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IMPORTANCE Benefits of prostate cancer (PCa) screening with prostate-specific antigen (PSA)
alone are largely offset by excess negative biopsies and overdetection of indolent cancers result-
ing from the poor specificity of PSA for high-grade PCa (ie, grade group [GG] 2 or greater).

OBJECTIVE To develop a multiplex urinary panel for high-grade PCa and validate its external
performance relative to current guideline-endorsed biomarkers.

DESIGN, SETTING, AND PARTICIPANTS RNA sequencing analysis of 58 724 genes identified 54
markers of PCa, including 17 markers uniquely overexpressed by high-grade cancers. Gene
expression and clinical factors were modeled in a new urinary test for high-grade PCa
(MyProstateScore 2.0 [MPS2]). Optimal models were developed in parallel without prostate
volume (MPS2) and with prostate volume (MPS2+). The locked models underwent blinded
external validation in a prospective National Cancer Institute trial cohort. Data were collected
from January 2008 to December 2020, and data were analyzed from November 2022 to
November 2023.

EXPOSURE Protocolized blood and urine collection and transrectal ultrasound-guided
systematic prostate biopsy.

MAIN OUTCOMES AND MEASURES Multiple biomarker tests were assessed in the validation
cohort, including serum PSA alone, the Prostate Cancer Prevention Trial risk calculator, and the
Prostate Health Index (PHI) as well as derived multiplex 2-gene and 3-gene models, the original
2-gene MPS test, and the 18-gene MPS2 models. Under a testing approach with 95% sensitivity
for PCa of GG 2 or greater, measures of diagnostic accuracy and clinical consequences of testing
were calculated. Cancers of GG 3 or greater were assessed secondarily.

RESULTS Of 761 men included in the development cohort, the median (IQR) age was 63
(58-68) years, and the median (IQR) PSA level was 5.6 (4.6-7.2) ng/mL; of 743 men included
in the validation cohort, the median (IQR) age was 62 (57-68) years, and the median (IQR)
PSA level was 5.6 (4.1-8.0) ng/mL. In the validation cohort, 151 (20.3%) had high-grade PCa
on biopsy. Area under the receiver operating characteristic curve values were 0.60 using PSA
alone, 0.66 using the risk calculator, 0.77 using PHI, 0.76 using the derived multiplex 2-gene
model, 0.72 using the derived multiplex 3-gene model, and 0.74 using the original MPS model
compared with 0.81 using the MPS2 model and 0.82 using the MPS2+ model. At 95%
sensitivity, the MPS2 model would have reduced unnecessary biopsies performed in the
initial biopsy population (range for other tests, 15% to 30%; range for MPS2, 35% to 42%)
and repeat biopsy population (range for other tests, 9% to 21%; range for MPS2, 46% to
51%). Across pertinent subgroups, the MPS2 models had negative predictive values of 95%
to 99% for cancers of GG 2 or greater and of 99% for cancers of GG 3 or greater.

CONCLUSIONS AND RELEVANCE In this study, a new 18-gene PCa test had higher diagnostic
accuracy for high-grade PCa relative to existing biomarker tests. Clinically, use of this test
would have meaningfully reduced unnecessary biopsies performed while maintaining highly
sensitive detection of high-grade cancers. These data support use of this new PCa biomarker
test in patients with elevated PSA levels to reduce the potential harms of PCa screening while
preserving its long-term benefits.
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P rostate cancer (PCa) remains the most commonly diag-
nosed malignancy and a leading cause of cancer death
worldwide.1 The European Randomized Study of

Screening for PCa and Göteborg Randomized Prostate Cancer
Screening trial showed significant reductions in cancer mor-
tality for men participating in prostate-specific antigen (PSA)–
based screening.2,3 At the same time, these studies con-
firmed that PSA screening leads to unnecessary invasive
biopsies in men without cancer and frequent overdiagnosis
of low-grade, indolent cancers (grade group [GG] 1).4 In re-
sponse to this, current clinical guidelines offer that men with
an elevated PSA level undergo multiparametric magnetic
resonance imaging (mpMRI), if available, or biomarker test-
ing for risk stratification prior to biopsy.5,6

Indeed, use of prostate mpMRI with targeted biopsy has
improved detection of clinically significant, high-grade can-
cer (ie, cancer of GG 2 or greater) in men with tumors visible
on mpMRI.7 While these data support prebiopsy mpMRI in
patients requiring biopsy, the use of negative findings on
mpMRI to rule out high-grade cancers in men with elevated
PSA levels is not well supported. Population-level data
spanning academic and community settings reveal a nega-
tive predictive value (NPV) of only 77% for high-grade
cancers,8 and subjective interpretation of mpMRI is highly
problematic, with NPVs as low as 63% by site and 40%
among radiologists.9,10 Thus, even following negative find-
ings on mpMRI, its limited sensitivity merits biopsy in a
substantial proportion of men. Moreover, there are practical
reasons mpMRI may not be feasible for populationwide use
after PSA, including its resource burden and limited avail-
ability in the community setting.11,12

Objective, noninvasive biomarker tests could be a more
practical option. Current National Comprehensive Cancer Net-
work (NCCN) guidelines offer 6 blood-based and urine-based
biomarker tests, each including 3 or fewer markers of PCa (ie,
cancer of any grade).5 While consistently outperforming PSA
alone,13 these assays have not evolved to reflect current un-
derstanding of PCa biology. For one, given the minimal meta-
static potential of low-grade cancers, contemporary practice
is focused on detecting high-grade cancers, while reducing
overdiagnosis of low-grade disease.5 Thus, assays based solely
on markers associated with cancer of any grade have limited
biologic specificity for high-grade cancers. Moreover, assays
including only 2 to 3 biomarkers simply cannot capture the
multitude of diverse molecular pathways driving lethal
disease.14,15

We hypothesized that augmenting the prior generation of
cancer-associated biomarkers with novel molecules selec-
tively expressed by high-grade, aggressive cancers would im-
prove testing accuracy. Leveraging multi-institutional tran-
scriptomic data,14,16,17 we identified novel genes specifically
overexpressed by high-grade cancers. We then adopted mul-
tiplex polymerase chain reaction (PCR)–based technology to
evaluate 54 candidate markers in a development cohort, de-
riving an optimal 18-gene assay for standard clinical use. Fi-
nally, we performed blinded external validation of the new
assay, including direct comparison with currently endorsed bio-
marker tests.

Methods

Institutional review board approval was obtained from the
University of Michigan Institutional Review Board and at each
site, and all participants provided written informed consent.
This study followed the Standards for Reporting of Diagnos-
tic Accuracy (STARD) reporting guideline.18

Biomarker Discovery
The original MyProstateScore (MPS) test incorporates pros-
tate cancer antigen 3 (PCA3) and TMPRSS2:ERG gene fusion
expression with serum PSA level to estimate risk of high-
grade cancers and is endorsed by NCCN guidelines for prebi-
opsy risk stratification.5,19 To derive a gene panel for high-
grade cancers, we performed differential expression analysis
of 58 724 genetic targets in multi-institutional RNA sequenc-
ing data (Figure 1; eFigures 1 and 2 in Supplement 1 and the
eTable in Supplement 2). A total of 72 genes met predefined
nomination criteria for cancer (n = 50) or high-grade cancer
(n = 22) (eTable 1 in Supplement 1). Removal of collinear genes
and those without PCR primers resulted in 44 candidate
markers (eFigures 1 to 3 in Supplement 1). These were supple-
mented with 10 previously described PCa-associated or ref-
erence genes, yielding a 54-gene candidate panel.

Model Development
Development Cohort
Prebiopsy urine has been prospectively collected at the Uni-
versity of Michigan Prostate Specialized Program of Research
Excellence under a National Cancer Institute (NCI) Early De-
tection Research Network (EDRN) protocol approved by the
University of Michigan Institutional Review Board since 2008.
First-catch urine was obtained following digital rectal exami-
nation and was mixed with RNA stabilization buffer and fro-
zen at −70 °C.20 The development cohort included patients

Key Points

Question Can a new 18-gene urinary test for high-grade prostate
cancer (ie, grade group [GG] 2 or greater) improve
prostate-specific antigen (PSA) screening outcomes relative to
existing biomarker tests?

Findings In this diagnostic study including 761 men in the
development cohort and 743 men in the validation cohort, novel
cancer-specific and high-grade cancer-specific genes were
identified from RNA sequencing data and optimally modeled in a
development cohort, yielding an 18-gene test for high-grade
prostate cancer. Applying a testing approach with 95% sensitivity
for high-grade prostate cancer to an external validation
population, use of the 18-gene test would have reduced the
number of unnecessary biopsies performed relative to current
guideline-endorsed tests.

Meaning The new 18-gene prostate cancer test may reduce more
burdensome additional testing (eg, imaging and biopsy) while
maintaining highly sensitive detection of high-grade cancer in
patients undergoing PSA screening.
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presenting for 12-core or greater prostate biopsy due to el-
evated PSA levels (3-10 ng/mL; to convert to micrograms per
liter, multiply by 1) from 2008 to 2020. In accordance with
guidelines,5 we excluded patients with PCa. Based on pro-
posed use of this test as a pre-mpMRI, prebiopsy test to rule
out the need for mpMRI or biopsy, we excluded men with a
history of prostate mpMRI and targeted biopsy.

Multiplex Quantitative PCR OpenArray Profiling
OpenArray technology (Thermo Fisher Scientific) is a high-
throughput real-time quantitative PCR (qPCR) method
for rapid screening of multiple TaqMan assays. RNA isola-
tion, extraction, and complementary DNA synthesis were
performed (eFigure 4 in Supplement 1).

Model Building and Calibration
We assessed the 54-gene candidate panel using multiple model-
building strategies (Figure 1). Clinical factors consistently asso-
ciated with PCa (age, race, digital rectal examination findings,
PSA level, family history of prostate cancer, and prior negative
biopsy)21 were locked into models a priori. Because prostate vol-
ume improves predictive value22,23 but is not available for all
patients, we developed a second model including volume for use
when volume is clinically available (ie, previous biopsy or
mpMRI). Test outputs were standardized to represent the per-
centage likelihood of detecting high-grade cancers (0% to 100%).
The optimal 18-gene model without prostate volume (MPS2) and
with prostate volume (MPS2+) were calibrated (eFigure 5 in
Supplement 1) to account for differences in outcome preva-
lence between cohorts,21,24,25 and the calibrated models were
locked for external validation. The MPS2 test is owned by
LynxDx, which has obtained an exclusive license for commer-
cialization from the University of Michigan.

Model Validation
External Validation Cohort
The validation cohort consisted of patients in the prospective NCI
EDRN PCA3 Evaluation Trial. This trial enrolled consecutive pa-
tients presenting for biopsy across 11 academic centers, primar-
ily due to elevated PSA levels or abnormal digital rectal exami-
nation findings (eTable 2 in Supplement 1).20 Patient race was
self-reported via a questionnaire; selectable options included
American Indian or Alaska Native, Asian, Black, Native Hawai-
ianorOtherPacificIslander,White,other,orunknownrace.Black
race was considered pertinent to this study based on the known
association of Black race with PCa incidence, outcomes, and mo-
lecular subtypes.26 Because such associations are not well es-
tablished for other racial groups and because racial groups other
than Black and White are frequently misclassified,27 racial groups
were categorized as Black or other race.

Specimens and Laboratory Analysis
Deidentified urine specimens were shipped to the University
of Michigan for OpenArray profiling. Laboratory procedures
were conducted per the identical protocol used in develop-
ment. We derived a multiplex 2-gene model (HOXC6 and DLX1)
and a multiplex 3-gene model (PCA3, ERG, and SPDEF). These
genes are measured in the commercially available SelectMDx

and ExoDx Prostate Intelliscore (EPI) tests, respectively. The
multiplex models considered herein were independently
derived based on gene expression measured using the
OpenArray qPCR platform and are not proposed to represent
the commercial products. Serum PSA, free PSA, and [−2]proPSA
were measured using the Access 2 Immunoassay System (Beck-
man Coulter) at the Johns Hopkins EDRN Laboratory.

Blinded Validation and Comparative Analysis
Expression data and model coefficients were available to 2
investigators (C.X. and Y. Zheng) at the NCI EDRN for pre-
defined validation. Locked model coefficients from develop-
ment were used to generate outputs of the derived multiplex
2-gene model, derived multiplex 3-gene model, MPS2, and
MPS2+. The original MPS was calculated using qPCR-based
PCA3 and TMPRSS2:ERG scores19; a subset of data were pre-
viously described.28 Prostate Health Index (PHI) was calcu-
lated using the formula ([−2]proPSA/free PSA) × �(PSA).

Comparative analysis included PSA, the Prostate Cancer Pre-
vention Trial risk calculator,21 PHI, the derived multiplex 2-gene
and 3-gene models, MPS,19 MPS2, and MPS2+. The primary out-
come was cancer of GG 2 or greater on biopsy; cancer of GG 3 or
greater was secondarily assessed. Diagnostic potential was visu-
alizedbyreceiveroperatingcharacteristic(ROC)curvesandquan-
tifiedbyareaundertheROCcurve(AUC)usingRpackagepROC.29

For the development cohort, mean AUC from repeated 10-fold
cross-validation was reported. For the validation cohort, 95% CIs
of AUCs were computed with 2000 stratified bootstrap.

We sought to illustrate test performance using a straightfor-
ward, clinically applicable approach. As described,30 consider-
ing prevalence of high-grade cancers in testing populations (17%
to31%),31-35 relativeharmsoffalse-negativeandfalse-positivetest-
ing results,36 and the proposed role of biomarkers for rule-out
testing,37,38 we assessed thresholds providing 95% sensitivity for
high-grade cancer. Performance measures were calculated using
the confusionMatrix function of R package caret. Given disparate
risk profiles of initial and repeat biopsy populations,39-41 analy-
ses were carried out in each subpopulation.

Decision curve analysis (DCA) was used to quantify net
benefit of each biomarker on the decision to undergo biopsy
compared with (1) biopsying all patients and (2) biopsying no
patients.42 Considering a more than 20% risk of high-grade can-
cer justifies performing biopsy and a less than 5% risk justi-
fies foregoing biopsy in most patients,43 we assessed thresh-
old probabilities spanning this clinically relevant range. DCA
was performed using dca in the R package dcurves.

Statistical Analysis
Statistical analyses were performed using R version 4.1.1 (The R
Foundation). Two-tailed tests were used for all comparisons, and
P values less than .05 were considered statistically significant.

Results
Model Development
Among 815 participants in the development cohort, qPCR
yielded valid results in 761 (93.4%) (eFigure 4 in Supple-
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ment 1). The median (IQR) age was 63 (58-68) years, and the
median (IQR) PSA level was 5.6 (4.6-7.2) ng/mL (Table 1). On
study biopsy, 293 men (38.5%) had cancer of GG 2 or greater.
The contribution of candidate genes to model predictions was
quantified across elastic net models (Figure 1; eTable 3 in
Supplement 1). The final MPS2 model included clinical vari-
ables and the 17 most informative markers, including 13 from
the discovery analysis (4 high-grade cancer–specific genes
[APOC1, B3GNT6, NKAIN1, and SCHLAP1] and 9 cancer-
specific genes [PCGEM1, SPON2, TRGV9, PCA3, OR51E2,
CAMKK2, TFF3, PCAT14, and TMSB15A]), 4 curated markers
(HOXC6, ERG, TMPRSS2:ERG, and KLK4), plus the reference
gene KLK3 (eTable in Supplement 3). Model coefficients were
determined in the overall cohort (eTable 4 in Supplement 1).
Calibration and internal cross-validation were performed (eFig-
ures 5 and 6 in Supplement 1), and the MPS2 models were
locked for external validation.

External Validation and Comparative Analysis
Overall Study Population
Of 813 patients in the validation cohort (eFigure 7 in Supple-
ment 1), qPCR was successful in 743 (91.4%). The median (IQR)
age was 62 (57-68) years, and the median (IQR) PSA level was
5.6 (4.1-8.0) ng/mL. A total of 95 men (12.8%) were Black and
648 (87.2%) were another race, and 247 men (33.2%) had a pre-
vious negative biopsy (Table 1). On study biopsy, 151 men (20.3%)
had high-grade PCa. Median (IQR) MPS2 values were signifi-
cantly higher in men with cancer of GG 2 or greater (0.44 [0.23-
0.69]) than in men with negative biopsies (0.08 [0.03-0.19]; P <
.001) and in men with cancer of GG 1 (0.20 [0.08-0.43]; P < .001)
(Table 1; eFigure 8 in Supplement 1). Similarly, median (IQR)
MPS2+ values were significantly higher in men with PCa of GG
2 or greater (0.54 [0.27-0.79]) relative to those with negative
biopsies (0.08 [0.03-0.21]; P < .001) or those with cancer of GG
1 (0.25 [0.09-0.48]; P < .001). The AUC values for high-grade
cancer were 0.60 (95% CI, 54.7-64.6) for PSA alone, 0.66 (95%
CI, 61.1-70.7) for the Prostate Cancer Prevention Trial risk cal-
culator, 0.77 (95% CI, 73.0-81.3) for PHI, 0.76 (95% CI, 71.9-80.3)
for the derived multiplex 2-gene model, 0.72 (95% CI, 67.0-76.1)
for the derived multiplex 3-gene model, and 0.74 (95% CI, 69.4-
78.0) for MPS compared with 0.81 (95% CI, 76.9-84.6) for
MPS2 and 0.82 (95% CI, 78.1-85.5) for MPS2+ (eFigure 9 in
Supplement 1). The observed prevalence of high-grade cancer
closely approximated MPS2 and MPS2+ predicted probabilities
(Figure 2), reflecting good calibration. Critically, the models were
particularly well-calibrated for predicted probabilities less than
30%, which are most clinically pertinent.

We assessed clinical consequences of prebiopsy biomarker
testing. At a 95% sensitivity testing threshold, the proportions
ofunnecessarybiopsiesthatwouldhavebeenavoidedusingeach
test were 11% for PSA alone, 20% for the Prostate Cancer Pre-
vention Trial risk calculator, 26% for PHI, 27% for the derived
multiplex 2-gene model, 17% for the derived multiplex 3-gene
model, and 23% for MPS compared with 37% for MPS2 and 41%
for MPS2+. Full performance measures and the estimated num-
bers of unnecessary biopsies avoided per 1000 patients are listed
in Table 2. Critically, MPS2 and MPS2+ each provided 99% sen-
sitivity and 99% NPV for cancer of GG 3 or greater.

Initial Biopsy Subpopulation
The initial biopsy population included 496 patients with a
median (IQR) PSA level of 5.0 (3.8-6.6) ng/mL (eTable 5 in
Supplement 1). On study biopsy, 133 (26.8%) had high-grade
cancer. Using a 95% sensitivity threshold, the proportions of
unnecessary biopsies avoided were 15% for PSA alone, 27% for
the Prostate Cancer Prevention Trial risk calculator, 30% for
PHI, 30% for the derived multiplex 2-gene model, 17% for the
derived multiplex 3-gene model, and 27% for MPS compared
with 35% for MPS2 (Table 2; eTable 6 in Supplement 1). Al-
though patients undergoing initial biopsy often may not have
prostate volume available, use of MPS2+ would have avoided
42% of unnecessary biopsies. Performance of MPS2 models
with and without clinical factors are provided by subpopula-
tion in eTables 7 and 8 in Supplement 1. An alternative initial
biopsy model was developed in the initial biopsy population
of the development cohort and similarly validated (eTables 9
and 10 and eFigure 10 in Supplement 1).

Repeat Biopsy Subpopulation
The repeat biopsy population included 247 men with median
(IQR) PSA level of 7.2 (5.5-9.8) ng/mL, of which 18 (7.3%) were
found to have high-grade cancer (eTable 5 in Supplement 1).
At 95% sensitivity, the proportions of unnecessary biopsies that
would have been avoided were 15% for PSA alone, 8.7% for PHI,
14% for the derived multiplex 2-gene model, 16% for the de-
rived multiplex 3-gene model, 15% for MPS, 46% for MPS2, and
51% for MPS2+ (Table 2). Accordingly, MPS2 testing would have
avoided approximately one-half of unnecessary biopsies while
maintaining detection of 94.4% of high-grade cancers.

DCA
DCA was used to evaluate the net benefit of biomarker test-
ing relative to performing biopsy in all patients and perform-
ing no biopsies. Across the clinically pertinent threshold prob-
abilities spanning 5% to 20%, use of the MPS2 models would
have provided the highest net clinical benefit across all tests
(Figure 3A). Expressing benefit as net reduction in unneces-
sary biopsies, use of the MPS2 models would have provided
the greatest net reduction in unnecessary biopsies without
failing to biopsy a single patient with high-grade cancer
(Figure 3B).

Discussion
Acknowledging the indolent nature of low-grade PCa, con-
temporary guidelines emphasize a narrowed diagnostic
focus on high-grade cancers.5,6,44 Existing biomarkers ex-
pressed by all PCa—including low-grade, indolent tumors—
therefore offer limited potential to selectively detect high-
grade disease. Translating sequencing-based discovery to an
expandable qPCR platform, we developed and validated a new
urinary test incorporating 17 markers of cancer, and—for the
first time, to our knowledge—novel markers uniquely overex-
pressed by high-grade cancers relative to low-grade cancers.
On validation, MPS2 testing with 95% sensitivity for high-
grade cancer had 95% to 99% NPV and 35% to 51% specificity

Research Original Investigation Development and Validation of an 18-Gene Urine Test for High-Grade Prostate Cancer

730 JAMA Oncology June 2024 Volume 10, Number 6 (Reprinted) jamaoncology.com

Downloaded from jamanetwork.com by guest on 09/05/2025

https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
https://jamanetwork.com/journals/jama/fullarticle/10.1001/jamaoncol.2024.0455?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455
http://www.jamaoncology.com?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455


Ta
bl

e
1.

Ch
ar

ac
te

ris
tic

so
ft

he
D

ev
el

op
m

en
ta

nd
Va

lid
at

io
n

Po
pu

la
tio

ns
O

ve
ra

ll
an

d
St

ra
tif

ie
d

by
Pa

th
ol

og
ic

Fi
nd

in
gs

on
Pr

os
ta

te
Bi

op
sy

Ch
ar

ac
te

ris
tic

M
ed

ia
n

(I
Q

R)

De
ve

lo
pm

en
tc

oh
or

t
Ex

te
rn

al
va

lid
at

io
n

co
ho

rt

To
ta

l(
n

=
76

1)
N

eg
at

iv
e

(n
=

36
2)

GG
1

(n
=

10
6)

N
eg

at
iv

e
or

GG
1

(n
=

46
8)

GG
≥2

(n
=

29
3)

To
ta

l(
n

=
74

3)
N

eg
at

iv
e

(n
=

45
2)

GG
1

(n
=

14
0)

N
eg

at
iv

e
or

GG
1

(n
=

59
2)

GG
≥2

(n
=

15
1)

Ag
e,

y
63

(5
8-

68
)

62
(5

7-
67

)
64

(5
7-

68
)

63
(5

7-
68

)
64

(5
8-

69
)

62
(5

7-
68

)
62

(5
7-

67
)

63
(5

7-
67

)
62

(5
7-

68
)

64
(5

9-
70

)

Ra
ce

,N
o.

(%
)a

Bl
ac

k
33

(4
)

12
(3

)
4

(4
)

16
(3

)
17

(6
)

95
(1

3)
51

(1
1)

19
(1

4)
70

(1
2)

25
(1

7)

O
th

er
ra

ce
72

8
(9

6)
35

0
(9

7)
10

2
(9

6)
45

2
(9

7)
27

6
(9

4)
64

8
(8

7)
40

1
(8

9)
12

1
(8

6)
52

2
(8

8)
12

6
(8

3)

Po
si

tiv
e

fa
m

ily
hi

st
or

y,
N

o.
(%

)
20

6
(2

7)
88

(2
4)

28
(2

6)
11

6
(2

5)
90

(3
1)

21
2

(2
9)

11
8

(2
6)

46
(3

3)
16

4
(2

8)
48

(3
2)

Pr
ev

io
us

ne
ga

tiv
e

bi
op

sy
,N

o.
(%

)
16

3
(2

1)
10

5
(2

9)
22

(2
1)

12
7

(2
7)

36
(1

2)
24

7
(3

3)
19

6
(4

3)
33

(2
4)

22
9

(3
9)

18
(1

2)

Ab
no

rm
al

DR
E,

N
o.

(%
)

10
4

(1
4)

34
(9

)
4

(4
)

38
(8

)
66

(2
3)

13
9

(1
9)

72
(1

6)
16

(1
1)

88
(1

5)
51

(3
4)

Pr
os

ta
te

vo
lu

m
e,

m
Lb

48
(3

6-
66

)
56

(4
2-

76
)

47
(3

7-
61

)
53

(4
0-

72
)

41
(3

0-
54

)
43

(3
2-

60
)

48
(3

5-
69

)
40

(2
9-

52
)

46
(3

4-
65

)
36

(2
8-

47
)

PS
A,

ng
/m

L
5.

6
(4

.6
-7

.2
)

5.
6

(4
.6

-6
.8

)
5.

55
(4

.6
-7

.0
)

5.
6

(4
.6

-6
.9

)
5.

6
(4

.7
-7

.5
)

5.
6

(4
.1

-8
.0

)
5.

5
(4

.0
-8

.0
)

5.
3

(4
.3

-7
.0

)
5.

4
(4

.0
-7

.7
)

6.
2

(4
.7

-8
.9

)

PS
A

de
ns

ity
,n

g/
m

L2
c

0.
12

(0
.0

8-
0.

16
)

0.
10

(0
.0

7-
0.

14
)

0.
12

(0
.0

9-
0.

16
)

0.
10

(0
.0

7-
0.

14
)

0.
15

(0
.1

0-
0.

20
)

0.
12

(0
.0

8-
0.

19
)

0.
11

(0
.0

7-
0.

17
)

0.
12

(0
.0

9-
0.

18
)

0.
11

(0
.0

8-
0.

17
)

0.
17

(0
.1

2-
0.

31
)

PH
I

N
A

N
A

N
A

N
A

N
A

40
.5

(3
0.

0-
55

.0
)

36
.5

(2
7.

7-
47

.6
)

40
.8

(3
2.

2-
50

.7
)

37
.4

(2
8.

4-
49

.5
)

57
.5

(4
4.

9-
86

.8
)

De
riv

ed
m

ul
tip

le
x

2-
ge

ne
m

od
el

N
A

N
A

N
A

N
A

N
A

0.
46

(0
.3

3-
0.

67
)

0.
40

(0
.2

8-
0.

59
)

0.
45

(0
.3

6-
0.

64
)

0.
42

(0
.3

1-
0.

60
)

0.
70

(0
.4

9-
0.

90
)

De
riv

ed
m

ul
tip

le
x

3-
ge

ne
m

od
el

N
A

N
A

N
A

N
A

N
A

0.
45

(0
.3

1-
0.

60
)

0.
38

(0
.2

8-
0.

51
)

0.
53

(0
.3

9-
0.

66
)

0.
41

(0
.2

9-
0.

55
)

0.
59

(0
.4

6-
0.

70
)

M
PS

37
(2

0-
58

)
26

(1
4-

42
)

42
(2

4-
63

)
29

(1
6-

48
)

51
(3

3-
72

)
35

(1
7-

56
)

26
(1

2-
44

)
42

(2
6-

65
)

30
(1

5-
49

)
55

(3
7-

72
)

M
PS

2d
0.

16
(0

.0
5-

0.
39

)
0.

07
(0

.0
3-

0.
16

)
0.

15
(0

.0
6-

0.
30

)
0.

07
(0

.0
3-

0.
19

)
0.

40
(0

.2
0-

0.
61

)
0.

13
(0

.0
5-

0.
37

)
0.

08
(0

.0
3-

0.
19

)
0.

20
(0

.0
8-

0.
43

)
0.

10
(0

.0
4-

0.
24

)
0.

44
(0

.2
3-

0.
69

)

M
PS

2+
d

0.
14

(0
.0

5-
0.

42
)

0.
06

(0
.0

2-
0.

14
)

0.
14

(0
.0

6-
0.

32
)

0.
07

(0
.0

3-
0.

17
)

0.
44

(0
.2

2-
0.

68
)

0.
15

(0
.0

5-
0.

43
)

0.
08

(0
.0

3-
0.

21
)

0.
25

(0
.0

9-
0.

48
)

0.
11

(0
.0

4-
0.

30
)

0.
54

(0
.2

7-
0.

79
)

Ab
br

ev
ia

tio
ns

:D
RE

,d
ig

ita
lr

ec
ta

le
xa

m
in

at
io

n;
GG

,g
ra

de
gr

ou
p;

M
PS

,M
yP

ro
st

at
eS

co
re

;M
PS

2,
M

yP
ro

st
at

eS
co

re
2.

0
;M

PS
2+

,M
yP

ro
st

at
eS

co
re

2.
0

pl
us

pr
os

ta
te

vo
lu

m
e;

N
A,

no
ta

pp
lic

ab
le

;P
H

I,
Pr

os
ta

te
H

ea
lth

In
de

x;
PS

A,
pr

os
ta

te
-s

pe
ci

fic
an

tig
en

.

SI
co

nv
er

sio
n

fa
ct

or
:T

o
co

nv
er

tP
SA

to
μg

/L
,m

ul
tip

ly
by

1.
a

Ra
ce

w
as

se
lf-

re
po

rt
ed

by
pa

rt
ic

ip
an

ts
vi

a
a

qu
es

tio
nn

ai
re

.B
la

ck
ra

ce
w

as
pe

rt
in

en
tt

o
th

e
cu

rr
en

ts
tu

dy
du

e
to

th
e

w
el

l-e
st

ab
lis

he
d

as
so

ci
at

io
n

of
ra

ce
w

ith
pr

os
ta

te
ca

nc
er

in
ci

de
nc

e,
ou

tc
om

es
,a

nd
tu

m
or

m
ol

ec
ul

ar
su

bt
yp

es
.26

Th
e

ot
he

rr
ac

e
ca

te
go

ry
in

cl
ud

es
Am

er
ic

an
In

di
an

or
Al

as
ka

N
at

iv
e,

As
ia

n,
N

at
iv

e
H

aw
ai

ia
n

or
O

th
er

Pa
ci

fic
Is

la
nd

er
,W

hi
te

,o
th

er
,a

nd
un

kn
ow

n
ra

ce
.

b
M

ea
su

re
d

by
tr

an
sr

ec
ta

lu
ltr

as
ou

nd
.

c
PS

A
de

ns
ity

eq
ua

ls
se

ru
m

PS
A

di
vi

de
d

by
pr

os
ta

te
vo

lu
m

e.
d

M
PS

2
an

d
M

PS
2+

va
lu

es
ar

e
re

po
rt

ed
on

a
co

nt
in

uo
us

sc
al

e
as

th
e

lik
el

ih
oo

d
of

ca
nc

er
of

GG
2

or
gr

ea
te

r
de

te
ct

io
n

on
bi

op
sy

.

Development and Validation of an 18-Gene Urine Test for High-Grade Prostate Cancer Original Investigation Research

jamaoncology.com (Reprinted) JAMA Oncology June 2024 Volume 10, Number 6 731

Downloaded from jamanetwork.com by guest on 09/05/2025

http://www.jamaoncology.com?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamaoncol.2024.0455


across subgroups. For individual patients, NPVs approaching
100% provide clear guidance for confident decision-making.
For clinicians, uniform use of MPS2 could avoid unnecessary
biopsies while preserving immediate detection of 95% of can-
cers of GG 2 or greater diagnosed using the biopsy all ap-
proach. Critically, MPS2 had 99% sensitivity and 99% NPV for
cancers of GG 3 or greater, meaning the rare false-negative
MPS2 results were almost uniformly more favorable cancers
of GG 2 least likely to metastasize.

The 2023 NCCN guidelines for PCa early detection
propose consideration of prebiopsy risk stratification with
validated biomarker tests, including PHI, SelectMDx, 4Kscore,
EPI, MPS, and IsoPSA.5 These tests have consistently outper-
formed PSA alone, with aggregate data approximating 90% to
95% sensitivity and 30% to 40% specificity for high-grade
cancer.13,28,32 However, heterogeneity of published data and
a lack of head-to-head comparisons have precluded recom-
mendations of any particular testing approach.45 Using an NCI
cohort clinically indicated for biomarker testing, we directly
compared the new 18-gene test for high-grade PCa with exist-
ing guideline-endorsed tests. Broadly, AUC values for MPS2
models were associated with meaningful improvement com-
pared with currently available options. Using a testing ap-
proach with 95% sensitivity for high-grade cancer, MPS2 would
have meaningfully reduced unnecessary biopsies performed
relative to other tests. These data support use of MPS2 to miti-
gate the potential harms of screening while preserving its long-
term benefits.

Patients with a prior negative biopsy pose a unique
challenge.40 Because most patients undergo initial biopsy due
to PSA elevation, the value of repeated PSA testing is particu-
larly limited in this population.46 In one prior study, among
229 patients undergoing repeat biopsies, the EPI test pro-
vided 82% sensitivity and 27% specificity for high-grade
cancer.47 Among 268 patients undergoing repeat biopsies, MPS
provided 100% sensitivity and 23% specificity.48 In the cur-

rent analysis including 247 patients, at 94.4% sensitivity,
MPS2+ provided 51% specificity, compared with 8.7% with PHI,
14% with the derived multiplex 2-gene model, 16% with the
derived multiplex 3-gene model, and 15% with MPS. While
striking, these findings are plausible, as most current assays
include PSA and PSA isoforms, underscoring a continued de-
pendence on PSA. Second, existing assays measure 3 or fewer
non-PSA markers. Given the multiple pathways driving le-
thal PCa,14,15 it is difficult to conceive that most aggressive
cancers would overexpress one of so few markers early in the
disease course. By capturing 17 cancer-associated, PSA-
independent markers, MPS2 provides roughly 5-fold the
breadth of previous tests and offers promise of a new genera-
tion of biomarkers not reliant on PSA.

The ideal diagnostic test has been described as safe, ac-
curate, available, and actionable and providing a favorable
benefit-to-harm ratio.49,50 While PSA alone offers favorable
practical attributes, its lack of cancer specificity has driven
the need for a complementary test to improve screening
outcomes.4 While prebiopsy mpMRI improves detection of
high-grade cancer in men with positive findings on mpMRI,7,51

data describing the use of negative mpMRI findings to rule out
significant cancer merit concern. Findings from a statewide col-
laborative revealed an NPV of only 77% across diverse settings.8

Even at experienced centers, subjective MRI interpretation
yields significant variability, with NPVs as low as 63% at one
center and 40% among individual radiologists.9,10 Moreover,
MRI bears an extensive time and resource burden, is not widely
available in community settings, and is not an option for some
patients, posing critical barriers to widespread use.11,12 While
a valuable component of the diagnostic armamentarium, prac-
tical limitations and suboptimal rule-out performance sug-
gest MRI may be best used later in the diagnostic pathway, eg,
to improve the yield of biopsy in men most likely to benefit
from invasive testing.

The accuracy of MPS2 offers potential for straightforward
application at the primary care level (ie, negative test rules out
high-grade disease; positive test prompts specialist referral). For
specialists, providing patients with early noninvasive molecu-
lar tumor data52-55 could enable more informed, individualized
cancer care. For example, in patients indicated for biopsy, the
relationship of tumor subtypes with MRI visibility could help
identify patients likely to benefit from prebiopsy mpMRI and
those better served by immediate biopsy.56 In men with PCa of
GG 1, high-grade markers could signal the presence of occult ag-
gressive tumors, while their absence could obviate the need for
scheduled surveillance biopsies.57 Finally, while biopsy and tis-
sue-based assays rely on the specific tumor foci sampled,58,59

urine provides a comprehensive assessment of prostatic gene ex-
pression—an ideal complement to mitigate the sampling limi-
tations of biopsy.

Limitations
The current study has limitations. For one, there was limited
racial diversity in the study population. Thus, it is unclear
how our findings could differ in Black men, and we are cur-
rently pursuing analyses to ensure optimal testing for all
patients. Second, the reference standard was systematic

Figure 2. Calibration Curves for High-Grade Prostate Cancer
for MyProstateScore 2.0 (MPS2) and MPS2 Plus Prostate Volume
(MPS2+) in the External Validation Cohort
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biopsy, which is subject to undersampling that could increase
NPV and decrease positive predictive value relative to surgi-
cal pathology.60-62 Nonetheless, sampling misclassification
would be expected to impact all tests equally, and we uniquely
performed head-to-head comparison of MPS2 with existing
biomarker tests. Furthermore, we repeated model develop-
ment in patients with more definitive pathologic data (eg,
radical prostatectomy), and prostatectomy-derived MPS2
models did not differ substantially (eTable 11 in Supple-
ment 1). Notably, the current analysis used the Prostate Can-
cer Prevention Trial risk calculator due to its extensive vali-
dation and recognition by clinicians63; other risk calculators
could have performed differently.64

We acknowledge the limitations of deriving molecular mod-
els developed on other platforms. Although the derived multi-
plex models capture the components of other commercially
available tests, these models should not be interpreted as equiva-

lent to the commercial assays, just as no conclusions can be
drawn regarding biomarkers not assessed. Still, external com-
parison of a newly validated test with guideline-endorsed tests
has not previously been performed, to our knowledge, and the
18-gene test would have yielded clinically meaningful improve-
ment in accuracy for high-grade PCa relative to current testing
options. While encouraging, these findings do not rule out dis-
parate findings in additional cohorts. Moreover, the 95% sensi-
tivity threshold is a single data point that, while illustrative and
clinically applicable, may not be ideal for all populations; deci-
sion curves presented herein provide a greater breadth of infor-
mation regarding utility. Finally, this study population was not
suitable for comparing biomarkers with mpMRI, which re-
mains a critical knowledge gap. We are currently conducting a
prospective multicenter trial for this assessment.65 Regardless,
the externally validated performance of MPS2 supports its ef-
fectiveness in accurately ruling out the need for mpMRI and

Table 2. Performance of Prostate-Specific Antigen (PSA) Alone, Prostate Cancer Prevention Trial Risk
Calculator, Prostate Health Index (PHI), Derived Multiplex 2-Gene and 3-Gene Models,
MyProstateScore (MPS), MPS2, and MPS2 Plus Prostate Volume (MPS2+) in the Validation Cohort

Model

%
Estimated
unnecessary
biopsies avoided per
1000 patientsSensitivity Specificity NPV PPV

Overall (n = 743)

PSA 95 11 90 21 108

Prostate Cancer Prevention
Trial risk calculator

95 20 94 23 198

PHI 95 26 96 25 258

Derived multiplex 2-gene
model

95 27 96 25 270

Derived multiplex 3-gene
model

95 17 94 23 171

MPS 95 23 94 24 230

MPS2 95 37 97 28 370

MPS2+ 95 41 97 29 405

Initial biopsy (n = 496)

PSA 95 15 89 29 152

Prostate Cancer Prevention
Trial risk calculator

95 27 94 32 267

PHI 95 30 95 33 295

Derived multiplex 2-gene
model

95 30 95 33 303

Derived multiplex 3-gene
model

95 17 91 30 168

MPS 95 27 93 32 270

MPS2 95 35 95 35 347

MPS2+ 95 42 96 37 419

Repeat biopsy (n = 247)

PSA 94.4 15 97 8.0 148

Prostate Cancer Prevention
Trial risk calculator

94.4 21 98 8.6 210

PHI 94.4 8.7 95 7.5 87

Derived multiplex 2-gene
model

94.4 14 97 8.0 144

Derived multiplex 3-gene
model

94.4 16 97 8.1 162

MPS 94.4 15 97 8.0 148

MPS2 94.4 46 99 12 462

MPS2+ 94.4 51 99 13 511

Abbreviations: NPV, negative
predictive value; PPV, positive
predictive value.
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biopsy altogether. Additional studies are needed to corrobo-
rate these data and confirm the observed positive impact of MPS2
testing on longer-term outcomes.

Conclusions
In this study, within an external validation population
referred for prostate biopsy, an 18-gene urinary test had

higher diagnostic accuracy for high-grade PCa beyond cur-
rently available testing options. Clinically, use of this test
would have safely avoided unnecessary additional testing
with imaging or biopsy in 35% to 51% of patients while main-
taining high sensitivity for high-grade cancers that stand to
benefit from early detection. These findings suggest that use
of the test in patients with elevated PSA levels can reduce the
potential harms of prostate cancer screening while preserv-
ing its long-term benefits.
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A, Decision curve analysis plots for net clinical benefit of prebiopsy testing with
prostate-specific antigen (PSA) alone, the Prostate Cancer Prevention Trial risk
calculator, Prostate Health Index (PHI), derived multiplex 2-gene model, derived
multiplex 3-gene model, MyProstateScore (MPS), MPS2, and MPS2+ compared
with baseline approaches of biopsy all or biopsy none. The threshold probability
(x-axis) reflects how the patient and clinician value potential clinical outcomes.
For example, a threshold probability of 5% applies to patients that would
choose to pursue biopsy if their risk of high-grade cancer is 5% or higher. For
high-grade prostate cancer, a 5% threshold probability represents a risk-averse
population, such as younger men with a long life expectancy. At a practice level,
this implies that the clinician would be willing to perform as many as 20 biopsies
to detect an additional high-grade cancer. At the other end of the spectrum, a
threshold probability of 20% applies to patients that would choose to pursue
biopsy only if their risk of high-grade cancer was 20% or greater. Such a
population strongly values avoiding biopsy and is willing to accept a higher risk

of delayed detection of high-grade cancer. The unit of net benefit (y-axis) is true
positives. A net benefit of 0.15 is equivalent to an approach in which 15 patients
per 100 are directed to biopsy based on use of the test, and all 15 patients are
found to have high-grade cancer. As illustrated in the figure, the MPS2 and
MPS2+ models provided the highest net benefit across the range of clinically
pertinent threshold probabilities (5% to 20%). B, Decision curve analysis plots
illustrating the net reduction in biopsies performed per 100 patients without
missing a single diagnosis of cancer of grade group 2 or greater based on
prebiopsy testing with PSA alone, the Prostate Cancer Prevention Trial risk
calculator, PHI, the derived multiplex 2-gene model, the derived multiplex
3-gene model, MPS, MPS2, and MPS2+ compared with a baseline approach of
biopsying all patients. The MPS2 and MPS2+ models provided the largest net
reduction in biopsies performed across clinically pertinent threshold
probabilities.
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