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Recently, there have been studies that indicate that Xenotropic Murine Leukemia Virus
(MLV)-related Virus (XMRV), a newly described human gammaretrovirus, and other
related viruses, may be associated with both prostate cancer and myalgic encephalomyelitis
(ME) / chronic fatigue syndrome (CFS)1–4. It has also been suggested that these viruses
have the potential to be transmitted by blood transfusion5. However, a number of studies
have failed to support these associations, or indeed detect significant evidence of XMRV in
the human population6–9. Currently, there is insufficient information to determine whether
or not XMRV and related viruses are a threat to blood safety. Accordingly, the Department
of Health and Human Services (HHS) has established a Scientific Research Working Group
(SRWG) to explore the following questions: What is the prevalence of XMRV in the donor
population? Is XMRV transmissible by blood transfusion? And if XMRV is transmissible by
transfusion, are there any pathologic consequences for the infected recipient? As a starting
point, the SRWG has focused on standardizing the various tests used to detect XMRV in
blood samples and has facilitated the sharing of clinical samples between laboratories. This
commentary discusses background information relating to blood safety and XMRV and
related viruses and outlines the specific actions that the SRWG has taken and plans to take.
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Identification and potential disease correlates of XMRV
XMRV was initially identified in 2006 as a result of a search for an infectious cause or co-
factor in prostate cancer. Using a microarray of highly conserved sequences from known
viruses, Urisman and colleagues detected the presence of a gammaretrovirus within some
prostate cancer patients2. Upon full sequencing, this virus appeared to be closely related to
xenotropic murine leukemia viruses (X-MLV) and was thus termed XMRV.

Subsequent studies using PCR-based methods and immunohistochemical staining for
XMRV, revealed viral nucleic acid or proteins in 6–23% of prostate cancers, primarily in
malignant epithelial cells from higher-grade tumors1,10. Controversially, a number of
subsequent studies have either failed to detect XMRV entirely in prostate cancer11,12, or
have only detected a few cases and at the same prevalence in cancerous and non-cancerous
prostates13–15. Thus, the precise association of XMRV with prostate cancer, as well as any
direct role in tumorigenesis, remains to be defined.

ME/CFS are poorly defined diseases, currently with no well-accepted cause. Thus, Mikovits
and colleagues at the Whittemore Peterson Institute (WPI) in Reno, Nevada launched a
study of the association between XMRV and CFS3. 67% of patients with CFS were found to
be XMRV positive by various polymerase chain reaction (PCR) techniques3. Out of 57
patients with CFS, 21% were positive for XMRV proviral DNA in unstimulated peripheral
blood mononuclear cells (PBMC), while 54% and 72% were positive for XMRV RNA in
unstimulated and stimulated PBMC respectively16. Eighty-two percent of patients also had
serological evidence of antibodies cross-reactive to the MLV envelope. Furthermore, nearly
4% of PBMC samples from normal healthy subjects were also found to harbor XMRV
DNA3. Critically, the finding that XMRV nucleic acid was present in blood was supported
by the fact that in 89% of cases the virus could be directly cultured from stimulated PBMC
and/or patient plasma by co-culture with an XMRV-sensitive cell line3.

Controversies in XMRV detection in ME/CFS patients and normal donors
As noted above, a number of laboratories have failed to detect XMRV in prostate cancer
patients. Subsequently, using molecular and serological methods a series of studies have
also failed to detect XMRV in patients with ME/CFS or other populations from the US,
Europe, China and now Africa6–9,17–23. What is particularly interesting is the fact that the
majority of the studies do not simply fail to detect an association with disease, but rather
find little or no evidence of any XMRV infection whatsoever, including in blood donors9,17

and potentially at-risk populations such as patients with HIV/AIDS6,19,21,23.

However, a recent study from FDA and NIH laboratories reported that over 80% of patients
with ME/CFS and nearly 7% of NIH blood donors tested positive using nested PCR of
proviral DNA in PBMC or whole blood samples4. The major difference between these
findings and those of Lombardi et al were that the majority of viral DNA amplicons detected
in samples in the FDA/NIH study, when partially sequenced, appeared to be more closely
related to polytropic MLV (P-MLV) rather than XMRV, and thus were simply termed
MLV-related viruses, or MRVs. Until full-length virus sequences are obtained and virus
isolated, it is not clear whether these represent a group of potential human infectious viruses,
whether they be zoonotic infections by polytropic MLVs, or perhaps chimeras between
XMRV and P-MRV. Thus far, XMRV is the only ‘human’ gammaretrovirus to be fully
sequenced and shown to be infectious in cell lines and animal models2,3,17 and also found
to be integrated in human tissue24.

There are numerous possible explanations for why multiple laboratories have published
discordant findings on XMRV detection. Patient selection and geographical considerations
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are likely confounding factors. Likewise, the discovery of other MRVs, in addition to
XMRV, may suggest that at least some assays could have lacked sensitivity to detect all
potential MRVs in clinical samples. For example, PCR primers or antigens for serological
assays may have been designed to be specific for the initial strains of XMRV that were
published2,24, and consequently failed to detect divergent MRVs. Contamination with
murine DNA or cells, or other nucleic acid sources such as plasmids, at any stage of the
process from sample collection to amplification and detection remains a possibility
whenever sensitive methods such as nested PCR are employed. Indeed, a number of recent
publications have highlighted the potential for mouse DNA contamination in human samples
resulting in the detection of XMRV and other MRV sequences25–29. However, many
laboratories are utilizing sensitive assays for mouse mitochondrial DNA4 and other tests to
rule out gross contamination. Also the contamination argument is less convincing for the
Lombardi et al study which documented culture of infectious virus and serological responses
that correlated with molecular findings. However, caution must be taken in both the
description of MRVs as human viruses and their potential association with disease30. The
intricacies of many of the techniques, including sample type, preparation and storage,
nucleic acid extraction, use of RNA and/or DNA, amplification method and detection, are
all confounding factors and until either multiple laboratories deploy the same techniques, or
alternately share large numbers of samples, the exact cause of the discordant results will
remain unclear.

A careful study of the literature and published protocols does not reveal any obvious
consistent differences between protocols from laboratories that do or do not detect MRVs.
For example, an early suggestion was that use of heparin collection tubes3 for blood may
introduce mouse material into assays; however, at least one study has detected MRVs in
blood collected into EDTA tubes4. Lombardi et al, utilized both genomic and cDNA for
detection, often from activated leukocytes3, while many of the negative studies used just
genomic DNA isolated directly from purified leukocytes9, followed by PCR without an RT
step. Thus, it could be supposed that virus was present at low copy number and
predominantly as non-integrated RNA and hence was not detectable with PCR of PBMC.
However, Lo et al used only genomic DNA from freshly purified leukocytes, or whole blood
and did not employ an RT step, yet detected MRV at high rates. Thus, in order to attempt to
standardize samples and assays in an effort to obtain ‘gold standard assays’ for future
studies, the Blood XMRV SRWG has launched a series of collaborative studies to address
these questions.

Blood safety concerns leading to formation of the Blood XMRV Scientific
Research Working Group

Early in the description of XMRV and ME/CFS, the potential for these gammaretroviruses
to be transmitted by blood transfusions or by other blood products was raised5, leading to
the important question - could XMRV pose a threat to the safety of the US blood supply?
Faced with the possibility of a potential risk of infectious virus in the blood supply, HHS
facilitated the establishment and coordination of collaborative groups, both internal and
external to HHS, with clearly delineated responsibilities and the necessary expertise in risk
assessment, risk management, and risk communication. Thus, in November 2009, the HHS
Blood XMRV SRWG was formed and convened for their first meeting in December. At the
same time, the AABB formed an XMRV Interorganizational Task Force (see accompanying
commentary in this issue of Transfusion).

The Blood XMRV SRWG is charged with the design and coordination of research studies to
evaluate whether XMRV poses a threat to blood safety. The Blood XMRV SRWG group is
led by the National Heart, Lung, and Blood Institute (NHLBI) and is comprised of experts in
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transfusion medicine, blood banking, retrovirology, and ME/CFS research, as well as
representatives from DHHS, the FDA, CDC, and NIH (see roster provided in Appendix A).
The group reports to the Public Health Service Blood Organ and Tissue Safety (PHS BOTS)
Committee and to the PHS Blood Organ and Tissue Senior Executive Council (BOTSEC),
and liaises with the AABB XMRV Interorganizational Task Force, thus ensuring that the
latter is aware of the results of its deliberations and studies.

Lack of evidence for an association between transfusion and ME/CFS or
prostate cancer

The SWRG determined that an evaluation of the evidence that transfusion may or may not
be associated with the development of ME/CFS and prostate cancer should be undertaken
early on because it could potentially impact risk assessment (e.g., research study
prioritization) and risk management decisions. The lack of an association between
transfusion history and ME/CFS or prostate cancer would be indirect evidence that there
does not appear to be transfusion-transmission of a causative disease agent. Conversely, the
presence of an association with CFS and/or prostate cancer could be indirect evidence for
transmission of a causative disease agent by transfusion and would potentially reinforce the
possibility that XMRV or MRVs could be transfusion-transmitted. Only four relevant
reports for prostate cancer and one report for CFS were identified; the findings in these
papers are summarized below.

Inoue et al. followed a cohort of 10,451 Japanese men and women for a mean of 12.8 years,
from 1990 to 2003; the cohort included 4,401 men who were 40–79 years old31. Blood
transfusion before 1990 was associated with an increase in overall cancer mortality (liver
and non-liver cancer, hazard ratio 1.75, 95% CI 1.32–2.18) and non-liver cancer mortality
(HR 1.68, 95% CI 1.25–2.26). This was secondary to an increase in stomach, liver, and
pancreatic cancer mortality but not because of an increase in “Other” cancer mortality for
men (1.32, 95% CI 0.67–2.57); the “Other” category would include prostate cancer
mortality. Transfusion history was assessed solely by a questionnaire and medical record
reviews to corroborate transfusion histories were not performed. These results differed from
those obtained in an earlier analysis of the same cohort which revealed an association
between prostate cancer mortality and a blood transfusion history (hazard ratio of 1.71, 95%
CI 1.1–2.66, adjusted for age and area of study)32. The authors did not provide an
explanation for these discrepant results. Another study conducted by Blomberg and
colleagues in Sweden included 28,338 non-transfused patients and 1,572 transfused patients
followed from 1981–1982 until 1991 and used a population based regional tumor registry to
identify incident cancers33. They found that there was no excess risk of prostate cancer in
either group (there was a trend towards less cancer in the transfused patients than expected
but this finding was not significant). Conversely, these investigators found an increase in the
incidence of malignant lymphoma and non-melanoma skin cancer in patients receiving a
transfusion as compared to patients who did not. Finally, Hjalgrim et al. used the
Scandinavian Donations and Transfusions (SCANDAT) database to evaluate cancer
incidence in transfusion recipients followed from 1968 in Sweden and 1982 in Denmark, to
200234. About 888,800 transfusion recipients were followed. The standardized incidence
ratio for prostate cancer was increased at 1–5 months after transfusion (2.64, 95% CI 2.51–
2.77) but not afterwards with a standardized incidence ratio of 0.98 at ≥ 20 years after
transfusion. Based on the natural history of prostate cancer, the authors attributed the
increased incidence at 1–5 months to the clinical recognition at 1–5 months of prostate
cancers that were subclinical at the time of transfusion. Our interpretation of the data from
this large study is that there was no evidence of an association between transfusions and the
development of prostate cancer.
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The one small study of transfusions and ME/CFS was a case-control study conducted by
Bell and colleagues involving a cluster of 21 students, 10–16 years old, with symptoms of
CFS in a farming community in upstate New York (Lyndonville) in 1985; these students
were designated as cases35. Two controls were then identified and matched for age and sex
to each case. None of the cases received a blood transfusion while 2 of the 42 controls did.
Additional to this published study, Vernon and McCleary recently conducted a survey to
evaluate the proportion of patients with CFS reporting a history of transfusion: 8.1%
(124/1529) of patients reported receiving a blood transfusion prior to their diagnosis,
whereas 3.3% (50/1529) reported receiving a transfusion after being diagnosed with CFS36.
By comparison, Wang et al. found that 5.3% of 92,581 blood donors surveyed in 1998 and
4.2% of 2.9 million donors giving blood at 5 geographically-disperse U.S. blood centers
between 1991–2000 reported a history of transfusion37.

After a careful review of these data, the Blood XMRV SRWG concluded that there was
currently no convincing peer-reviewed evidence that transfusion of blood products was
associated with the development of prostate cancer or ME/CFS. However, the group
recognized that data were sparse, especially for ME/CFS. Thus, the consensus of the group
was that additional epidemiological studies designed to evaluate the association between
transfusion history and ME/CFS or prostate cancer should be conducted if feasible,
particularly if XMRV is found to be prevalent in blood donors and transmissible by
transfusion. However, it was recognized that conducting rigorous epidemiologic studies with
adequate power will be extremely difficult, and the conduct of such protocols was likely
outside the mandate and beyond the capacity of the working group.

Co-ordination of laboratory assays
The Blood XMRV SRWG was faced with three basic questions when it first convened in
December of 2009: Is XMRV in the blood supply, and if so, what is the prevalence of
viremia and seroreactivity in donors? Is it transfusion-transmitted? If transfusion
transmitted, what is the clinical impact on blood recipients. These questions, starting with
the simplest one: “what is the prevalence of XMRV in blood donors?” remain unanswered.
Lombardi et al found evidence of XMRV DNA in 8/218 (3.7%) PBMC samples from
healthy controls3. Similarly, Lo et al detected MRV proviral DNA sequences in PBMC or
whole blood samples from 3/44 (6.8%) of healthy NIH blood donors4. In contrast, Switzer
et al found no evidence of proviral DNA in PBMCs from the 56 healthy controls matched to
their CFS cases and 41 blood donors, as well as no serological evidence by western blot or
enzyme-linked immunoassay (EIA) of XMRV infection in 53 of the same healthy controls
(3 had no plasma/serum) or 121 separate blood donors9. Although at the time other MRVs
had not been described in human samples, it is likely that the assays employed in this study
would detect these viruses. Multiple serological assays employed by Qiu et al also detected
only inconclusive evidence of XMRV antibody responses in 3 individuals out of over 1500
blood donations screened17. The discordance over prevalence rates in blood donors and
similar healthy populations is troublesome, and reaching a consensus on rates of XMRV/
MRV infection in donors is a major focus of the SRWG.

The challenge has resided with the identification of sensitive and specific assays that can
reliably detect XMRV and MRV nucleic acids and/or immunological responses to these
viruses in blood samples. The discordance described above strongly suggested the need for
the development of XMRV analytical reference panels, as well as panels of samples from
clinical cases and controls, to be used to validate the performance characteristics of assays
for subsequent use to investigate the prevalence of XMRV/MRVs in blood donors and
recipients. Thus, the development of XMRV/MRV analytical and clinical panels for
characterization of nucleic acid tests (NAT) and serological assays was identified as a first
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priority by the Blood XMRV SRWG. Accordingly, a four phase approach was adopted to
achieve these goals, culminating in achieving a consensus for an initial estimate of XMRV/
MRV prevalence in US blood donors.

Phase I - Analytical sensitivity panels
As described above, because of the large array of different assays employed by researchers,
the interpretation of discordant XMRV results has been difficult. Thus, in phase I of the
working group study, which is being funded through the NHLBI Retrovirus Epidemiology
Donor Study-II (REDS-II) program, Blood Systems Research Institute (BSRI), the REDS-II
Central Laboratory, developed coded analytical performance panels comprised of XMRV
virions or XMRV-infected cells serially diluted into plasma or whole blood (WB),
respectively. These panels were designed to allow the participating laboratories to compare
XMRV assay sensitivity. Although the majority of studies that have investigated XMRV
detection in blood have focused on purified and generally cryopreserved PBMC
preparations, it was decided that for the purposes of blood screening, plasma and WB were
much more practical alternative sample types. Panels were prepared using the human
prostate cell line, 22Rv1, which harbors at least 10 proviral DNA copies/cell of XMRV and
produces high titers of infectious XMRV virions in the culture supernatant38. The
approximate XMRV DNA levels in infected cells and RNA viral load in culture supernatant
were established by consensus results from three laboratories with quantitative XMRV
detection techniques. The diluents for the panels were obtained after several of the
participating laboratories pre-screened a small number of laboratory volunteers to ensure
they were XMRV negative by PCR, serology and virus culture.

Phase I panels were distributed to five laboratories (CDC, WPI, NCI, and the independent
laboratories of Drs. Lo and Hewlett at FDA) involved in the Working Group. In addition,
panels were supplied to Gen-Probe Inc, which although not a part of the SRWG, had
recently developed a high-throughput target-capture transcription mediated amplification
(TC-TMA) assay for XMRV on the TIGRIS® platform. Thus, their participation was
deemed valuable for later stages of the XMRV SRWG research agenda when large numbers
of donor and recipient samples would require testing.

Tables 1 and 2 summarize the different sample input levels and methods for nucleic acid
extraction,target amplification and detection employed by the laboratories for WB and
plasma, respectively. Three distinct assay types were employed – nested PCR, quantitative
real-time PCR and TMA. Furthermore, a number of the laboratories performed secondary
confirmation – either sequencing of product or performance of southern blots in order to
confirm specificity of positive results. Two laboratories employed more than one assay
(CDC and FDA [Lo]). For the sake of simplicity in Figure 1 both laboratories employed the
criterion that a positive result in only one assay was sufficient to call a sample positive.
Results were reported back to the central laboratory at BSRI, where the blinded code was
broken, and data analyzed. As seen in Figure 1, all laboratories detected at least 13 XMRV-
infected cells (136 proviral copies/ml), and four out of six assays demonstrated even more
sensitive limits of detection of 0.5 – 4.5 cells/ml, unfortunately reaching close to the end of
the titration series. Four out of six plasma RNA assays had limits of detection of 80 or fewer
RNA copies/mL; the Gen-Probe assay detected 3.2 or fewer RNA copies/mL.

Three negative samples were initially falsely labeled positive - one each in three separate
laboratories. However, in the case of two of these results (FDA [Lo] and WPI), subsequent
sequencing of the positive bands revealed DNA of human genomic origin, rather than MRV
sequences, suggesting non-specific priming of PCR assays. The third false positive (Gen-
Probe) was correctly called negative by the submitting group, as a repeat analysis by a
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different operator did not detect the sample as positive. Thus, while the number of replicates
of negative samples tested was low, little evidence of false positivity was observed.
However, these findings do highlight the need for some labs to sequence every positive PCR
result in order to confirm specificity. Additionally, the overall similarity of results on the
analytical panels suggests that major differences in the sensitivity of assays, at least for the
XMRV sequence found in 22Rv1 cells, cannot explain the dramatic differences in XMRV
detection in clinical samples reported by the participating laboratories.

Phase II – Pilot clinical panels
Although the majority of assays described in Tables 1 and 2, at least in theory, will amplify
the polytropic MRVs described by Lo et al.4 in addition to XMRV, a major caveat to the
phase I panels is the fact that 22Rv1 cells appear to contain a single strain of XMRV, and
thus the ability to detect diverse strains of XMRV, as well as other MRVs, was not directly
examined. Consequently, the working group decided that whereas the phase I study
demonstrated the relatively comparable sensitivity of all the assays involved, clinical
samples need to be included in the three additional phases (Phases II–IV).

Phase II was designed as a pilot study to provide the participating laboratories their first
opportunity to test the same clinical samples, as well as to examine whether the sample
types in blood donor repositories collected both specifically for these studies, and generally
for the study of transfusion-transmitted infections39, were suitable for XMRV detection.
These repositories consist primarily of plasma and/or serum and, in some instances, frozen
WB aliquots. The SRWG also wanted to ensure that the routine delay between blood
collection and sample processing would not adversely affect XMRV detection in clinical
samples. Blood was collected under current IRB approval from four patients with CFS
found to be XMRV-positive in the 2009 WPI study published in Science3, as well as a
XMRV/MRV-negative controls identified in phase I. Specimen tubes were then divided into
three groups, with one set immediately processed into PBMC, WB and plasma, while the
other two sets were refrigerated and then similarly processed after two and four days. These
samples were coded, blinded and distributed to three SRWG laboratories – CDC, NCI, and
WPI, as well as to Gen-Probe. Phase II is currently in progress. The findings will be used to
optimize the development of the clinical sensitivity and specificity panels for phase III (see
below), and will inform sample preparation for future studies under development, such as a
new NIH study aimed at further evaluating the association between XMRV/MRVs and ME/
CFS40.

Phase III - Clinical sensitivity and specificity panels
Phase III will develop larger clinical panels in order to assess the ability of participant assays
to effectively detect XMRV/MRVs in clinical specimens that will be processed by methods
optimized in phase II, i.e., a choice will be made between using PBMC or WB for cellular
samples, and whether samples should be processed immediately after phlebotomy (day 0) or
at one to four days. To attempt to overcome the issues of variation in viral sequences as well
as possible sources of non-specificity, the phase III panels will include relatively larger
numbers of pedigreed XMRV-positive and -negative clinical samples. These will include
samples from ~30 patients with ME/CFS reported as positive for XMRV/MRVs by PCR,
serology and/or virus culture in the Lombardi et al. and Lo et al. studies3,4, thus both
XMRV- and PMRV-positive clinical samples will be represented. For negative specimens,
samples prepared from 10 additional pedigreed XMRV/MRV-negative donors will be
included in order to introduce human host genetic variability - these donors have been pre-
screened as negative by 1) PCR at the WPI, FDA (Lo), CDC and Gen-Probe laboratories, 2)
serology at the WPI, CDC and NCI (Ruscetti) laboratories, and 3) culture at the WPI
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laboratory. These positive and negative samples will be assembled into coded panels and
distributed to all participating laboratories for XMRV/MRV nucleic acid. In addition,
samples for serological analyses will also be included, allowing an initial indication of
sensitivity and specificity of serological assays developed by some of the participating
laboratories, and the correlation between detection of XMRV/MRV antibodies and nucleic
acids.

Phase IV - Clinical Panel for Donor Prevalence
Phase IV will be comprised of blinded panels of WB and plasma collected from
approximately at least 300 blood donors. Additionally, samples that are known to be
XMRV/MRV positive and negative will be included. Blinded panels will be distributed to at
least four of the participating laboratories for testing. Test results obtained using WB will be
compared to those obtained using plasma for each laboratory; results will also be compared
between laboratories. Also, the proportion of donors who are positive for XMRV/MRV
DNA, RNA and/or antibodies (XMRV/MRV prevalence) will be estimated based on
compiled results from each lab. In addition to providing preliminary information as to the
prevalence of XMRV/MRVs in blood donors, it is hoped that this series of studies will yield
protocols that can be the basis of a set of ‘gold standard’ assays allowing the standardization
of tests across laboratories in order to minimalize the type of controversies thus far seen in
XMRV/MRV detection.

Future studies for potential consideration
Depending on the results of phase IV, additional studies may need to be considered. For
example, it likely will be necessary to further evaluate donor prevalence in a larger and more
geographically-dispersed donor population using both molecular and serological methods. If
the samples stored in the NHLBI donor and donor-recipient repositories are deemed
adequate for testing (i.e., if sample preparation and crypreservation methods are not an
issue) studies to assess the temporal distribution of XMRV/MRV in blood donors may be
warranted; such studies could be done by accessing various NHLBI repositories that span
the past four decades39. Phase IV results may also help define the feasibility, sample size,
and power of studies to assess infectivity by transfusion. A large enough XMRV/MRV
prevalence in blood donors would ensure sufficient statistical power to investigate whether
XMRV/MRVs are transfusion-transmissible using samples from the linked NHLBI donor-
recipient repositories (and estimate rates of transmission by XMRV-MLV-reactive
donations). Further, if XMRV/MRVs are found to be transmissible by transfusion, studies
can be conducted to achieve a greater understanding of the correlates of transmission and of
the viral and immunological parameters of acute infection. This in turn would help define
the optimal approach to blood screening if the latter was deemed necessary, and in particular
would highlight the relative value of serological versus NAT screening.

Conclusions
Over the last two decades, there has been a focus within the blood banking community not
only on emerging infectious diseases but also on the emerging knowledge of known
infectious agents and the risk they may pose to transfusion recipients41. Evaluating
emerging infectious agents which may affect the safety of the blood supply includes early
recognition of potential threats and development of scientific priorities, as well as having a
proactive, flexible and funded strategic research agenda that will effectively and rapidly
mobilize available expertise and resources to address pressing questions in a scientifically-
sound and timely manner. In this commentary we have presented our methodical approach
to address the current scientific knowledge gaps in XMRV/MRV, and through the NHLBI-
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funded REDS-II program have been responsive by developing and coordinating multi-
laboratory studies of XMRV/MRV related to the safety of the nation's blood supply. The
creation and combined efforts of the Blood XMRV SRWG and the AABB
Interorganizational Task Force are critical to addressing the possibility that XMRV/MRV
may turn out to be transfusion-transmitted pathogen(s). We hope that this investigation will
not only help evaluate whether XMRV/MRV represent a threat to the safety of the Nation’s
blood supply, but also contribute new science related to this potentially important class of
retroviruses.
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Figure 1. Sensitivity of detection of XMRV by multiple laboratories
Analytical panels for whole blood (A) and plasma (B) were created by serial dilution of
22Rv1 cells or 22Rv1 cell supernatant in whole blood and plasma respectively. The
dilutions were tested in triplicate by six laboratories (CDC, FDA lab of Dr Hewlett
[FDA(H)], FDA lab of Dr Lo [FDA(Lo)], Gen-Probe Inc [GP], NCI and WPI). Red
represents 3/3 replicates being positive, orange is 2/3, yellow is 1/3 and white is 0/3.
Replicates of six negatives were performed and white represents 0/6, while green represents
1/6 replicates being positive. In the case of FDA(Lo) and WPI subsequent sequencing
demonstrated in each case that the amplification product in the single false positive result for
a negative control sample was of human genomic origin. In the case of GP, a repeat by a
separate operator yielded 0/6 controls as positive.
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