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The iC-GPC Assay (iCubate, Huntsville, AL) is a qualitative multiplex test
for the detection of ﬁve of the most common Gram-positive bacteria (Staphylococcus
aureus, Staphylococcus epidermidis, Streptococcus pneumoniae, Enterococcus faecalis,
and Enterococcus faecium) responsible for bacterial bloodstream infections, performed directly from positive blood cultures. The assay also detects the presence of
the mecA, vanA, and vanB resistance determinants. This study comparatively evaluated the performance of the iC-GPC Assay against the Verigene Gram-positive blood
culture (BC-GP) assay (Luminex Corp., Austin, TX) for 1,134 patient blood culture
specimens positive for Gram-positive cocci. The iC-GPC Assay had an overall percent
agreement with the BC-GP assay of 95.5%. Discordant specimens were further analyzed by PCR and a bidirectional sequencing method. The results indicate that the
iC-GPC Assay together with the iCubate system is an accurate and reliable tool for
the detection of the ﬁve most common Gram-positive bacteria and their resistance
markers responsible for bloodstream infections.

ABSTRACT

KEYWORDS blood culture, Gram-positive cocci, iCubate, resistance genes

B

acterial sepsis and its associated complications are a major cause of morbidity and
the 10th leading cause of mortality in the United States (1). Early diagnosis and the
institution of appropriate antimicrobial therapy are vital for favorable patient outcomes.
Unfortunately, traditional culture and antimicrobial susceptibility test methods are
time-dependent processes that often require 2 to 4 days before ﬁnal test results are
available.
Within recent years, a variety of methods have been developed for the rapid
identiﬁcation of bacterial pathogens in positive blood culture broths. These methods
include peptide nucleic acid ﬂuorescence in situ hybridization (PNA-FISH), matrixassisted laser desorption ionization–time of ﬂight mass spectrometry (MALDI-TOF MS),
real-time PCR (RT-PCR) assays, and microarray-based tests (2–11). The availability of
these methods to reliably identify a speciﬁc bacterial agent as the cause of bloodstream
infection (BSI) within one to several hours of culture positivity has resulted in signiﬁcant
reductions in the time to appropriate antimicrobial therapy, length of hospital stays,
mortality rates, and cost of care (7, 8, 12–14). An additional beneﬁt from the use of
some of these assays is that they concomitantly detect the presence of important
resistance gene markers for methicillin resistance (mecA), vancomycin resistance (vanA
or vanB), extended-spectrum beta-lactamases, and carbapenemases (12, 13, 15–17).
The iC-GPC Assay (iCubate, Huntsville, AL) is a molecular target ampliﬁcation assay
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capable of detecting and identifying Staphylococcus aureus, Staphylococcus epidermidis,
Streptococcus pneumoniae, Enterococcus faecalis, and Enterococcus faecium, as well as
three gene resistance determinants, mecA, vanA, and vanB, directly from positive blood
cultures. The purpose of this study was to perform a multisite comparative evaluation
of the iC-GPC Assay with the Verigene Gram-positive blood culture (BC-GP) assay
(Luminex Corp., Austin, TX) as the reference standard. Discordant results were arbitrated by an alternative PCR method and bidirectional sequencing.
MATERIALS AND METHODS

September 2018 Volume 56 Issue 9 e00485-18

Downloaded from http://jcm.asm.org/ on June 18, 2019 by guest

Clinical specimen collection. Four clinical laboratories participated in this study, representing
different geographic areas in the United States (Laboratory Alliance of Central New York, Syracuse, NY;
Medical College of Wisconsin, Milwaukee, WI; TriCore Reference Laboratories, Albuquerque, NM; and
Tampa General Hospital, Tampa, FL). Clinical specimens were collected and tested from January 2015
until October 2016. Three different automated blood culture systems were evaluated (BacT/Alert,
bioMérieux, Durham, NC; Bactec, Becton-Dickinson, Cockeysville, MD; and VersaTREK, Thermo Fisher,
Waltham, MA). iC-GPC and BC-GP testing was performed from blood culture bottles types that included
BD Bactec Standard Aerobic/Anaerobic, VersaTREK Redox 1/2, BacT/Alert SA Standard Aerobic, and
BacT/Alert FA FAN aerobic bottles.
A total of 1,134 blood cultures conﬁrmed to contain Gram-positive cocci by Gram stain were initially
enrolled in this study. A total of 53 specimens were excluded from the study due to repeat iC-GPC Assay
error (18), repeat Verigene BC-GP error (5), a mixed Gram stain result (19), or incomplete specimen data
(6). Of the 1,081 remaining blood cultures evaluated in this study, 879 cultures were fresh prospective
positive blood cultures tested within 8 h of culture positivity, 34 were frozen prospective positive blood
cultures, and 168 were frozen simulated blood cultures representing low-prevalence bacteria possessing
uncommon resistance markers. Specimens were stable for up to 8 h after initial bottle positivity, and
bottles were stored on the blood culture bottle system, at room temperature, or refrigerated. After 8 h,
aliquots were frozen for future repeat testing or discrepant analysis. Verigene BC-GP testing was
performed at two clinical sites. Sites that performed internal Verigene testing tested positive blood
culture specimens on the BC-GP assay within 8 h of bottle positivity. Sites that did not perform internal
Verigene testing prepared frozen aliquots of the positive blood cultures and shipped the specimens on
dry ice to an external site for testing. All patient specimens were deidentiﬁed prior to enrollment and
tested in accordance with protocols approved by the Pearl institutional review board (IRB).
An initial invalid iC-GPC Assay result was observed for 83/1,098 (7.6%) of the specimens tested.
The most common reasons for an invalid test result were a positive-controls check failure (failure of
the internal process control to complete all stages of processing) or an array registration error
(failure of the iC-System to properly orient the microarray). Possible reasons for positive-control
check failures include mechanical failures, high levels of PCR inhibitors in the specimen, or other
ﬂuid transfer errors within the cassette. Upon repeat testing, 66 specimens produced a valid result,
decreasing the iC-GPC failure rate to 1.6% (17/1,098). Specimens with reproducible invalid results
were withdrawn from the study.
A total of 302 specimens were negative for iC-GPC Assay target organisms. Of these, 141 specimens
(47%) were identiﬁed as a Staphylococcus species, 102 specimens (34%) were identiﬁed as a Streptococcus
species, 2 specimens were identiﬁed as a mixed culture (⬍0.01%), and 57 specimens (19%) could not be
identiﬁed by the reference assay.
iC-GPC Assay testing. The iCubate system consists of an automated processor (iC-Processor), reader
(iC-Reader), and a single-use closed-system test cassette that contains all reagents necessary for cell lysis,
nucleic acid extraction, target ampliﬁcation, and amplicon hybridization to an array of immobilized
capture probes. Each immobilized capture probe has a unique nucleic acid sequence designed to
hybridize to the target. A second ﬂuorescent-labeled gene-speciﬁc detection probe contained within the
closed cassette was used to detect the target after capture.
Brieﬂy, the iC-GPC Assay was performed by transferring an aliquot of the blood culture containing
Gram-positive cocci, as conﬁrmed by Gram stain into the test cassette. Based on the different compositions of the blood culture bottle medium types evaluated, 10 l of specimen was loaded for Bactec and
VersaTREK medium types, and 3 l of specimen was loaded for BacT/Alert medium types. After sample
loading, the iC-GPC Cassette was placed in the iC-Processor. Following the completion of the extraction,
ampliﬁcation, and hybridization reactions, the cassette was ejected by the iC-Processor and manually
transferred to the iC-Reader to detect the hybridized captured targets. The entire iC-GPC Assay was
completed in approximately 4.5 h. The Verigene BC-GP assay was performed in accordance with the
manufacturer’s instructions.
Preparation of simulated specimens. Simulated specimens were prepared for low-prevalence
bacteria possessing uncommon resistance markers, including S. pneumoniae and vanA or vanB negative
and positive E. faecalis and E. faecium specimens. A combination of purchased strains (American Type
Culture Collection [ATCC], National Collection of Type Cultures [NCTC], and Zeptometrix Corporation)
and clinical strains (Washington University in St. Louis) were evaluated. Vancomycin-resistant E. faecalis
and E. faecium strains were conﬁrmed as having vanA or vanB resistance determinants by PCR and
bidirectional sequencing. A total of 30 unique strains were used to prepare 168 contrived specimens.
Fresh subcultures grown on tryptic soy agar (TSA)–5% sheep blood agar were prepared at 0.5 McFarland
concentrations using a Sensititre nephelometer and diluted to 5 to 30 CFU/ml in saline. These samples
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TABLE 1 Comparative performance of iC-GPC Assay with Verigene method and resolution of discordant test results following
PCR/sequencing arbitration testing

Assay target (n ⴝ 1,081)
Bacterial identiﬁcation
S. aureus

S. epidermidis

E. faecalis

E. faecium

Resistance determinant
mecA

vanA

vanB

Sample type

Positive

Negative

FN

FP

TN

TP

Overall
Prospective
Simulated
Overall
Prospective
Simulated
Overall
Prospective
Simulated
Overall
Prospective
Simulated
Overall
Prospective
Simulated

97.0, 258/266 (94.2–98.5)
97.0, 258/266 (94.2–98.5)
NA, 0/0 (NA)
98.3, 231/235 (95.7–99.3)
98.3, 231/235 (95.7–99.3)
NA, 0/0 (NA)
93.7, 59/63 (84.8–97.5)
85.2, 23/27 (67.5–94.1)
100, 36/36 (90.4–100)
98.7, 149/151 (95.3–99.6)
96.7, 59/61 (88.8–99.1)
100, 90/90 (95.9–100)
98.6, 70/71 (92.4–99.8)
96.6, 28/29 (82.8–99.4)
100, 42/42 (91.6–100)

99.8, 813/815 (99.1–99.9)
99.7, 645/647 (98.9–99.9)
100, 168/168 (97.8–100)
98.3, 832/846 (97.2–99.0)
97.9, 664/678 (96.6–98.8)
100, 168/168 (97.8–100)
99.9, 1,017/1,018 (99.5–100)
99.9, 885/886 (99.4–100)
100, 132/132 (97.2–100)
99.9, 929/930 (99.4–100)
99.9, 851/852 (99.4–100)
100, 78/78 (95.3–100)
99.8, 1,008/1,010 (99.3–100)
99.8, 882/884 (99.2–99.9)
100, 126/126 (97.0–100)

8
8
0
4
4
0
4
4
0
2
2
0
1
1
0

2
2
0
14
14
0
1
1
0
1
1
0
2
2
0

1/8
1/8
NA
1/4
1/4
NA
4/4
4/4
NA
1/2
1/2
NA
0/1
0/1
NA

1/2c
1/2c
NA
9/14
9/14
NA
1/1
1/1
NA
0/1
0/1
NA
1/2
1/2
NA

Overall
Prospective
Simulated
Overall
Prospective
Simulated
Overall
Prospective
Simulated

96.1, 274/285 (93.2–97.8)
96.1, 274/285 (93.2–97.8)
NA, 0/0 (NA)
98.3, 59/60 (91.1–99.7)
95, 19/20 (76.4–99.1)
100, 40/40 (91.2–100)
100, 58/58 (93.8–100)
100, 2/2 (34.2–100)
100, 56/56 (93.6–100)

95.2, 216/227 (91.5–97.3)
95.2, 216/227 (91.5–97.3)
NA, 0/0 (NA)
96.9, 158/163 (93.0–98.7)
93.0, 66/71 (84.6–97.0)
100, 92/92 (96.0–100)
99.4, 163/164 (96.6–100)
98.8, 87/88 (93.8–99.8)
100, 76/76 (95.2–100)

11
11
0
1
1
0
0
0
0

11
11
0
5
5
0
1
1
0

1/11
1/11
NA
0/1
0/1
NA
NA
NA
NA

8/11
8/11
NA
2/5
2/5
NA
1/1
1/1
NA

aNA,

not applicable; 95% CI, 95% conﬁdence interval.
false negative; FP, false positive; TN, true negative; TP, true positive.
cOne specimen not available for arbitration testing.
bFN,

were then inoculated into BD Bactec Plus Aerobic/F blood culture bottles with 10 ml human blood
added. The inoculated bottles were incubated on the Bactec 9050 system until positivity. Frozen aliquots
were provided randomized and blinded to the clinical sites.
PCR/bidirectional sequencing assays. PCR and bidirectional sequencing assays were used for
resistance marker conﬁrmation and for arbitration of discrepant results between the iC-GPC Assay and
the Verigene BC-GP assay. PCR and bidirectional sequencing assays were developed and validated by the
LabCorp Perimeter Park Genomics Facility (Morrisville, NC). Brieﬂy, PCR primers with incorporated M13
priming sites were designed to amplify unique regions of iC-GPC Assay target organisms. Frozen aliquots
of clinical specimens were used to prepare fresh subcultures. Nucleic acid extraction was performed from
pure isolates using a validated NucliSENS easyMAG procedure. The extracted DNA was tested using the
speciﬁed PCR assay, and ampliﬁcation was conﬁrmed by analysis on an Agarose 1000 gel. Puriﬁed PCR
products were sequenced with M13 universal sequencing primers using the BigDye Terminator cycle
sequencing kit to achieve bidirectional coverage. Raw data were analyzed using Sequence Analysis
Software. The assays were designed to generate sequencing amplicons of ⱖ200 bp with trace scores of
⬎20 and to yield consensus sequences that aligned to the target sequences when analyzed using the
NCBI Basic Local Alignment Search Tool (BLAST).

RESULTS
Table 1 shows the comparative performances of the iC-GPC and Verigene BC-GP
assays as well as the resolution of the discordant results after arbitration testing.
Overall, there was very good positive and negative agreement for each of the bacterial
targets and antibiotic resistance determinants evaluated. For S. aureus, the overall
positive and negative percent agreements were 97.0% and 99.8%, respectively, in
which the iC-GPC Assay had eight false-negative and two false-positive results compared to the Verigene BC-GP assay. After arbitration testing of these discordant results,
one of eight iC-GPC false-negative results was conﬁrmed as a true negative for S.
September 2018 Volume 56 Issue 9 e00485-18
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S. pneumoniae

% agreement, no. of samples/total no. (95% CI [%])a

Resolution of iC-GPC Assay
discordant results after
arbitration testing (no./total
no.)a,b
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aureus, and one of two false-positive results was conﬁrmed as a true positive for S.
aureus.
For S. epidermidis, both the positive and negative percent agreement between the
two assays was 98.3%. The iC-GPC Assay had 4 false-negative and 14 false-positive
results compared to the Verigene assay. After arbitration testing, one of four falsenegative results was conﬁrmed as a true negative for S. epidermidis, while 9 of the 14
false positives were conﬁrmed as true positives for S. epidermidis.
The results for S. pneumoniae produced a comparative positive percent agreement
of 93.7% and a negative percent agreement of 99.9%. All four of the false-negative
iC-GPC Assay results were conﬁrmed as true negatives for S. pneumoniae, and the one
false-positive result was conﬁrmed as a true positive for S. pneumoniae by PCR and
bidirectional sequencing resolution testing. Due to a positive percent agreement of less
than 95% and because of the small prospective sample size, all discordant specimens
were further characterized by traditional culture-based methods (MALDI-TOF MS).
MALDI-TOF MS conﬁrmed the iC-GPC Assay result for all ﬁve discordant samples.
For the enterococci, E. faecalis had 98.7% positive and a 99.9% negative overall
agreement between the iC-GPC Assay and Verigene assay. Of the two false-negative
results, one was conﬁrmed as a true negative for E. faecalis, while the one false positive
was conﬁrmed as a true false positive for E. faecalis. For E. faecium, the positive percent
agreement was 98.6%, and the negative percent agreement was 99.8%. The one
false-negative result was conﬁrmed as a true false negative for E. faecium, while one of
the two false-positive results was conﬁrmed as a true positive for E. faecium.
For the detection of the antibiotic resistance determinants, the mecA gene had
96.1% positive agreement and 95.2% negative agreement between the two assays. Of
the 274 observed true-positive mecA results, 269/274 (98.2%) were conﬁrmed as mecA
positive by PCR and bidirectional sequencing. The iC-GPC Assay had 11 false-negative
and 11 false-positive results compared to the Verigene assay. After arbitration testing,
1 of the 11 false-negative results was conﬁrmed as a true negative for mecA, while 8 of
the 11 false-positive results were conﬁrmed as true positives for mecA.
For the vanA determinant, the positive and negative agreements between the two
assays were 98.3% and 96.9%, respectively. Of the 19 observed true-positive vanA
results, 19/19 (100%) were conﬁrmed as vanA positive by PCR and bidirectional
sequencing. The one false-negative result was conﬁrmed as a true false negative for
vanA, while two of the ﬁve false positives were conﬁrmed as true positives for vanA. The
positive and negative agreements for the vanB resistance determinant were 100% and
99.4%, respectively. Of the 2 observed true-positive vanB results, 2/2 (100%) were
conﬁrmed as vanB positive by PCR and bidirectional sequencing. The one false-positive
iC-GPC Assay result was conﬁrmed as a true positive for vanB following arbitration
testing.
The iC-GPC Assay was also evaluated across three of the most common types of
blood culture bottle systems, BacT/Alert, Bactec, and VersaTREK. iC-GPC Assay target
performance by blood culture bottle type is presented in Table 2. The overall percent
agreements for prospective specimens collected in the various medium types are as
follows: BacT/Alert medium, 95.5% (378/396); Bactec medium, 94.4% (234/248); and
VersaTREK medium, 93.7% (252/269). When the performance of the iC-GPC Assay was
compared against the BC-GP assay, there was no statistical difference observed between the study sites and the types of blood culture bottles used.
A total of seven specimens were identiﬁed as mixed cultures for iC-GPC Assay target
organisms by one or both assays (Table 3). One discrepant mixed sample was identiﬁed
by the iC-GPC Assay to contain a target not detected by the Verigene BC-GP assay. The
false-positive vanA result was conﬁrmed by PCR/bidirectional sequencing to be negative for vanA. One discrepant mixed sample was identiﬁed by the Verigene BC-GP assay
to contain targets not detected by the iC-GPC Assay. The false-negative S. aureus and
mecA targets were conﬁrmed as true positives by PCR/bidirectional sequencing.
Overall, the iC-GPC Assay compared favorably to the Verigene BC-GP assay, with an
overall percent agreement of 95.5%. After arbitration testing of all discordant results
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TABLE 2 Comparative performances of prospective samples by blood culture bottle type
Assay target (n ⴝ 913)
S. aureus

S. epidermidis

S. pneumoniae

E. faecalis

mecA

vanA

vanB

aNA,
bFN,

No. of resultsb

Positive
99.1, 116/117 (95.3–99.9)
95.7, 88/92 (89.4–98.3)
94.7, 54/57 (85.6–98.2)
98.8, 83/84 (93.6–99.8)
95.5, 63/66 (87.5–98.4)
100, 85/85 (95.7–100)
92.3, 12/13 (66.7–98.6)
85.7, 6/7 (48.7–97.4)
71.4, 5/7 (35.9–91.8)
96.6, 28/29 (82.8–99.4)
83.3, 5/6 (43.7–97.0)
100, 26/26 (87.1–100)
100, 6/6 (61.0–100)
100, 1/1 (20.7–100)
95.4, 21/22 (78.2–99.2)
99.1, 112/113 (95.2–99.8)
92.6, 75/81 (84.8–96.6)
95.6, 87/91 (89.2–98.3)
100, 4/4 (51.0–100)
100, 1/1 (20.7–100)
93.3, 14/15 (70.2–98.8)
100, 1/1 (20.7–100)
NA, 0/0 (NA)
100, 1/1 (20.7–100)

FN
1
4
3
1
3
0
1
1
2
1
1
0
0
0
1
1
6
4
0
0
1
0
0
0

Negative
100, 279/279 (98.6–100)
99.4, 155/156 (96.5–99.9)
99.5, 211/212 (97.4–99.9)
98.1, 306/312 (95.9–99.1)
98.9, 180/182 (96.1–99.7)
96.7, 178/184 (93.1–98.5)
100, 383/383 (99.0–100)
99.6, 240/241 (97.7–99.9)
100, 262/262 (98.5–100)
99.7, 366/367 (98.5–100)
100, 242/242 (98.4–100)
100, 243/243 (98.4–100)
99.7, 389/390 (98.6–100)
100, 247/247 (98.5–100)
99.6, 246/247 (97.7–99.9)
91.4, 85/93 (83.9–95.6)
100, 77/77 (95.3–100)
94.7, 54/57 (85.6–98.2)
87.5, 28/32 (71.9–95.0)
100, 5/5 (56.6–100)
97.1, 33/34 (85.1–99.5)
97.1, 33/34 (85.1–99.5)
100, 6/6 (60.1–100)
100, 47/47 (92.4–100)

FP
0
1
1
6
2
6
0
1
0
1
0
0
1
0
1
8
0
3
4
0
1
1
0
0

not applicable.
false negative; FP, false positive.

between the iC-GPC Assay and Verigene BC-GP assay, the iC-GPC Assay agreed with the
PCR/sequencing method for 31 specimens, while the Verigene method had agreement
for 36 specimens. These results demonstrate that the iC-GPC Assay performs comparably to the Verigene BC-GP assay in this study.
DISCUSSION
Gram-positive cocci are important causes of bloodstream infections, of which S.
aureus, S. epidermidis, S. pneumoniae, E. faecalis, and E. faecium represent the most
common isolates. Rapid characterization of these bacteria, along with the detection of
their major antibiotic resistance determinants, favorably impacts patient care and
outcomes. Patient survival rates directly correlate with the early characterization of
these isolates, as mortality rates can increase 7.6% for every hour that treatment is
delayed (20).
As is common with most molecular assays intended for BSI diagnosis, the iC-GPC
Assay detects the most common resistance markers for methicillin and vancomycin
resistance. Rapid detection of mecA, vanA, and vanB can inform treatment decisions
days before traditional antimicrobial susceptibility testing (AST) results are available.
However, the resistance markers detected by the iC-GPC Assay are not the only
mechanisms of resistance to their respective antibiotic classes. For example, genes,

TABLE 3 Comparative performances of mixed-culture specimens
iC-GPC Assay identiﬁcation
S. aureus, E. faecalis
S. epidermidis, mecA, E. faecalis
E. faecalis, E. faecium, vanA
S. aureus, mecA, E. faecalis, vanB
S. epidermidis, mecA, E. faecalis
E. faecium, vanA
S. aureus, E. faecalis
aNA,

Verigene BC-GP identiﬁcation
S. aureus, E. faecalis
S. epidermidis, mecA, E. faecalis
E. faecalis, E. faecium
S. aureus, mecA, E. faecalis, vanB
S. epidermidis, mecA, E. faecalis
S. aureus, mecA, E. faecium, vanA
S. aureus, E. faecalis

Discrepant analysis resultsa
NA
NA
vanA negative
NA
NA
S. aureus, mecA positive
NA

not applicable.
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E. faecium

Bottle type
BacT/Alert
Bactec
VersaTREK
BacT/Alert
Bactec
VersaTREK
BacT/Alert
Bactec
VersaTREK
BacT/Alert
Bactec
VersaTREK
BacT/Alert
Bactec
VersaTREK
BacT/Alert
Bactec
VersaTREK
BacT/Alert
Bactec
VersaTREK
BacT/Alert
Bactec
VersaTREK

% agreement, no. of samples/total no. (95% CI [%])a
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such as mecB, mecC, and an altered penicillin-binding 4 (PBP4) gene, have all been
shown to confer resistance to methicillin and other beta-lactams in Staphylococcus spp.
(21). Additionally, Enterococcus spp. can contain genes, like vanC and vanD, that confer
glycopeptide resistance apart from the more common vanA and vanB mechanisms (22).
In general, bacteria are constantly evolving mechanisms to combat antibiotics. As such,
no PCR-based molecular diagnostic will be able to detect all genes that confer
resistance to a speciﬁc class of antibiotics, let alone single nucleotide polymorphisms.
For these reasons, all molecular diagnostics recommend performing traditional culture
and AST analysis in parallel in case undetected mechanisms of antibiotic resistance are
present in an isolate.
The results of this study have shown that the iC-GPC Assay is comparable in
performance to the Verigene BC-GP assay and provides a reliable molecular alternative
for the detection of ﬁve of the most common causes of Gram-positive bacterial
bloodstream infections and their antibiotic resistance determinants. As with all molecular assays, there are drawbacks to the iC-GPC Assay. First, the iC-GPC Assay has limited
species coverage. While the assay does not cover all the causative organisms of
Gram-positive bloodstream infections, it does cover the most common and clinically
relevant species. Many of the species not covered in the assay are considered common
blood culture contaminants. Off-panel organisms, such as Micrococcus spp., can be
pathogenic but are more commonly detected as contaminants (19, 23, 24). The
limitations of a smaller panel can also be seen in a positive light given that the cost per
test will be lower than those for some of the more expansive panels currently on the
market. A second limitation of the assay is the 4-h run time. The iC-GPC Assay has a
longer run time than several other assays currently on the market. However, the
open-access nature of the iC-Processor and the ﬂexible time to testing minimize the
impact of the longer run time.
While drawbacks exist for the iC-GPC Assay and for molecular diagnostics in general,
the iCubate system offers several beneﬁts. First, the iC-GPC Assay is performed in a
single closed-system disposable cassette. This feature allows for a very simpliﬁed “load
and go” assay that requires only a few minutes of a technologist’s setup time. Loading
the cassette is quick and easy, requiring only a single pipetting step, and it involves no
additional dilutions, reagents, hydrations, or tubes. Second, the use of the closedsystem cassette greatly reduces the risk of aerosolized infectious microorganisms
during specimen processing and amplicon contamination. This not only protects lab
personnel, but it also essentially eliminates the chance of carryover contamination
between assays. Third, the iC-Processor is capable of simultaneous random access
processing of up to four cassettes on an instrument platform that has a relatively small
footprint (17” by 17” by 16”). If a laboratory requires greater throughput, additional
iC-Processors can be linked together while only requiring a single iC-Reader. Finally, the
iC-GPC Assay provides a signiﬁcantly more affordable alternative, particularly for smallto medium-sized health care institutions, for the molecular detection of common
Gram-positive bacteria responsible for bloodstream infections and their resistance
markers. Collectively, these beneﬁts may positively impact technologist safety, workﬂow, costs, and throughput compared to other FDA-cleared molecular platforms and
direct detection blood culture assays. Most importantly, the use of direct detection
molecular blood culture assays, such as the iC-GPC Assay, will signiﬁcantly reduce
morbidity and mortality rates, shorten hospital stays, decrease costs, and favorably
impact hospital antibiotic stewardship programs (25–29).
ACKNOWLEDGMENTS
Materials and ﬁnancial support for this study were provided by iCubate.
All authors and sites contributed to the iC-GPC Assay data in support of an FDA
submission.
K.L.H. and M.S.C. are employees of iCubate. P.A.G. serves on iCubate’s scientiﬁc
advisory board and has received honoraria. N.A.L. has served as a consultant to iCubate
September 2018 Volume 56 Issue 9 e00485-18

jcm.asm.org 6

Detection of Gram-Positive Cocci and Resistance Genes

Journal of Clinical Microbiology

and has received honoraria. P.A.G., S.Y., and B.W.B. have received honoraria from
iCubate for presentations.
We gratefully acknowledge technical personnel at each site for their work on this
study.

REFERENCES

September 2018 Volume 56 Issue 9 e00485-18

14. Perez KK, Olsen RJ, Musick WL, Cernoch PL, Davis JR, Land GA, Peterson LE,
Musser JM. 2013. Integrating rapid pathogen identiﬁcation and antimicrobial stewardship signiﬁcantly decreases hospital costs. Arch Pathol Lab Med
137:1247–1254. https://doi.org/10.5858/arpa.2012-0651-OA.
15. Bauer KA, West JE, Balada-Llasat JM, Pancholi P, Stevenson KB, Goff DA.
2010. An antimicrobial stewardship program’s impact with rapid polymerase chain reaction methicillin-resistant Staphylococcus aureus/S. aureus blood culture test in patients with S. aureus bacteremia. Clin Infect
Dis 51:1074 –1080. https://doi.org/10.1086/656623.
16. Mancini N, Infurnari L, Ghidoli N, Valzano G, Clementi N, Burioni R,
Clementi M. 2014. Potential impact of a microarray-based nucleic acid
assay for rapid detection of Gram-negative bacteria and resistance
markers in positive blood cultures. J Clin Microbiol 52:1242–1245.
https://doi.org/10.1128/JCM.00142-14.
17. Alby K, Daniels LM, Weber DJ, Miller MB. 2013. Development of a treatment
algorithm for streptococci and enterococci from positive blood cultures
identiﬁed with the Verigene Gram-positive blood culture assay. J Clin
Microbiol 51:3869–3871. https://doi.org/10.1128/JCM.01587-13.
18. Paterson GK, Harrison EM, Holmes MA. 2014. The emergence of mecC
methicillin-resistant Staphylococcus aureus. Trends Microbiol 22:42– 47.
https://doi.org/10.1016/j.tim.2013.11.003.
19. Richter SS, Beekmann SE, Croco JL, Diekema DJ, Koontz FP, Pfaller MA,
Doern GV. 2002. Minimizing the workup of blood culture contaminants:
implementation and evaluation of a laboratory-based algorithm. J Clin
Microbiol 40:2437–2444. https://doi.org/10.1128/JCM.40.7.2437-2444
.2002.
20. Kumar A, Roberts D, Wood KE, Light B, Parrillo JE, Sharma S, Suppes R,
Feinstein D, Zanotti S, Taigberg L, Gurka D, Cheang M. 2006. Duration of
hypotension before initiation of effective antimicrobial therapy is the
critical determinant of survival in human septic shock. Crit Care Med
34:1589 –1596. https://doi.org/10.1097/01.CCM.0000217961.75225.E9.
21. Hiramatsu K, Ito T, Tsubakishita S, Sasaki T, Takeuchi F, Morimoto Y,
Katayama Y, Matsuo M, Kuwahara-Arai K, Hishinuma T, Baba T. 2013.
Genomic basis for methicillin resistance in Staphylococcus aureus. Infect
Chemother 45:117–136. https://doi.org/10.3947/ic.2013.45.2.117.
22. Gold HS. 2001. Vancomycin-resistant enterococci: mechanisms and clinical observations. Clin Infect Dis 33:210 –219. https://doi.org/10.1086/
321815.
23. Hall KK, Lyman JA. 2006. Updated review of blood culture contamination.
Clin Microbiol Rev 19:788–802. https://doi.org/10.1128/CMR.00062-05.
24. Felsenstein S, Bender JM, Sposto R, Gentry M, Takemoto C, Bard JD. 2016.
Impact of a rapid blood culture assay for Gram-positive identiﬁcation and
detection of resistance markers in a pediatric hospital. Arch Pathol Lab Med
140:267–275. https://doi.org/10.5858/arpa.2015-0119-OA.
25. Rutanga JP, Nyirahabimana T. 2016. Clinical signiﬁcance of molecular
diagnostic tools for bacterial bloodstream infections: a systematic review. Interdiscip Perspect Infect Dis 2016:6412085. https://doi.org/10
.1155/2016/6412085.
26. Greub G, Sahli R, Brouillet R, Jaton K. 2016. Ten years of R&D and full
automation in molecular diagnosis. Future Microbiol 11:403– 425.
https://doi.org/10.2217/fmb.15.152.
27. Freeman K, Mistry H, Tsertsvadze A, Royle P, McCarthy N, Taylor-Phillips
S, Manuel R, Mason J. 2017. Multiplex tests to identify gastrointestinal
bacteria, viruses and parasites in people with suspected infectious
gastroenteritis: a systematic review and economic analysis. Health Technol Assess 21:1–188. https://doi.org/10.3310/hta21230.
28. Pfaller MA. 2001. Molecular approaches to diagnosing and managing
infectious diseases: practicality and costs. Emerg Infect Dis 7:312–318.
https://doi.org/10.3201/eid0702.010234.
29. Eiland EH, III, Beyda N, Han J, Lindgren W, Ward R, English TM, Hassoun A,
Hathcock K. 2010. The utility of rapid microbiological and molecular techniques in optimizing antimicrobial therapy. SRX Pharmacol 2010:1–6.
https://doi.org/10.3814/2010/395215.
jcm.asm.org 7

Downloaded from http://jcm.asm.org/ on June 18, 2019 by guest

1. Angus DC, Linde-Zwirble WT, Lidicker J, Clermont G, Carcillo J, Pinsky
MR. 2001. Epidemiology of severe sepsis in the United States: analysis of
incidence, outcome, and associated costs of care. Crit Care Med 29:
1303–1310. https://doi.org/10.1097/00003246-200107000-00002.
2. Altun O, Almuhayawi M, Ullberg M, Ozenci V. 2013. Clinical evaluation of
the FilmArray blood culture identiﬁcation panel in identiﬁcation of
bacteria and yeasts from positive blood culture bottles. J Clin Microbiol
51:4130 – 4136. https://doi.org/10.1128/JCM.01835-13.
3. Buchan BW, Allen S, Burnham CA, McElvania TeKippe E, Davis T, Levi M, Mayne
D, Pancholi P, Relich RF, Thomson R, Ledeboer NA. 2015. Comparison of the
next-generation Xpert MRSA/SA BC assay and GeneOhm StaphSR assay to
routine culture for identiﬁcation of Staphylococcus aureus and methicillinresistant S. aureus in positive-blood-culture broths. J Clin Microbiol 53:804–809.
https://doi.org/10.1128/JCM.03108-14.
4. Buchan BW, Ginocchio CC, Manii R, Cavagnolo R, Pancholi P, Swyers L,
Thomson RB, Jr, Anderson C, Kaul K, Ledeboer NA. 2013. Multiplex
identiﬁcation of Gram-positive bacteria and resistance determinants
directly from positive blood culture broths: evaluation of an automated
microarray-based nucleic acid test. PLoS Med 10:e1001478. https://doi
.org/10.1371/journal.pmed.1001478.
5. Buchan BW, Riebe KM, Ledeboer NA. 2012. Comparison of the MALDI
Biotyper system using Sepsityper specimen processing to routine microbiological methods for identiﬁcation of bacteria from positive blood
culture bottles. J Clin Microbiol 50:346 –352. https://doi.org/10.1128/JCM
.05021-11.
6. Forrest GN, Mankes K, Jabra-Rizk MA, Weekes E, Johnson JK, Lincalis DP,
Venezia RA. 2006. Peptide nucleic acid ﬂuorescence in situ hybridizationbased identiﬁcation of Candida albicans and its impact on mortality and
antifungal therapy costs. J Clin Microbiol 44:3381–3383. https://doi.org/
10.1128/JCM.00751-06.
7. Forrest GN, Mehta S, Weekes E, Lincalis DP, Johnson JK, Venezia RA.
2006. Impact of rapid in situ hybridization testing on coagulase-negative
staphylococci-positive blood cultures. J Antimicrob Chemother 58:
154 –158. https://doi.org/10.1093/jac/dkl146.
8. Forrest GN, Roghmann MC, Toombs LS, Johnson JK, Weekes E, Lincalis
DP, Venezia RA. 2008. Peptide nucleic acid ﬂuorescent in situ hybridization for hospital-acquired enterococcal bacteremia: delivering earlier
effective antimicrobial therapy. Antimicrob Agents Chemother 52:
3558 –3563. https://doi.org/10.1128/AAC.00283-08.
9. Samuel LP, Tibbetts RJ, Agotesku A, Fey M, Hensley R, Meier FA. 2013.
Evaluation of a microarray-based assay for rapid identiﬁcation of Grampositive organisms and resistance markers in positive blood cultures. J
Clin Microbiol 51:1188 –1192. https://doi.org/10.1128/JCM.02982-12.
10. Stamper PD, Cai M, Howard T, Speser S, Carroll KC. 2007. Clinical
validation of the molecular BD GeneOhm StaphSR assay for direct
detection of Staphylococcus aureus and methicillin-resistant Staphylococcus aureus in positive blood cultures. J Clin Microbiol 45:2191–2196.
https://doi.org/10.1128/JCM.00552-07.
11. Wolk DM, Struelens MJ, Pancholi P, Davis T, Della-Latta P, Fuller D, Picton E,
Dickenson R, Denis O, Johnson D, Chapin K. 2009. Rapid detection of
Staphylococcus aureus and methicillin-resistant S. aureus (MRSA) in wound
specimens and blood cultures: multicenter preclinical evaluation of the
Cepheid Xpert MRSA/SA skin and soft tissue and blood culture assays. J Clin
Microbiol 47:823–826. https://doi.org/10.1128/JCM.01884-08.
12. Hill JT, Tran KD, Barton KL, Labreche MJ, Sharp SE. 2014. Evaluation of
the nanosphere Verigene BC-GN assay for direct identiﬁcation of Gramnegative bacilli and antibiotic resistance markers from positive blood
cultures and potential impact for more-rapid antibiotic interventions. J
Clin Microbiol 52:3805–3807. https://doi.org/10.1128/JCM.01537-14.
13. Huang AM, Newton D, Kunapuli A, Gandhi TN, Washer LL, Isip J, Collins CD,
Nagel JL. 2013. Impact of rapid organism identiﬁcation via matrix-assisted
laser desorption/ionization time-of-ﬂight combined with antimicrobial
stewardship team intervention in adult patients with bacteremia and candidemia. Clin Infect Dis 57:1237–1245. https://doi.org/10.1093/cid/cit498.

