease, as CAMLs appeared more sensitive than PSA at >10 ng/mL
(78% vs. 35%, p < 0.001) and similar to PSA at >4 ng/mL (78% vs. 76%, p > 0.50). In
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Cancer Associated
a. Macrophage-Like cell 40x. b. .

metastatic disease, there was no statistical difference between CAMLs and PSA values.
When examining individual stages for CAML sensitivity and PSA values > 4 ng/mL,
CAMLs’ sensitivity was higher in stage III disease (100% vs. 75%, p = 0.150) but the
assays were equally sensitive in other stages. Further, CAMLs were more sensitive than
PSA > 10 ng/mL in stage II (82% vs. 37%, p < 0.001) and stage III (100% vs. 38%, p = 0.004)
patients but not the more sensitive assay in stage I disease (57% vs. 29%, p = 0.136) nor
stage IV (80% vs. 83% p = 0.209). Given that CAMLs are cancer-specific and are found
ubiquitously in patient blood, with similar sensitivity to low PSA > 4 ng/mL levels, these
data suggest that implementation of CAML isolation in tandem with PSA quantification
may add diagnostic sensitivity versus PSA alone, though follow-up studies will be needed
to better elucidate this relationship.

CAML Cells are Highly Sensitive Across all Stages of PCa

PCa Bioassay Sensitivity at BL

:I Stage |

*

CD45 === 10pm | Cytokeratin 100% (n=14)

Combined

*x . * [ stagel
f___k___W ol (n=24)

75% |- - [ [ stage il
[ (n=8)

* — B stage IV

50% |- (n=42)

Percent of Population (%)

25% |-

0%
PSA PSA

CTCS  >iongimL zangmL CAMLs
Bioassay

Figure 1. (a) Cancer-associated macrophage-like cells under 40 x magnification. CAMLs are identified
based on their size, polyploid nuclei, CD45 and DAPI positivity, and diffuse expression of cytokeratin.
(b) Distribution of different PCa blood biomarkers and their sensitivity based on pathological stage.
Overall, CAMLs were found to be the most sensitive assay, followed by PSA > 4 ng/mL. Black
brackets compare non-metastatic versus metastatic patients. Individual black lines compare patients
of different pathological stage. Single-factor ANOVA was used to determine statistical differences
for each bioassay among each pathological stage. Single asterisk (*) indicates statistical trending
(p <0.15and >0.05). Double asterisks (**) indicate a statistically significant difference in assay
presence between groups (p < 0.05).

3.3. CAML Size Differentiates Local and Advanced Disease

Increasing CAML size (beyond 50 um) has been implicated in solid-tumor pathogene-
sis and decreased patient survival across multiple solid cancers [36,39-41,48]. To examine
this pattern in PCa, we compared all BL samples, finding the average max CAML size was
statistically larger in patients with metastatic disease over localized PCa (78 pm metastatic
vs. 35 um localized, p < 0.001) (Figure 2). We then compared CAML size for each stage,
finding that average CAML size increased with advancing disease, stage I averaging 23 um,
stage II 33 um, stage III 65 um, and stage IV 78 um. Single-factor ANOVA comparing sizes
based on pathological stage found no statistical difference in max CAML size between
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stage I and II patients, as well as no difference between stage III and IV patients. How-
ever, CAML cells in patients with stage III or IV disease were statistically larger than in
stages I or II by single-factor ANOVA (average = 75 um vs. 30 um, p < 0.001). Pearson
correlation analysis was then undertaken to determine the relationship between increasing
CAML size and increasing pathological stage, which found that there was a statistically
significant, positive correlation between increasing CAML size and advancing pathological
stage (r = 0.415, p < 0.001). We then divided CAML sizes into three subgroups to better
elucidate the relationship with pathological stage at BL: (1) 0 CAMLs or CAMLs < 50 pum,
(2) CAMLs > 50-99 um, and (3) CAMLs > 100 um (Figure 2). We found that stage I and
II patients appeared to have a nearly identical distribution of CAML sizes, with most
patients having 0 CAMLs present or <50 um CAMLs. In contrast, larger CAMLs (i.e.,
>50 um and >100 pm) were more commonly found in circulation among stage III and IV
patients. We then conducted Pearson correlation to identify a relationship between the
number of CAML cells in circulation and increasing CAML size, and found that there is a
statistically significant, moderate positive correlation between the number of CAML cells
in circulation and the size of the largest CAML cell (r = 0.653, p < 0.001). Interestingly, CTC
presence, a phenomenon found in advanced disease, appeared to have a relationship to en-
gorged CAML presence in both the non-metastatic and metastatic settings (Supplementary
Figure S1). This suggests that engorged CAMLs are more sensitive among advanced PCas
and may coincide with CTC intravasation.

CAML Cell Size May Stratify PCa Pathological Stage
[ ] o-49um

B =100um

[] =50um -99um

Non-Metastatic Metastatic
(n=50) (n=40)
a. CAML Size [ 76% [ 38%
Distribution Increases ] 22% |:| 32%
in Advancing PCa
B 2%
Average Average
35um 78um
A b. Difference in 250pm CAML Presence
Comparison ANOVA p-value
Non. vs. Mets p<0.001
pStage | pStage Il pStage Il Stg.1 vs. Stg. 2 p>0.500
(n=14) (n=28) (n=8)
[ ] 8% [ ] 8% [ ] 38% | stg.1vs.Stg.3 p=0.018
] 14% ] 18% [C] 50% | stg.1vs. Stg. 4 p=0.001
B 0% B o% B 12% | stg.2vs. Stg. 3 p=0.020
Average Average Average Stg. 2 vs. Stg. 4 p<0.001
23um 33um 65um
Stg. 3 vs. Stg. 4 p>0.500

Figure 2. (a) CAML size distribution increases in advancing PCa. Non-metastatic disease is further
broken up into pathological stages I, II, and III to demonstrate CAML size increases with advancing
disease. (b) Statistical analyses. Single-factor ANOVA was used to compare the difference in
>50 um CAML frequency between non-metastatic and metastatic patients, as well as among each
pathological stage.
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3.4. Engorged CAMLs Found Prior to Treatment Predict for Early Mortality

At BL sampling, 41% (n = 37/90) of patients presented with >50 um CAMLs vs.
those with <50 um CAMLs, which predicted for shorter median progression-free survival
(mPFS = 7.9 vs. >24 months) as well as shorter median overall survival (mOS = 17.4 vs.
>24 months). Cox-Fit Proportional analysis found that engorged >50 pm CAMLs at BL
were able to prognosticate for worsened PFS (HR = 7.5, 95%C.I. = 3.7-15.3, p < 0.001) and
worsened OS (HR = 13.3, 95%C.I. = 5.5-32.5, p < 0.001) (Supplementary Figure S2a,b).

After examining CAMLs’ relationship to clinical outcomes, we then analyzed the non-
metastatic PCa and metastatic PCa cohorts separately. In non-metastatic, 23.5% (n = 12/50)
of patients had >50 pum CAMLs. mPFS and mOS could not be calculated, as too few
patients had clinical events within the 2-year endpoint, PFS (12%, n = 6/50) and OS
(6%, n = 3/50). Although the mPFS and mOS could not be calculated, it was found that
>50 um CAML presence in non-metastatic disease did significantly predict for worsened
PFS (HR =20.9, 95%C.I. = 2.7-159.7, p = 0.016) but not OS (HR = 9.7, 95%C.I. = 0.7-135.1,
p = 0.306) (Figure 3). The lack of significance in OS was likely a result of too few patients
dying within the study time frame, and larger longer-term studies may be required to
provide a significant endpoint based on CAML engorgement.

Enlarged CAMLs Predict for Aggressive PCa in Non-Metastatic

and Metastatic Patients Prior to Therapy Induction
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Figure 3. Log-rank analysis of PFS and OS based on CAML size at BL. (a) PFS stage I-1II pts. (b) OS

stage I-1II pts. (c) PFS stage IV pts. (d) OS Stage IV pts.
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In the metastatic cohort, patients with mPCa were found to have >50 um CAMLs in
63% (n = 25/40) of samples, which predicted for shorter mPFS (4.7 vs. 12.8 months) as well
as shorter mOS (16.2 vs. >24 months). Comparative analyses found that engorged CAMLs
significantly predicted for expedited patient progression (HR = 2.4, 95%C.I. = 1.2-4.9,
p =0.031) as well as expedited death (HR = 5.4, 95%C.I. =2.2-13.4, p < 0.001) in mPCa
(Figure 3). These results demonstrate that engorged CAMLs in circulation may be pre-
dictors of worse survival across all stages of PCa, with non-metastatic patients having
statistically higher rates of progression and metastatic patients having rapid progression
and death.

To explore previous literature [36,39-41,48] on hyper-engorged CAMLS (>100 pum) for
predicting severely worse outcomes in patients, we investigated how these hyper-engorged
CAMLs relate to PCa patient clinical response. First, we examined >100 pum CAML
presence among all patients and found that 14% (n = 13/90) of BL samples had the hyper-
engorged CAML phenotype. Survival analysis of >100 um CAMLs were found to predict
for shorter mPFS (4 vs. >24 months) and shorter mOS (8.7 vs. >24 months) when compared
to patients with CAMLs <100 pum in diameter (Figure 4). Further analysis then confirmed
that >100 um CAMLs predicted for worsened PFS (HR =12.1, 95%C.1. = 4.1-40.0, p < 0.001)
and worse OS (HR = 71.1, 95%C.I. = 18.0-280.3, p < 0.001) (Figure 4). We then examined
non-metastatic patients for evidence of hyper-engorged CAMLs, which were seen in 2%
(n=1/50) of all samples, preventing survival analysis from being run. Interestingly, this
individual was diagnosed with stage IIIb biochemically recurrent adenocarcinoma who pro-
gressed and died within 16 months after identification of the >100 um CAML. In the mPCa
population, we found >100 um CAMLSs in 30% (n = 12/40) of BL samples which predicted
for shorter mPFS (3.9 vs. 9.1 months) and shorter mOS (7.5 vs. 19.9 months). In evaluating
>100 um CAMLs for survival outcomes, it was found that >100 um CAMLs were statisti-
cally significant predictors for worse OS (HR = 3.7, 95%C.1. = 1.3-10.1, p = 0.025) but not
worse for PFS in metastatic PCa (Figure 4). It appears that hyper-engorged CAMLs may
possibly predict for worse patient survival in metastatic PCa. Although hyper-engorged
CAMLs were found in only 2% (n = 1/50) of non-metastatic PCa patients, anecdotally, the
one patient died within two years.

3.5. CAML Size Tracking throughout Treatment

Following new treatment induction, n = 36 patients volunteered a midpoint treat-
ment (T1) sample and n = 11 volunteered samples at treatment completion (T2). En-
gorged CAMLs were present in 28% (n = 10/36) at T1, which predicted for shorter
mPFS (5.1 months vs. >24 months) and mOS (16.5 months vs. >24 months), as well
as shorter overall PFS (HR = 12.2, 95%C.L. = 3.4-43.0, p < 0.001) and shorter OS (HR =17.8,
95%C.I. = 3.9-80.5, p < 0.001). Due to insufficient samples available at T1 for non-metastatic
patients (n = 17), survival analysis was not possible. However, metastatic patients with
engorged CAMLs at T1 (47%, n = 9/19) had shorter mPFS (4.6 vs. 11.7 months) and shorter
mOS (15.6 vs. >24 months), which statistically predicted for worsened PFS (HR =4.1,
95%C.I. = 1.3-12.9, p = 0.030) and OS (HR = 6.3, 95%C.I. = 1.6-24.8, p = 0.024) at T1
(Supplementary Figure S2c,d).

Despite a sparse number of patients at the T2 timepoint, we conducted prelimi-
nary analyses (Supplementary Figure S3). Among these patients, 27% (n = 3/11) had
CAMLs > 50 um at T2 which associated with shorter mPFS (5.1 vs. 7.9 months) and
shorter OS (8.6 vs. 20.8 months). Further, these patients trended towards worse OS
(HR = 8.8, 95%C.I. =1.1-70.9, p = 0.133) but did not predict for worse PFS (HR = 3.4,
95%C.I. = 0.6-24.8, p = 0.342). While this patient cohort was too small for proper clinical
outcome analysis, these initial findings appear promising. Follow-up studies with larger
patient populations, controlled treatment groups, and multiple timepoints throughout
treatment will be necessary.
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Figure 4. Forest plot comparing CAMLs >50 um, CAMLs >100 um, PSA >10 ng/mL,
PSA >20 ng/mL, and PSA >50 ng/mL for predicting PFS and OS at BL. Log-rank survival analysis
for >100 um CAMLSs could not be run for non-metastatic patients due to lack of samples. * Log-rank
analysis could not be run in the non-metastatic setting due to too few patients reaching endpoint.
** Only metastatic patient follow-up data were available.

3.6. Multivariate Analysis

A multivariate analysis was used to compare all known significant variables for
patient PFS and OS. Parameters for multivariate analysis were defined to be age >70 years,
pT > T2 (locally confined to the prostate), pN > N1 (metastasis in a single regional lymph
node < 2 cm), pM > M1 (distant metastasis), Gleason score > 8, PSA > 50 ng/mL, >1 CTCs
present, >3 CAMLSs present, and CAMLs > 50 um (Supplementary Table S1). Among all
patients, CAMLs > 50 pm at BL were the most statistically significant independent predictor
of PFS (p = 0.002) with PSA >50 ng/mL (p = 0.007), nodal spread (p = 0.011), metastatic
status (p = 0.015), and Gleason score >8 (p = 0.048) also being significant independent
indicators. In addition, engorged CAMLs (>50 um) were the most statistically significant
independent predictor for worse OS (p = 0.006), followed by nodal spread (p = 0.028) and
age > 70 years (p = 0.041). Due to limited patients reaching the time to event, as well
as limited population sizes, a multivariate analysis could not be run separately for the
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non-metastatic and metastatic cohorts. To better elucidate the prognostic significance of
engorged CAMLs, larger validation studies in refined cohorts of PCa is warranted.

3.7. Analysis of PSA for Predicting PFS and OS

To best identify PSA thresholds for prognosticating PCa, we evaluated PSA levels
>10ng/mL, >20 ng/mL, and >50 ng/mL. Among all patients, 97% (n = 89/92) had
available PSA counts at BL, with three patients lost during unblinding. Pre-treatment
PSA levels among all patients found 17% (n = 15/89) had 10-20 ng/mL, 10% (n = 9/89)
had 20-50 ng/mL, and 22% (n = 20/89) had >50 ng/mL. The combination of both non-
metastatic and metastatic diseases found that all three PSA cutoffs were statistically signifi-
cant predictors for worsened PFS and OS, with increasing PSA predicting shorter survival
(Figure 4).

Among non-metastatic patients with available PSA counts (n = 49), 22% (n = 11/49)
had PSA between 10 and 20 ng/mL, 4% (n = 2/49) between 20 and 50 ng/mL, and 8%
(n=4/49) >50 ng/mL. We found that all three PSA cutoffs were not significant predictors
for worsened survival and all groups had mPFS and mOS > 24 months.

Metastatic patients had (n = 40) available BL PSA counts, with 10% (n = 4/40) pre-
senting PSA levels between 10 and 20 ng/mL, 18% (n = 7/40) between 20 and 50 ng/mL,
and 40% (n = 16/40) having >50 ng/mL. It was found that PSA levels >10 ng/mL had
shorter mPFS (6.3 vs. 14.7 months) and mOS (13.7 vs. 23.2 months) but were not statistically
significant predictors for PFS or OS (Figure 4). Similarly, patients with PSA >20 ng/mL
had shorter mPFS (7.3 vs. 11.5 months) and mOS (13.7 vs. 23.2 months) but did not reach
statistical significance. However, patients with PSA >50 ng/mL had shorter mPFS (4.2 vs.
13.6 months) but statistically trended toward worsened PFS (HR = 2.5, 95%C.I. =1.1-5.7,
p = 0.051). Further, PSA >50 ng/mL appeared to have shorter mOS (10.1 vs. >24 months)
and was a statistically significant predictor for worsened OS (HR = 3.9, 95%C.I. = 1.4-10.5,
p = 0.015) in the metastatic setting (Figure 4). Follow-up monitoring of increasing PSA at
T1 and T2 found no statistical significance in predicting worsened survival.

To determine the relationship between PSA and CAML cells in circulation for prog-
nosticating patient survival, we looked at different thresholds of BL PSA in combination
with CAMLs < 50 pum or CAMLs > 50 um to predict patient outcomes (Supplementary
Figure S4). Engorged CAMLs were found to predict worse PFS and OS in patients with pa-
tients with PSA <4 ng/mL (Supplementary Figure S4a), PSA < 10 ng/mL (Supplementary
Figure S4b), PSA < 20 ng/mL (Supplementary Figure S4c), and PSA < 50 ng/mL (Supple-
mentary Figure S4d). However, CAMLs were unable to stratify PFS and OS in patients
with PSA > 50 ng/mL (Supplementary Figure S4e). We then sought to determine if there
is any correlation between rising PSA and increasing CAML number or rising PSA with
increasing CAML size. Pearson correlation analysis identified a statistically significant,
weak positive correlation between increasing PSA concentration and CAMLs in circulation,
as well as a statistically significant, weak positive correlation between rising PSA and
increasing CAML size (Supplementary Figure S4f). To examine the opposite relationship,
we then sought to determine if adding PSA to CAML sizes < 50 pm or >50 pm can better
stratify patient responses (Supplementary Figure S5). In patients with CAMLs < 50 um,
PSA values > 50 ng/mL added prognostic value for PFS (HR = 97.8, n = 6 vs. 44), whereas
PSA levels > 20 ng/mL (HR = 464.9, n = 11 vs. 39) and >50 ng/mL (HR=7.1 x 10°,n=6
vs. 44) added prognostic value for OS. Interestingly, in patients with engorged CAMLs,
only PSA levels > 50 ng/mL added prognostic value for OS (HR = 3.1, n = 13 vs. 24).

We then examined 10 mPCa patients with CAML and PSA tracking data for BL, T1, and
T2 to compare the clinical accuracy of >50 um CAMLs and rising PSA in prognosticating
24-month OS. Among these 10 patients, CAMLs matched PSA tracking in 40% of samples
(i.e., patient CAMLSs remained <50 pm and PSA was stable/declining, or the patient CAMLs
were >50 um and PSA increased) and this was associated with the likelihood of death
within 24 months. In 50% of these patients, CAMLs were more accurate at predicting
survival than PSA tracking over 24 months (i.e., patients had >50 um CAMLs and PSA
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declined, or patients had <50 pum CAMLs and PSA increased). These data strengthen the
argument that there is a correlation between PSA levels and CAML cells in circulation, and
this correlation may better stratify patient survival than PSA alone.

4. Conclusions

Clinically translatable assays that can differentiate aggressive, non-aggressive, and
indolent PCa while actively monitoring therapeutic response remain in demand. As
non-invasive, blood-based biomarkers that are present among multiple solid-tumor malig-
nancies, CAMLs may have clinical value as a prognostic that identifies pre-treated patients
with more aggressive tumor types. Here, we ran a multi-institutional pilot study to exam-
ine what, if any, clinical utility CAMLs may have in local and advanced PCa. We found
that CAMLs are a highly sensitive biomarker which appears frequently (79%) among PCa
patients. Further, although not statistically significant, CAML sensitivity is high across all
pathological stages of PCa when compared with traditional PCa biomarkers. However, a
potential advantage of CAML screening over the latter is that there may be a relationship
between the frequency of larger CAMLs in circulation and increasingly aggressive PCa as
measured by pathological staging. Survival analysis based off of CAML size suggests that
as CAML engorgement increases >50 um, PCa patients present a dismal clinical discourse
irregardless of non-metastatic or metastatic presentation. Further, patients with CAML
cells >100 um were found to have even worse survival, remarkably so in the metastatic
setting. Multivariate analysis of our data found that engorged CAMLSs (>50 pum) at BL were
the most statistically significant independent predictors of worse PFS and OS across all
92 patients, independent of local or advanced disease status (Supplementary Table S2). The
preliminary results of this prospective pilot study suggest that engorged CAMLs predict for
aggressive pathological maturation as measured by faster patient progression and death,
even before the induction of new treatment for PCa.

A common issue with PSA screening is over-staging indolent disease [7] and high
prevalence of false positives (upwards 70%) [54], causing the overtreatment of non-aggressive
neoplasms. This results in increased adverse biopsy events (i.e., hematuria, pain, sep-
ticemia) and worse toxicities (i.e., vomiting, diarrhea, anemia) to standard of care treat-
ment [5,7,21,55,56]. These issues have left a need for a companion biomarker to PSA to
help in screening early PCa and for stratifying patients with more aggressive diseases. The
high presence of CAMLs prior to resection and first-line treatment suggests that CAMLs
might be useful in conjunction with PSA and could increase specificity in the diagnostic
setting. While these initial findings are promising in the context of discriminating indolent
versus aggressive PCa, additional studies which include other benign prostate conditions,
such as BPH or low Gleason-scored prostate cancer (i.e., <6) should be evaluated. Though
this hypothesis requires a number of prospective validation studies with healthy and
non-malignant disease controls, CAML screening may provide additive diagnostic and
prognostic information not captured by conventional PCa tests such as PSA doubling time
and the PCa nomogram.

While CTCs are a heavily researched biomarker associated with poor PCa prognoses,
CTCs in circulation are rare in localized disease and found in only ~25% of mPCa pa-
tients [16,22,26]. Here, we compared CTCs to CAMLs in circulation for clinical sensitivity,
clinical relevance, and biological relationship. Our results suggest that CAMLs appear
more commonly than CTCs across all pathological stages, and engorged CAMLs are a more
accurate predictor for worsened outcomes. In line with prior literature, our CTC results
did indicate worsened survival and were found with similar sensitivities to prior literature
in non-metastatic disease (7.5-18.6%) [27,57] and mPCa (25-57%) [22]. Interestingly, the
presence of CTCs seemed to relate to engorged CAMLs, with >50 um CAMLs appearing
in higher proportions in patients that had CTCs. This relationship between CAMLs and
CTCs supports Adams’ PNAS findings in breast cancer, which described that CAMLs
might initiate tumor cell transversion through endothelial junctions into circulation, and
here, we identified a similar relationship in mPCa [35]. However, to evaluate this hy-
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pothesis, follow-up animal model studies must investigate the relationship between CTCs
and CAMLs.

Although there is extensive literature in the CTC field, preclinical models do not
yet exist in CAML research. CAML cell extraction, isolation, and enrichment have been
found to be complicated. No study to date has demonstrated that CAMLs can be cultured
ex vivo, and there is no confirmation to whether these cells undergo mitosis and can be
immortalized. As such, the CAML cell type is only known to be human solid-tumor-specific,
with no investigation done in non-human primates or other animal models, suggesting an
undeveloped area of study. A major constraint of animal models in CAML research is the
physical size of the CAML cell. For example, a 250 um circulating cell would emulate an
embolism in most rodent models’ vasculature suggesting larger animal models may be a
more suitable avenue for testing.

Currently, there are two hypotheses as to the role of CAMLs in cancer pathogenesis
—(1) CAMLs are disseminators of other circulating cancer cells via phagocytic attack on
the extracellular matrix (ECM) of the primary tumor, helping promote the intravasation
process of other tumor-initiating cells or (2) CAMLSs are sloughed off of tumors themselves,
and the high presence of large CAMLs in circulation is the result of widespread cancer
cell dissemination from multiple anatomically distinct tumor sites. Given the phagocytic
capabilities of the CAML cell, genetic material from the primary tumor [58] and subsequen-
tial distant metastatic sites may be resolved within CAMLs by next-generation sequencing
techniques (i.e., single-cell transcriptomics, whole exome sequencing, whole genome bisul-
fite sequencing) to elucidate the clonal composition of multiple tumor sites without the
need for surgical intervention. If this is the case, the combination of single-cell sequencing
and whole exome sequencing on CAML cells may provide biological insight regarding
differentially expressed gene signatures and mutations associated with chemo-resistance,
chemo-sensitivity, and organ-specific tropism for locating distant metastases missed by
conventional CT scans. Further, by leveraging whole genome bisulfite sequencing, methy-
lated regions of the genome that encode for transcription factors may be identified to home
in on what oncogenic signaling and cancer cell stemness pathways directly contribute to
metastatic seeding.

Despite our finite understanding of the molecular origins of CAMLs, it appears that the
phenomenon of CAML engorgement to >50 um is related to aggressive local and advanced
PCas which predicts worse patient outcomes. To date, the closest equivalent to CAML
engorgement is the presence of CTC clusters promoting higher rates of metastasis in breast
cancer. Specifically, transcriptomic analysis of CTC clusters compared to individual CTCs
found that CTC clusters have a higher likelihood of DNA hypomethylation for stemness
transcription factor binding sites such as OCT4, SOX2, NANOG, and SIN3A [59]. If this
concept of increased cell volume promoting transcription factor activation is conserved
in CAMLs, engorged CAMLs may have higher rates of DNA hypomethylation compared
to small CAMLs which may promote EMT signaling cascades for metastatic spread, or
tumor self-seeding in the context of recurrent disease [58]. Further, prospective studies
on actionable targets, such as cell surface receptors or oncogenes (i.e., PD1 or AR-V7) in
CAMLs may be an appealing avenue for shaping immunotherapy treatments if these results
are validated. As stated above, AR-V7 expression is quantifiable on CTCs [28]. Given that
CAMLs are a more common circulating cell type over CTCs, it would be of interest to
identify AR-V7 alterations on CAMLs for aiding treatment selection in prospective clinical
trials. With personalized medicine becoming the goal of oncology research, exploratory
analysis of cell surface markers, signaling proteins, and transcription factors on CAMLs
could be a valuable addition to the arsenal of prognosticating PCa pathogenesis. The results
of this study suggest a possible relationship between CAML presence and patient clinical
outcomes across all subtypes of PCa. These preliminary findings indicate that further
follow-up experiments should be evaluated, including the molecular evaluation of CAMLs
as reservoirs of biological information regarding tumor pathogenesis, and if CAML cells
have any clinically useful relationships to treatment strategies.



Cancers 2023, 15, 3725

150f18

References

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/cancers15143725/s1. Table S1: Distribution of patient recruitment
by institution. Table S2: Multivariate analysis comparing all known significant clinical variables.
Wilcoxon t-test was performed for all known clinical variables (ie. Age, race, treatment type) as
predictors of survival prior to multivariate analysis; statistically significant predictors of worse
outcome were selected for multivariate analysis. Table S3: Frequency of cancer-associated circulating
cells/7.5mL blood in each patient by prostate cancer pathological stage. Figure S1: Enlarged CAMLs
May Co-Migrate with CTCs into Circulation, Figure S2: Tracking CAML Size Throughout Treatment
May Predict Patient Survival. Figure S3: Enlarged CAMLs May Predict Post-Treatment Patient
Response. Figure S4: CAML Cells Add Prognostic Value to PSA. Figure S5: Rising PSA Thresholds
Add Prognostic Value to CAML Size.

Author Contributions: Conception and Design: D.L.A., R.C.B. and R K.A. Development of Method-
ology: D.L.A. and R.C.B. Data Acquisition: R.C.B., RK.A,, D.C.D., TL.C,, B.YH, TH., D.L.A. and
D.J.G. Analysis of Data: D.J.G. and D.L.A. Writing: D.J.G. and D.L.A. Study Supervision: D.L.A. and
R.C.B. All authors have read and agreed to the published version of the manuscript.

Funding: D. L. Adams, R. C. Bergan, D.C. Danila, T.L. Chuang, B.Y. Hurtado, and T. Ho were
supported by a grant from the U.S. Army Research Office (ARO) and the Defense Advanced Research
Projects Agency (DARPA; W911NF-14-C-0098). R.C. Bergan was supported by the Prostate Spore
Grant CA90386. The content of the information does not necessarily reflect the position or the policy
of the U.S. Government.

Institutional Review Board Statement: Anonymized peripheral blood samples were collected
with local Institutional Review Board (IRB) approvals from Oregon Health and Science Univer-
sity (IRB00011862), Northwestern University (STU0019487), Memorial Sloan Kettering Cancer Center
(90-040A), Mayo Clinic Cancer Center (08-000980), and Fox Chase Cancer Center (99-802 and 11-866)
with patients” written informed consent prior to the initiation of this study.

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: The data that support the findings of this study are available upon
request from the corresponding authors, Daniel J. Gironda and Daniel L. Adams. The data are not
publicly available due to restrictions such as information that could compromise the privacy of
research participants.

Acknowledgments: The authors thank Anastasiya Gorkun, Naresh Mahajan, and Calvin J. Wagner
for their assistance in sharing advice for the statistical approaches used within this manuscript. The
authors would also like to thank Cha-Mei Tang, Ashok K. Pullikuth, and Lance D. Miller for providing
thoughtful feedback and for helping conceptualize our figure design. Finally, the authors would like
to thank all patients who were enrolled in this study for making this manuscript possible.

Conflicts of Interest: D.]J. Gironda was a part-time paid intern at Creatv MicroTech, Inc. D.L. Adams
is an employee of Creatv MicroTech, Inc., owns stocks in Creatv MicroTech, Inc. and may have patents
regarding this work. D.C. Danila has research support from US Department of Defense, American
Society of Clinical Oncology, Prostate Cancer Foundation, Amgen, Janssen Research & Development,
Astellas, Medivation, Agensys, Genentech, CreaTV, and is a consultant for Angle LLT, Axiom LLT,
Janssen Research & Development, AstraZeneca, BioView LTD, Clovis, Astellas, Medivation, Pfizer,
Agensys, Merck. Publication fees were paid by Creatv MicroTech, Inc. All other authors have no
other conflicts to report.

1. Howlader, N.; Noone, A.M.; Krapcho, M.; Miller, D.; Brest, A.; Yu, M.; Ruhl, ].; Tatalovich, Z.; Mariotto, A.; Lewis, D.R.; et al.
SEER Cancer Statistics Review, 1975-2016. Natl. Cancer Inst. 2019. Available online: https:/ /seer.cancer.gov/csr/1975_2016/
(accessed on 10 September 2021).

2. Pollock, P.A.; Ludgate, A.; Wassersug, R.J. In 2124, half of all men can count on developing prostate cancer. Curr. Oncol. 2015, 22,
10-12. [CrossRef] [PubMed]

3. Culig, Z. Distinguishing indolent from aggressive prostate cancer. In Prostate Cancer Prevention. Recent Results in Cancer Research;
Springer: Berlin/Heidelberg, Germany, 2014; Volume 202, pp. 141-147. [CrossRef]


https://www.mdpi.com/article/10.3390/cancers15143725/s1
https://www.mdpi.com/article/10.3390/cancers15143725/s1
https://seer.cancer.gov/csr/1975_2016/
https://doi.org/10.3747/co.22.2102
https://www.ncbi.nlm.nih.gov/pubmed/25684983
https://doi.org/10.1007/978-3-642-45195-9_17

Cancers 2023, 15, 3725 16 of 18

®

10.

11.

12.

13.

14.
15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

Oto, J.; Fernandez-Pardo, A Royo, M.; Hervés, D.; Martos, L.; Vera-Donoso, C.D.; Martinez, M.; Heeb, M.].; Espafia, F.; Medina,
P; et al. A predictive model for prostate cancer incorporating PSA molecular forms and age. Sci. Rep. 2020, 10, 2463. [CrossRef]
[PubMed]

Jahn, ].L.; Giovannucci, E.L.; Stampfer, M.J. The high prevalence of undiagnosed prostate cancer at autopsy: Implications for
epidemiology and treatment of prostate cancer in the Prostate-specific Antigen-era. Int. J. Cancer 2015, 137, 2795-2802. [CrossRef]
[PubMed]

Crawford, E.D.; Abrahamsson, P.A. PSA-based screening for prostate cancer: How does it compare with other cancer screening
tests? Eur. Urol. 2008, 54, 262-273. [CrossRef] [PubMed]

Barry, M.]J. Screening for prostate cancer—The controversy that refuses to die. N. Engl. J. Med. 2009, 360, 1351-1354. [CrossRef]
Rawla, P. Epidemiology of Prostate Cancer. World . Oncol. 2019, 10, 63—-89. [CrossRef]

Finne, P,; Finne, R.; Auvinen, A.; Juusela, H.; Aro, J.; Méattanen, L.; Hakama, M.; Rannikko, S.; Tammela, T.L.; Stenman, U.
Predicting the outcome of prostate biopsy in screen-positive men by a multilayer perceptron network. Urology 2000, 56, 418-422.
[CrossRef]

Ford, M.E.; Havstad, S.L.; Demers, R.; Johnson, C.C. Effects of false-positive prostate cancer screening results on subsequent
prostate cancer screening behavior. Cancer Epidemiol. Biomark. Prev. 2005, 14, 190-194. [CrossRef]

White, J.; Shenoy, B.V.; Tutrone, R.F.; Karsh, L.I; Saltzstein, D.R.; Harmon, W.].; Broyles, D.L.; Roddy, T.E.; Lofaro, L.R.; Paoli, C.J.;
et al. Clinical utility of the Prostate Health Index (phi) for biopsy decision management in a large group urology practice setting.
Prostate Cancer Prostatic Dis. 2018, 21, 78-84. [CrossRef]

Smith, R.A.; Andrews, K.S.; Brooks, D.; Fedewa, S.A.; Manassaram-Baptiste, D.; Saslow, D.; Brawley, O.W.; Wender, R.C. Cancer
screening in the United States, 2018: A review of current American Cancer Society guidelines and current issues. CA Cancer J.
Clin. 2018, 68, 297-316. [CrossRef]

Tutrone, R.; Donovan, M.].; Torkler, P.; Tadigotla, V.; McLain, T.; Noerholm, M.; Skog, J.; McKiernan, J. Clinical utility of the
exosome based ExoDx Prostate (IntelliScore) EPI test in men presenting for initial Biopsy with a PSA 2-10 ng/mL. Prostate Cancer
Prostatic Dis. 2020, 23, 607-614. [CrossRef]

Roobol, M.J.; Carlsson, S.V. Risk stratification in prostate cancer screening. Nat. Rev. Urol. 2013, 10, 38-48. [CrossRef] [PubMed]
Gkountela, S.; Castro-Giner, F.; Szczerba, B.M.; Vetter, M.; Landin, J.; Scherrer, R.; Krol, I.; Schedimann, M.C.; Beisel, C.; Stirnimann,
C.U,; et al. Circulating Tumor Cell Clustering Shapes DNA Methylation to Enable Metastasis Seeding. Cell 2019, 176, 98-112.
[CrossRef] [PubMed]

Steyerberg, E.W.; Roobol, M.].; Kattan, M.W.; van der Kwast, T.H.; de Koning, H.]J.; Shroder, EH. Prediction of indolent prostate
cancer: Validation and updating of a prognostic nomogram. . Urol. 2007, 177, 107-112. [CrossRef]

Schaeffer, E.; Srinivas, S.; Antonarakis, E.S.; Armstrong, A.].; Bekelman, J.E.; Cheng, H.; D’Amico, A.V.; Davis, B.J.; Desai, N.;
Dorff, T.; et al. NCCN Guidelines Insights: Prostate Cancer, Version 1.2021. J. Natl. Compr. Cancer Netw. 2021, 19, 134-143.
[CrossRef] [PubMed]

Xu, H.; Zhu, Y.; Dai, B.; Ye, D.W. National Comprehensive Cancer Network (NCCN) risk classification in predicting biochemical
recurrence after radical prostatectomy: A retrospective cohort study in Chinese prostate cancer patients. Asian J. Androl. 2018, 20,
551-554. [CrossRef] [PubMed]

Gejerman, G.; Ciccone, P; Goldstein, M.; Lanteri, V.; Schlecker, B.; Sanzone, J.; Esposito, M.; Rome, S.; Ciccone, M.; Margolis, E.;
et al. US Preventive Services Task Force prostate-specific antigen screening guidelines result in higher Gleason score diagnoses.
Investig. Clin. Urol. 2017, 58, 423-428. [CrossRef]

Bratulic, S.; Gatto, F; Nielsen, J. The Translational Status of Cancer Liquid Biopsies. Regen. Eng. Transl. Med. 2021, 7, 312-352.
[CrossRef]

Panebianco, V.; Pecoraro, M.; Fiscon, G.; Paci, P; Farina, L.; Catalano, C. Prostate cancer screening research can benefit from
network medicine: An emerging awareness. npj Syst. Biol. Appl. 2020, 6, 13. [CrossRef]

Scher, H.L; Jia, X.; de Bono, ].S.; Fleisher, M.; Pienta, K.J.; Raghavan, D.; Heller, G. Circulating tumour cells as prognostic markers
in progressive, castration-resistant prostate cancer: A reanalysis of IMMC38 trial data. Lancet Oncol. 2009, 10, 233-239. [CrossRef]
Gonzales, ].C.; Fink, L.M.; Goodman, O.B., Jr.; Symanowski, .T.; Vogelzang, N.J.; Ward, D.C. Comparison of circulating MicroRNA
141 to circulating tumor cells, lactate dehydrogenase, and prostate-specific antigen for determining treatment response in patients
with metastatic prostate cancer. Clin. Genitourin. Cancer 2011, 9, 39-45. [CrossRef] [PubMed]

Zviran, A.; Schulman, R.C.; Shah, M.; Hill, S.TK.; Deochand, S.; Khamnei, C.C.; Maloney, D.; Patel, K.; Liao, W.; Widman,
Al].; et al. Genome-wide cell-free DNA mutational integration enables ultra-sensitive cancer monitoring. Nat. Med. 2020, 26,
1114-1124. [CrossRef] [PubMed]

Adams, D.L.; Cristofanilli, M. Chapter 5: Detecting and Monitoring Circulating Stromal Cells from Solid Tumors Using Blood-
Based Biopsies in the Twenty-First Century: Have Circulating Stromal Cells Come of Age. In Liquid Biopsies in Solid Tumors;
Humana Press: Totowa, NJ, USA, 2017; pp. 81-104, ISBN 331950956X/9783319509563.

Danila, D.C.; Heller, G.; Gignac, G.A.; Gonzalez-Espinoza, R.; Anand, A.; Tanaka, E.; Lilja, H.; Schwartz, L.; Larson, S.; Fleisher,
M.; et al. Circulating tumor cell number and prognosis in progressive castration-resistant prostate cancer. Clin. Cancer Res. 2007,
13, 7053-7058. [CrossRef] [PubMed]

Broncy, L.; Paterlini-Bréchot, P. Clinical impact of circulating tumor cells in patients with localized prostate cancer. Cells 2019, 8,
676. [CrossRef] [PubMed]


https://doi.org/10.1038/s41598-020-58836-4
https://www.ncbi.nlm.nih.gov/pubmed/32051423
https://doi.org/10.1002/ijc.29408
https://www.ncbi.nlm.nih.gov/pubmed/25557753
https://doi.org/10.1016/j.eururo.2008.05.032
https://www.ncbi.nlm.nih.gov/pubmed/18556114
https://doi.org/10.1056/NEJMe0901166
https://doi.org/10.14740/wjon1191
https://doi.org/10.1016/S0090-4295(00)00672-5
https://doi.org/10.1158/1055-9965.190.14.1
https://doi.org/10.1038/s41391-017-0008-7
https://doi.org/10.3322/caac.21446
https://doi.org/10.1038/s41391-020-0237-z
https://doi.org/10.1038/nrurol.2012.225
https://www.ncbi.nlm.nih.gov/pubmed/23247693
https://doi.org/10.1016/j.cell.2018.11.046
https://www.ncbi.nlm.nih.gov/pubmed/30633912
https://doi.org/10.1016/j.juro.2006.08.068
https://doi.org/10.6004/jnccn.2021.0008
https://www.ncbi.nlm.nih.gov/pubmed/33545689
https://doi.org/10.4103/aja.aja_52_18
https://www.ncbi.nlm.nih.gov/pubmed/30027928
https://doi.org/10.4111/icu.2017.58.6.423
https://doi.org/10.1007/s40883-019-00141-2
https://doi.org/10.1038/s41540-020-0133-0
https://doi.org/10.1016/S1470-2045(08)70340-1
https://doi.org/10.1016/j.clgc.2011.05.008
https://www.ncbi.nlm.nih.gov/pubmed/21723797
https://doi.org/10.1038/s41591-020-0915-3
https://www.ncbi.nlm.nih.gov/pubmed/32483360
https://doi.org/10.1158/1078-0432.CCR-07-1506
https://www.ncbi.nlm.nih.gov/pubmed/18056182
https://doi.org/10.3390/cells8070676
https://www.ncbi.nlm.nih.gov/pubmed/31277346

Cancers 2023, 15, 3725 17 of 18

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

El-Heliebi, A.; Hille, C.; Laxman, N.; Svedlund, J.; Haudum, C.; Ercan, E.; Kroneis, T.; Chen, S.; Smolle, M.; Rossmann, C; et al. In
Situ Detection and Quantification of AR-V7, AR-FL, PSA, and KRAS Point Mutations in Circulating Tumor Cells. Clin. Chem.
2018, 64, 536-546. [CrossRef] [PubMed]

Armstrong, A.J.; Luo, J.; Nanus, D.M.; Giannakakou, P.; Szmulewitz, R.Z.; Danila, D.C.; Healy, P.; Anand, M.; Berry, W.R.; Zhang,
T.; et al. Prospective Multicenter Study of Circulating Tumor Cell AR-V7 and Taxane versus Hormonal Treatment Outcomes in
Metastatic Castration-Resistant Prostate Cancer. JCO Precis. Oncol. 2020, 4, 1120-1129. [CrossRef] [PubMed]

Antonarakis, E.S.; Lu, C.; Wang, H.; Luber, B.; Nakazawa, M.; Roeser, J.C.; Chen, Y.; Mohammad, T.A.; Chen, Y.; Fedor, H.L.; et al.
AR-V7 and resistance to enzalutamide and abiraterone in prostate cancer. N. Engl. ]. Med. 2014, 371, 1028-1038. [CrossRef]
Bastos, D.A.; Antonarakis, E.S. CTC-derived AR-V7 detection as a prognostic and predictive biomarker in advanced prostate
cancer. Expert Rev. Mol. Diagn. 2018, 18, 155-163. [CrossRef]

Li, H.; Wang, Z.; Xiao, W.; Yan, L.; Guan, W.; Hu, Z.; Wu, L.; Huang, Q.; Wang, J.; Xu, H.; et al. Androgen-receptor splice
variant-7-positive prostate cancer: A novel molecular subtype with markedly worse androgen-deprivation therapy outcomes in
newly diagnosed patients. Mod. Pathol. 2018, 31, 198-208. [CrossRef]

Adams, D.L.; Adams, D.K,; Alpaugh, RK.; Cristofanilli, M.; Martin, S.S.; Chumsri, S.; Tang, C.M.; Marks, J.R. Circulating
Cancer-Associated Macrophage-like Cells Differentiate Malignant Breast Cancer and Benign Breast Conditions. Cancer Epidemiol.
Biomark. Prev. 2016, 25, 1037-1042. [CrossRef]

Adams, D.L.; Adams, D.K,; He, J.; Kalhor, N.; Zhang, M.; Xu, T.; Gao, H.; Reuben, ].M.; Qiao, Y.; Komaki, R.; et al. Sequential
Tracking of PD-L1 Expression and RAD50 Induction in Circulating Tumor and Stromal Cells of Lung Cancer Patients Undergoing
Radiotherapy. Clin. Cancer Res. 2017, 23, 5948-5958. [CrossRef] [PubMed]

Adams, D.L.; Martin, S.S.; Alpaugh, K.R.; Charpentier, M.; Tsai, S.; Bergan, R.C.; Ogden, . M.; Catalona, W.; Chumsri, S.; Tang,
C.M,; et al. Circulating giant macrophages as a potential biomarker of solid tumors. Proc. Natl. Acad. Sci. USA 2014, 111,
3514-3519. [CrossRef] [PubMed]

Gardner, K.P; Aldakkak, M.; Tang, C.M.; Tsai, S.; Adams, D.L. Circulating stromal cells in resectable pancreatic cancer correlates
to pathological stage and predicts for poor clinical outcomes. npj Precis. Oncol. 2021, 5, 25. [CrossRef]

Gironda, D.J.; Adams, D.L.; He, J.; Xu, T.; Gao, H.; Qiao, Y.; Komaki, R.; Reuben, ].M.; Liao, Z.; Blum-Murphy, M.; et al. Cancer
associated macrophage-like cells and prognosis of esophageal cancer after chemoradiation therapy. J. Transl. Med. 2020, 18, 413.
[CrossRef]

Gardner, K.P; Tsai, S.; Aldakkak, M.; Gironda, S.; Adams, D.L. CXCR4 expression in tumor associated cells in blood is prognostic
for progression and survival in pancreatic cancer. PLoS ONE 2022, 17, e0264763. [CrossRef]

Raghavakaimal, A.; Cristofanilli, M.; Tang, C.M.; Alpaugh, R.K.; Gardner, K.P.; Chumsri, S.; Adams, D.L. CCR5 activation and
endocytosis in circulating tumor-derived cells isolated from the blood of breast cancer patients provide information about clinical
outcome. Breast Cancer Res. 2022, 24, 35. [CrossRef]

Tang, C.M.; Adams, D.L. Clinical Applications of Cancer-Associated Cells Present in the Blood of Cancer Patients. Biomedicines
2022, 10, 587. [CrossRef]

Augustyn, A.; Adams, D.L.; He, J.; Qiao, Y.; Verma, V.; Liao, Z.; Tang, C.M.; Heymach, J.V.; Tsao, A.S.; Lin, S.H. Giant Circulating
Cancer-Associated Macrophage-like Cells Are Associated with Disease Recurrence and Survival in Non-Small-Cell Lung Cancer
Treated with Chemoradiation and Atezolizumab. Clin. Lung Cancer 2020, 22, e451-e465. [CrossRef]

Tang, C.M.; Zhu, P; Li, S.; Makarova, O.V.; Amstutz, P.T.; Adams, D.L. Blood-based biopsies-clinical utility beyond circulating
tumor cells. Cytom. Part A 2018, 93, 1246-1250. [CrossRef] [PubMed]

Manjunath, Y.; Mitchem, J.B.; Suvilesh, K.N.; Avella, D.M.; Kimchi, E.T.; Steveley-O’Carroll, K.E,; Deroche, C.B.; Pantel, K; Li, G.;
Kaifi, J.T. Circulating giant tumor-macrophage fusion cells are independent prognosticators in patients with NSCLC. J. Thorac.
Oncol. 2020, 15, 1460-1471. [CrossRef]

Carreta Ruano, A.P.; Guimaraes, A.P.G.; Braun, A.C.; Flores, B.C.T.C.P,; Tariki, M.S.; Abdallah, E.A.; Torres, J.A.; Nunes, D.N.;
Tirapelli, B.; de Lima, V.C.C; et al. Fusion cell markers in circulating tumor cells from patients with high-grade ovarian serous
carcinoma. Int. J. Mol. Sci. 2022, 23, 14687. [CrossRef]

Sulaiman, R.; De, P; Aske, ].C; Lin, X,; Dale, A.; Vaselaar, E.; Ageton, C.; Gaster, K.; Espaillat, L.R.; Starks, D.; et al. Identification
and morphological characterization of features of circulating cancer-associated macrophage-like cells (CAMLs) in endometrial
cancers. Cancers 2022, 14, 4577. [CrossRef] [PubMed]

Lopresti, A.; Acquaviva, C.; Boudin, L.; Finetti, P.; Garnier, S.; Aulas, A.; Liberatoscioli, M.L.; Cabaud, O.; Guille, A.; de Nonneville,
A.; et al. Identification of atypical circulating tumor cells with prognostic value in metastatic breast cancer patients. Cancers 2022,
14, 932. [CrossRef] [PubMed]

Cooperberg, M.R.; Brooks, ].D.; Faino, A.V.; Newcomb, L.E,; Kearns, ].T.; Carroll, P.R.; Dash, A.; Etzioni, R.; Fabrizio, M.D.; Gleave,
M.E,; et al. Refined analysis of prostate-specific antigen kinetics to predict prostate cancer active surveillance outcomes. Eur. Urol.
2018, 74, 211-217. [CrossRef] [PubMed]

Gironda, D.J.; Bergan, R.C.; Lin, S.H.; Alpaugh, RK,; Cristofanilli, M.; Chumsri, S.; Lapidus, R.G.; Williams, W.; Lacher, M.;
Danila, D.C.; et al. Hyper engorged cancer associated macrophage-like cells in circulation predict for multi-organ metastatic
disease in solid tumors. J. Clin. Oncol. 2021, 39, 3039. [CrossRef]


https://doi.org/10.1373/clinchem.2017.281295
https://www.ncbi.nlm.nih.gov/pubmed/29301749
https://doi.org/10.1200/PO.20.00200
https://www.ncbi.nlm.nih.gov/pubmed/33154984
https://doi.org/10.1056/NEJMoa1315815
https://doi.org/10.1080/14737159.2018.1427068
https://doi.org/10.1038/modpathol.2017.74
https://doi.org/10.1158/1055-9965.EPI-15-1221
https://doi.org/10.1158/1078-0432.CCR-17-0802
https://www.ncbi.nlm.nih.gov/pubmed/28679765
https://doi.org/10.1073/pnas.1320198111
https://www.ncbi.nlm.nih.gov/pubmed/24550495
https://doi.org/10.1038/s41698-021-00161-8
https://doi.org/10.1186/s12967-020-02563-x
https://doi.org/10.1371/journal.pone.0264763
https://doi.org/10.1186/s13058-022-01528-w
https://doi.org/10.3390/biomedicines10030587
https://doi.org/10.1016/j.cllc.2020.06.016
https://doi.org/10.1002/cyto.a.23573
https://www.ncbi.nlm.nih.gov/pubmed/30369050
https://doi.org/10.1016/j.jtho.2020.04.034
https://doi.org/10.3390/ijms232314687
https://doi.org/10.3390/cancers14194577
https://www.ncbi.nlm.nih.gov/pubmed/36230499
https://doi.org/10.3390/cancers14040932
https://www.ncbi.nlm.nih.gov/pubmed/35205679
https://doi.org/10.1016/j.eururo.2018.01.017
https://www.ncbi.nlm.nih.gov/pubmed/29433975
https://doi.org/10.1200/JCO.2021.39.15_suppl.3039

Cancers 2023, 15, 3725 18 of 18

49.

50.

51.

52.

53.

54.
55.

56.

57.

58.

59.

Adams, D.L.; Stefansson, S.; Haudenschild, C.; Martin, S.S.; Charpentier, M.; Chumsri, S.; Cristofanilli, M.; Tang, C.M.; Alpaugh,
R.K. Cytometric characterization of circulating tumor cells captured by microfiltration and their correlation to the CellSearch((R))
CTC test. Cytom. Part A 2015, 87, 137-144. [CrossRef]

Adams, D.L.; Alpaugh, R.K;; Tsai, S.; Tang, C.M.; Stefansson, S. Multi-Phenotypic subtyping of circulating tumor cells using
sequential fluorescent quenching and restaining. Sci. Rep. 2016, 6, 33488. [CrossRef]

Santok, G.D.; Raheem, A.A.; Kim, L.H.C; Chang, K.; Lum, T.G.H.; Chung, B.H.; Choi, Y.D.; Rha, K.H. Prostate-specific antigen
10-20 ng/mL: A predictor of degree of upgrading to >/=8 among patients with biopsy Gleason score 6. Investig. Clin. Urol. 2017,
58,90-97. [CrossRef]

Wiebe, E.; Rodrigues, G.; Lock, M.; D’Souza, D.; Stitt, L. Outcome analysis of prostate cancer patients with pre-treatment PSA
greater than 50 ng/mL. Can. ]. Urol. 2008, 15, 4078—4083.

Collette, L.; Burzykowski, T.; Carroll, K.J.; Newling, D.; Morris, T.; Shroder, EH.; European Organisation for Research and
Treatment of Cancer; Limburgs Universitair Centrum; AstraZeneca Pharmaceuticals. Is prostate-specific antigen a valid surrogate
end point for survival in hormonally treated patients with metastatic prostate cancer? Joint research of the European Organisation
for Research and Treatment of Cancer, the Limburgs Universitair Centrum, and AstraZeneca Pharmaceuticals. J. Clin. Oncol.
2005, 23, 6139-6148. [CrossRef]

Wilbur, ]. Prostate cancer screening: The continuing controversy. Am. Fam. Physician 2008, 78, 1377-1384. [PubMed]
Djulbegovic, M.; Beyth, R.J.; Neuberger, M.M.; Stoffs, T.L.; Vieweg, J.; Djulbegovic, B.; Dahm, P. Screening for prostate cancer:
Systematic review and meta-analysis of randomised controlled trials. BMJ 2010, 341, c4543. [CrossRef] [PubMed]

Moyer, V.A.; U.S. Preventative Services Task Force. Screening for prostate cancer: U.S. Preventive Services Task Force recommen-
dation statement. Ann. Intern. Med. 2012, 157, 120-134. [CrossRef] [PubMed]

Zapatero, A.; Gomez-Caamano, A.; Rodriguez, M.A.C.; Muinelo-Romay, L.; de Vidales, C.M.; Abalo, A.; Crespo, P.C.; Mateos,
L.L,; Olivier, C.; Piris, L.V.V. Detection and dynamics of circulating tumor cells in patients with high-risk prostate cancer treated
with radiotherapy and hormones: A prospective phase II study. Radiat. Oncol. 2020, 15, 137. [CrossRef]

Adams, D.L.; Lin, S.H.; Raghavakaimal, A.; Weiss, G.; Ford, A.; Brown, C.; Yeh, C.H. Combining circulating stromal cells with cell
free DNA for increased sensitivity in profiling oncogenic mutations and indicates highly aggressive non small cell lung cancer.
Cancer Res. 2019, 79 (Suppl. 513), 437. [CrossRef]

Kim, M.-Y; Oskarsson, T.; Acharyya, S.; Nguyen, D.X.; Zhang, X.H.F,; Norton, L.; Massagué, J. Tumor self-seeding by circulating
cancer cells. Cell 2009, 139, 1315-1326. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.1002/cyto.a.22613
https://doi.org/10.1038/srep33488
https://doi.org/10.4111/icu.2017.58.2.90
https://doi.org/10.1200/JCO.2005.08.156
https://www.ncbi.nlm.nih.gov/pubmed/19119557
https://doi.org/10.1136/bmj.c4543
https://www.ncbi.nlm.nih.gov/pubmed/20843937
https://doi.org/10.7326/0003-4819-157-2-201207170-00459
https://www.ncbi.nlm.nih.gov/pubmed/22801674
https://doi.org/10.1186/s13014-020-01577-5
https://doi.org/10.1158/1538-7445.AM2019-437
https://doi.org/10.1016/j.cell.2009.11.025

	Introduction 
	Materials and Methods 
	Study Design 
	CAML Isolation and Enumeration 
	Statistical Analyses 

	Results 
	Patient Demographics 
	CAML Cell Presence versus Conventional PCa Bioassays 
	CAML Size Differentiates Local and Advanced Disease 
	Engorged CAMLs Found Prior to Treatment Predict for Early Mortality 
	CAML Size Tracking throughout Treatment 
	Multivariate Analysis 
	Analysis of PSA for Predicting PFS and OS 

	Conclusions 
	References

