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Abstract

Murine leukemia viruses (MLV), including xenotropic-MLV-related virus (XMRV), have been
controversially linked to chronic fatigue syndrome (CFS). To explore this issue in greater depth,
we compiled coded replicate samples of blood from 15 subjects previously reported to be XMRV/
MLV-positive (14 with CFS) and from 15 healthy donors previously determined to be negative for
the viruses. These samples were distributed in a blinded fashion to nine laboratories which
performed assays designed to detect XMRV/MLYV nucleic acid, virus replication, and antibody.
Only two laboratories reported evidence of XMRV/MLVs; however, replicate sample results
showed disagreement and reactivity was similar among CFS subjects and negative controls. These
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results indicate that current assays do not reproducibly detect XMRV/MLYV in blood samples and
that blood donor screening is not warranted.
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Novel murine leukemia virus (MLV)-like sequences were identified in, and implicated as a
potential infectious cause of, human prostate cancer in 2006 (1). These sequences appeared
to be closely related to xenotropic MLV (X-MLV) and were termed X-MLV-related virus or
XMRV. In 2009, similar viral sequences were identified in a cohort of patients with chronic
fatigue syndrome (CFS) (2). In that study XMRV could be directly cultured from both
peripheral blood mononuclear cells (PBMC) and plasma from the majority of patients with
CFS, and XMRYV sequences were detected by PCR and RT-PCR (2, 3). Furthermore,
evidence of an immune response to MLVs was observed in patient plasma (2, 3). In an
independent study, other patients with CFS were reported to harbor MLV-related virus
sequences, but not XMRV, in PBMC and plasma (4). These sequences were derived from
viruses resembling polytropic MLVs (P-MLYV), rather than X-MLV. Importantly, both
studies identified XMRV/P-MLYV in the majority (67 to 86%) of patients with CFS but also
in substantial numbers of healthy controls including blood donors (4-7%) (2, 4).

Subsequent studies cast doubt on the association between XMRV/P-MLVs and CFS, and
indeed on the detection of XMRV/P-MLVs in human populations (reviewed in (5)). Many,
although not all (6, 7), of these negative studies focused on nucleic acid detection and/or
serology and did not include cell culture assays for virus (8-11). Several additional findings
raised uncertainty about the high rates of XMRV/P-MLYV in patients with CFS that had been
described in the two seminal papers: (i) clinical samples and PCR reagents were found to be
contaminated by XMRYV and mouse DNA containing endogenous MLVs (12); (ii) XMRV
and P-MLV lack the sequence diversity that would be expected to arise following
transmission, infection, and repeated cycles of replication of a retrovirus in humans (13, 14),
and (iii) evidence was presented which strongly suggested that XMRV originated in the
early 1990s by recombination of endogenous MLVs following serial passage of a human
prostate xenograft in laboratory mice (15). It was postulated that this laboratory passage
resulted in the generation of several prostate cancer cell lines harboring integrated XMRV
sequences that produced high levels of infectious virions. These XMRV-infected cell lines
were subsequently widely disseminated and likely produced inadvertent XMRV
contamination of laboratories and reagents (15).

We report here the results of a comprehensive study where multiple laboratories analyzed
the same blood samples for XMRV/P-MLV. The blood samples which were drawn from
persons who were previously reported to be XMRV- (2) or P-MLV-positive (4) and from
blood donors who previously tested negative for XMRV, were aliquoted into replicate tubes
and assembled into coded panels together with replicates of experimentally prepared
positive control samples. The testing was performed fully blinded to remove bias. These
samples were tested by nine laboratories using highly sensitive and previously validated
nucleic acid, serological and culture assays (tables S1 to S5) for XMRV and other MLVs
(16). The two laboratories that had previously found an association for the MLVs with CFS
participated in this study (2, 4). All nine laboratories used XMRV/P-MLV nucleic acid
amplification testing (NAT), serological and/or culture assays of their own choosing which
were incorporated into parallel or serial testing algorithms to generate final results. The
majority of laboratories included assays to detect murine DNA contamination either on all
samples or on all NAT positive samples.

Fourteen patients with CFS, together with one person reporting contact with a CFS patient
[described in supporting online material (17)], all of whom were previously reported to be
XMRV/P-MLV-positive by at least one method (table S6) were enrolled into the study at

two clinical sites using IRB-approved protocols and consents (referred to as the XMRV/P-
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MLV cohorts henceforth). Per study protocol, none of the 15 subjects were on
antiretrovirals, but several later disclosed that they were taking other antivirals (e.g.,
valacyclovir) and two were on immunosuppressive medications (the latter are indicated in
table S6). In the case of the P-MLV-like viruses described by Lo and colleagues (4), only
PCR detection had been performed in the original study; four of five patients enrolled into
the current study were reported to be P-MLYV reactive on the archived samples from the
original cohort study and on a second sample collected 15 years later (2010) whereas one
patient was PCR-positive only on the original archived sample (4). The Whittemore
Peterson Institute (WPI) patient cohort was more intensively characterized as positive by
PCR, serology and/or culture, although none of the study subjects tested positive in all
assays at all time points (table S6).

To minimize introduction of potential contaminants, we took extensive precautionary
measures during the collection of specimens and the laboratory processing of blood and
preparation of sample aliquots (17). Blood specimens were collected by independent
phlebotomists, shipped to the central laboratory (17), and processed into coded PBMC,
plasma and whole blood (WB) aliquots. Similarly, fifteen control specimens from blood
donors (n=12) or laboratory controls (n=3) that had been established as negative for XMRV
and MLVs by PCR, serology and culture by multiple laboratories, were collected, processed
and aliquoted in parallel (17). Finally, a separate facility in the central laboratory prepared
and characterized stocks of the XMRV-infected human cell line 22Rv1 (15, 18) and
supernatant, which were used to spike samples to create a set of low-level positive controls
7.

A total of eleven NAT, five serology and three culture assays were performed on the
samples (17). The WPI laboratory did not report culture assay results because their target
cells had become contaminated with mycoplasma. Other than this, all sites reported results
on all distributed and coded sample aliquots to the central laboratory. The results were then
decoded and compiled into analysis datasets specific to the panels.

Few positive NAT results were reported, other than on the coded spiked positive control
replicate aliquots (table 1) (table S7). Six of seven laboratories that performed NAT on three
sample types (plasma, PBMC and WB) reported no positive result for coded clinical
samples (XMRV/P-MLYV cohorts or negative controls), whereas these laboratories detected
XMRYV in 100% of the spiked controls (table 1). These laboratories included those that
employed the most sensitive XMRV/P-MLYV assays available, based on our previous
blinded analytical sensitivity performance study (16). Of particular note, the FDA/Lo
laboratory failed to detect MLV-like sequences using the same nested PCR assay as
previously published, in either the known negative controls or in the XMRV/P-MLYV cohort
samples. The samples scored as negative by this laboratory included the replicate samples
from five patients with CFS reported as P-MLV positive in their previous study, four of
whom had also tested positive on a second specimen collected over a decade after the
archived CFS cohort panel (4).

The only positive NAT results on some of the replicates from clinical samples were reported
by WPI. The WPI assays appeared less sensitive than those used by the other laboratories,
based on the fact that only 3 of 5 plasma and 4 of 5 PBMC-spiked positive control replicates
were scored as positive by WPI (table 1) (table S7). However, two plasma clinical aliquots
were reported as positive in the WPI nested RT-PCR gag assay. These samples were from
two different negative controls, and only one out of the three replicates was positive in each
case. Sequencing of the excised bands revealed 1-3 base changes compared to XMRV
derived from 22Rv1 (supporting online text). A clinical PBMC sample, derived from one of
the nine WPI CFS patients, was also positive in WPI’s nested gag PCR assay. However,
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only one of two PBMC replicates for this individual was positive, and all replicates of
plasma and WB from this patient were reported as negative by WPI. All positive samples
tested negative for mouse DNA contamination as assessed by mouse mitochondrial DNA
PCR (4). Reactivity rates did not significantly differ between samples from negative controls
and the XMRV/P-MLYV cohorts (p >0.05) (supporting online text, table S10).

In the initial study, Lombardi et al. reported that the most effective and consistent method of
determining whether an individual was XMRV-positive was by isolation of replication-
competent virus through co-culture of target prostate cell lines with either patient PBMCs or
plasma (2, 3). Although culture results were not reported by WPI in the present study, the
NCI/Ruscetti laboratory also successfully performed virus culture using both plasma and
PBMC in the Lombardi et al. study (2, 3). Additionally, virus culture was performed by the
FDA/Hewlett laboratory, which used two methods, one of which (LNCaP cell culture) was
established in their laboratory for this study based on WPI procedures and on-site training
by the lead investigators from the WPI and NCI/Ruscetti laboratories, and hence viral
culture in this laboratory would be expected to have equivalent sensitivity to the culture
method used by Lombardi et al. (17). Both laboratories successfully detected all five
replicates of the spiked positive controls (~10% RNA copies/ml). However, while neither of
the FDA/Hewlett assays detected confirmed positive cultures in the 30 coded clinical
aliquots, the NCI/Ruscetti laboratory reported nine aliquots as positive (table 1, 2). Six of
the positive results were from negative control samples (40% positive rate); these six
subjects/samples had previously been pedigreed by the same laboratory as culture-negative
(17). In contrast, only three (20%) of the 15 XMRV/P-MLV-cohort subjects (including ten
subjects who had previously been found to be culture-positive by the WPI and NCI/Ruscetti
laboratories) tested positive in the coded panel (table S1). There was no significant
difference between the rate of reported positive culture results among negative controls and
the XMRV/P-MLYV cohort subjects (p-value = 0.43, table S8).

Finally, serology was performed by four laboratories (17). Although plasma with human
antibodies to XMRV/P-MLVs was not available to produce spiked controls for serology, all
four laboratories performed their own internal controls (17). Three assays --a Western blot
test using purified XMRV (CDC) (19) and two chemiluminescent immunoassays using
recombinant XMRV gp70 and p15E (Abbott Diagnostics) (20)-- failed to detect positive
results for any of the coded replicates prepared from the 30 clinical samples. A flow
cytometry-based serologic assay run by two laboratories (NCI/Ruscetti and WPI), utilizing
mouse cells expressing the spleen focus-forming virus (SFFV) envelope as employed in the
original Lombardi et al. study, reported a number of positive results on samples from both
the XMRV/P-MLYV cohorts and the negative-plasma controls. The NCI/Ruscetti laboratory
reported 13 positive samples, including eight (53%) from 15 known negatives and five
(33%) from 15 XMRV/P-MLYV cohort subjects (table 1) (table 2). None of the positive
results from the XMRV/P-MLV cohorts or controls were reported for more than one of the
uniquely coded replicates, despite the fact that every sample was represented in the panel in
duplicate or triplicate (table 2). There was no significant difference between the proportions
of negative controls and XMRV/P-MLYV cohort subjects identified as serology-positive (p-
values >0.20 regardless of how positivity was defined [supporting online text, Table S9]).

Among all serologic replicates tested, the WPI detected 22 positives, including 10 reactive
results among the negative controls, and six each in the subjects previously reported as
positive by WPI and by FDA/Lo (table 1) (table S7). Three of the six known negative
controls with a positive serology result had at least two of three replicates positive (table 2).
All five patients previously identified as P-MLV positive by FDA/Lo had a replicate called
serology positive, but only one had both replicates reported as positive. Similarly for the 10
subjects previously identified as XMRYV positive by WPI, four subjects had one of two
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replicates reported as serology positive, while both replicates from one patient were reported
positive (table 2). There was no significant difference in the rates of positive WPI serology
results between negative controls and XMRV/P-MLYV cohort subjects (p-value = 0.27).
There was no statistical agreement between the samples reported as serology positive by the
NCI/Ruscetti and WPI laboratories, despite the fact that they used similar assays (supporting
online text, tables S9, S10). Kappa values were calculated for each criterion and for all
subjects combined using standard procedures (17, 21). The Kappa values for level of
agreement of results between these two laboratories ranged from —0.20 for WP1 XMRV/P-
MLV-positive subjects (no agreement) to 0.21 for all negative controls combined (fair
agreement). However, the most telling Kappa value between the WPI and NCI/Ruscetti
serology results is the one computed for all subjects combined, which is 0.01 indicating no
agreement.

In summary, our study demonstrates that no XMRV/P-MLYV assay in any of the nine
participating laboratories could reproducibly detect XMRV/P-MLYV in fifteen subjects
(fourteen with CFS) who had previously been reported as XMRV/P-MLV-infected usually
at multiple time points and often by multiple assays (2, 4). The two laboratories (WPI and
NCI/Ruscetti labs) that reported positive results in this study reported similar rates of
reactivity among XMRV/P-MLYV subjects and known negative control donor samples. The
results from both laboratories were inconsistent when their assays were performed in
parallel on replicate sample aliquots derived from individual subject specimens. There was
also no agreement of reactivity when comparing results between these two laboratories for
the 30 blinded XMRV/P-MLYV cohorts and control samples. In contrast, assays developed
by FDA (Lo and Hewlett), CDC, NCI/DRP, Abbott Diagnostics, Abbott Molecular and
Gen-Probe, all of which have been designed to detect XMRYV and relevant MLVs with high
sensitivity and specificity, failed to detect evidence of viral infection in any of the previously
positive subjects, including CFS patients, or negative control specimens represented in the
study.

Altogether, 15 XMRV/P-MLYV cohort subjects were represented in this study, the maximum
number of subjects who could be recruited by the cohort investigators (2, 4). Since most
patients were selected based on having previously tested positive for XMRV/P-MLV 1-3
years ago, it is possible that levels of viremia and/or antibody could have waned by the time
samples were drawn in our study; however, this is contradictory to Lo et al.’s finding that 4
of 5 patients retested positive 15 years later (4). The inconsistent reactive results from the
two laboratories that previously reported detection of XMRV (NCI/Ruscetti and WPI) and
the negative results from all other laboratories, including the laboratory that previously
reported detection of P-MLV (FDA/Lo0), strongly suggest that the positive reactivity in this
study represents false positive results due to assay non-specificity or cross-reactivity (e.g. to
other endogenous or exogenous retroviruses). However, we cannot definitely exclude the
possibility that the levels of XMRV/P-MLV markers in blood may be at or below the limit
of detection of all assays and/or fluctuate over time as recently described in experimentally
infected macaque studies (22).

Based on these findings, we conclude that currently available XMRV/P-MLV assays,
including the assays employed by the three participating laboratories that previously
reported positive results on samples from CFS patients and controls (2, 4), cannot
reproducibly detect direct virus markers (RNA, DNA, or culture) or specific antibodies in
blood samples from subjects previously characterized as XMRV/P-MLV positive (all but
one with a diagnosis of CFS) or healthy blood donors. Finally, our findings are reassuring
with respect to blood safety and indicate that routine blood donor screening for XMRV/P-
MLYV is not warranted at this time.

Science. Author manuscript; available in PMC 2012 November 11.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Simmons et al.

Page 6

Supplementary Material

Refer to Web version on PubMed Central for supplementary material.

Acknowledgments

The authors acknowledge the tremendous effort contributed by all Blood XMRYV Scientific Research Working
Group (SRWG) members; the roster of the SRWG is listed as supporting material in Science Online. The authors
acknowledge the many laboratory members from all of the contributing laboratories, including Imke Steffen, Ingrid
Wilson, Lubov Pitina, Karla Murcia, Patrick Loanzon, Simon Ng and Nelly Gefter at BSRI, HaoQiang Zheng,
Hongwei Jia, Shachua Tang, and Anupama Shankar at CDC, Cassandra Puccinelli, Shanti Rawat, Amanda
McKenzie, Kathyrn Hagen and Debbie Taylor Cramer at WPI, James Carrick at Gen-Probe Incorporated, Dan
Bertolette, Ying Huang and Cari Sadowski at NCI/Ruscetti, Elizabeth Anderson, Jonathan Spindler, and Ann
Wiegand at the DRP, Krishnakumar Devadas, Mohan Kumar Haleyur Giri Setty, Shixing Tang, Pan He Zhang and
Durga Sivacharan Gaddam in OBRR, FDA, Bingjie Li, Natalia Pripuzova and Guo-Chiuan Hung in OCTGT, FDA,
Richard Wang from the clinical center NIH, Gregor Leckie at Abbott Molecular and Xiaoxing Qiu at Abbott
Diagnostics. The laboratory work was funded by the NHLBI REDS-I1 Central Laboratory Contract to Blood
Systems Research Institute (N01 HB-57181). JMC was a Research Professor of the American Cancer Society with
support from the FM Kirby Foundation. The findings and conclusions in this report are those of the authors and do
not necessarily represent the views of the US National Institutes of Health, Centers for Disease Control and
Prevention, Food and Drug Administration, or the Department of Health and Human Services. M.P.B. is a member
of the Scientific Advisory Board of Gen-Probe, which provides blood screening assays for pathogen nucleic acids.
S. K. is a paid consultant to Novartis Diagnostics, a distributor of blood donor screening assays, and to Cerus
Corporation, a manufacturer of pathogen inactivation systems for blood components. The Whittemore Peterson
Institute has filed patent applications related to methods of testing XMRVs and variants in blood. Abbott
Laboratories has filed patent applications relating to detection of XMRYV using immunoassays and molecular-based
assays. Gen-Probe has filed patent applications relating to the assays they performed in this paper.

References

1. Urisman A, et al. Identification of a novel Gammaretrovirus in prostate tumors of patients
homozygous for R462Q RNASEL variant. PLoS Pathog. 2006; 2:e25. [PubMed: 16609730]

2. Lombardi VC, et al. Detection of an infectious retrovirus, XMRV, in blood cells of patients with
chronic fatigue syndrome. Science. 2009; 326:585. [PubMed: 19815723]

3. Mikovits JA, Lombardi VC, Pfost MA, Hagen KS, Ruscetti FW. Detection of an infectious
retrovirus, XMRV, in blood cells of patients with chronic fatigue syndrome. Virulence. 2010; 1:386.
[PubMed: 21178474]

4. Lo SC, et al. Detection of MLV-related virus gene sequences in blood of patients with chronic
fatigue syndrome and healthy blood donors. Proc Natl Acad Sci U S A. 2010; 107:15874. [PubMed:
20798047]

5. van Kuppeveld FJ, van der Meer JW. XMRV and CFS-the sad end of a story. Lancet. 2011 doi:
10.1016/S0140-6736(11)60899-4.

6. Knox K, et al. No evidence of murine-like gammaretroviruses in CFS patients previously identified
as XMRV-infected. Science. 2011; 333:94. [PubMed: 21628393]

7. Shin CH, et al. Absence of XMRV retrovirus and other murine leukemia virus-related viruses in
patients with chronic fatigue syndrome. J Virol. 2011; 85:7195. [PubMed: 21543496]

8. Erlwein O, et al. Failure to detect the novel retrovirus XMRYV in chronic fatigue syndrome. PLoS
One. 2010; 5:8519. [PubMed: 20066031]

9. Hong P, Li J, Li Y. Failure to detect Xenotropic murine leukaemia virus-related virus in Chinese
patients with chronic fatigue syndrome. Virol J. 2010; 7:224. [PubMed: 20836869]

10. Gray ER, et al. No evidence of XMRV or related retroviruses in a London HIV-1-positive patient

cohort. PL0S One. 2011; 6:€18096. [PubMed: 21448291]

11. Tang S, et al. Absence of detectable xenotropic murine leukemia virus-related virus in plasma or
peripheral blood mononuclear cells of human immunodeficiency virus Type 1-infected blood
donors or individuals in Africa. Transfusion. 2011; 51:463. [PubMed: 21077909]

12. Smith RA. Contamination of clinical specimens with MLV-encoding nucleic acids: implications
for XMRYV and other candidate human retroviruses. Retrovirology. 2010; 7:112. [PubMed:
21171980]

Science. Author manuscript; available in PMC 2012 November 11.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Simmons et al.

13.

14.

15.

16.

17.
18.

19.

20.

21.
22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

Page 7

Hue S, et al. Disease-associated XMRYV sequences are consistent with laboratory contamination.
Retrovirology. 2010; 7:111. [PubMed: 21171979]

Katzourakis A, Hue S, Kellam P, Towers GJ. Phylogenetic analysis of MLV sequences from
longitudinally sampled Chronic Fatigue Syndrome patients suggests PCR contamination rather
than viral evolution. J Virol. 2011 doi:10.1128/JV1.00827-11.

Paprotka T, et al. Recombinant origin of the retrovirus XMRV. Science. 2011; 333:97. [PubMed:
21628392]

Simmons G, et al. The Blood Xenotropic Murine Leukemia Virus-Related Virus Scientific
Research Working Group: mission, progress, and plans. Transfusion. 2011; 51:643. [PubMed:
21366602]

Materials and methods are available as supporting material on Science Online.

Knouf EC, et al. Multiple integrated copies and high-level production of the human retrovirus
XMRYV (xenotropic murine leukemia virus-related virus) from 22Rv1 prostate carcinoma cells. J
Virol. 2009; 83:7353. [PubMed: 19403664]

Satterfield BC, et al. Serologic and PCR testing of persons with chronic fatigue syndrome in the
United States shows no association with xenotropic or polytropic murine leukemia virus-related
viruses. Retrovirology. 2011; 8:12. [PubMed: 21342521]

Qiu X, et al. Characterization of antibodies elicited by XMRYV infection and development of
immunoassays useful for epidemiologic studies. Retrovirology. 2010; 7:68. [PubMed: 20716359]
Cohen J. A coefficient of agreement for nominal scales. Educ Psychol Meas. 1960; 20:37.
Onlamoon N, et al. Infection, viral dissemination, and antibody responses of rhesus macaques
exposed to the human gammaretrovirus XMRV. J Virol. 2011; 85:4547. [PubMed: 21325416]
Fukuda K, et al. The chronic fatigue syndrome: a comprehensive approach to its definition and
study. International Chronic Fatigue Syndrome Study Group. Ann Intern Med. 1994; 121:953.
[PubMed: 7978722]

Dong B, et al. An infectious retrovirus susceptible to an IFN antiviral pathway from human
prostate tumors. Proc Natl Acad Sci U S A. 2007; 104:1655. [PubMed: 17234809]

Schlaberg R, Choe DJ, Brown KR, Thaker HM, Singh IR. XMRYV is present in malignant prostatic
epithelium and is associated with prostate cancer, especially high-grade tumors. Proc Natl Acad
Sci U S A. 2009; 106:16351. [PubMed: 19805305]

Switzer WM, Jia H, Zheng H, Tang S, Heneine W. No association of xenotropic murine leukemia
virus-related viruses with prostate cancer. PLoS One. 2011; 6:19065. [PubMed: 21573232]
Erlwein O, et al. DNA extraction columns contaminated with murine sequences. PLoS One. 2011;
6:23484. [PubMed: 21876752]

Tuke PW, Tettmar Kl, Tamuri A, Stoye JP, Tedder RS. PCR master mixes harbour murine DNA
sequences. Caveat emptor! PLoS One. 2011; 6:e19953. [PubMed: 21647447]

Switzer WM, et al. Absence of evidence of xenotropic murine leukemia virus-related virus
infection in persons with chronic fatigue syndrome and healthy controls in the United States.
Retrovirology. 2010; 7:57. [PubMed: 20594299]

Oakes B, et al. Contamination of human DNA samples with mouse DNA can lead to false
detection of XMRV-like sequences. Retrovirology. 2010; 7:109. [PubMed: 21171973]

Palmer S, et al. New real-time reverse transcriptase-initiated PCR assay with single-copy
sensitivity for human immunodeficiency virus type 1 RNA in plasma. J Clin Microbiol. 2003;
41:4531. [PubMed: 14532178]

Sfanos KS, et al. Identification of replication competent murine gammaretroviruses in commonly
used prostate cancer cell lines. PLoS One. 2011; 6:620874. [PubMed: 21698104]

Zhang YA, et al. Frequent detection of infectious xenotropic murine leukemia virus (XMLV) in
human cultures established from mouse xenografts. Cancer Biol Ther. 2011; 12

Chaipan C, et al. Severe restriction of xenotropic murine leukemia virus-related virus replication
and spread in cultured human peripheral blood mononuclear cells. J Virol. May.2011 85:4888.
[PubMed: 21325415]

Agresti, A. Categorical Data Analysis. ed. 2nd. Wiley; 2002.

Science. Author manuscript; available in PMC 2012 November 11.



Page 8

Simmons et al.

VIN S/0 0T/0 ST/0 olje]

VIN S/0 0T/0 ST/0 a-noqav ABojoaas
S/S S/0 +0T/€ qT/9 1192sNY/ION

S/S S/0 0T/0 ST/0 N3IMeH/va4d aimynd
S/S S/0 0T/0 ST/0 IdM\

S/9 S/0 0T/0 ST/0 ddd/ioN

S/S S/0 0T/0 ST/0 8(0ld-us9

S/S S/0 0T/0 ST/0 H3IMeH/VA4

S/9 S/0 0T/0 ST/0 07/va4d

S/S S/0 0T/0 ST/0 jolaje]

S/S S/0 0T/0 ST/0 N-Hoqav aM/1VN
Siv S/0 $0T/T €/0 IdM

S/S S/0 0T/0 €/0 ddd/ioN

S/9 S/0 0T/0 €/0 8Q0id-us9

S/S S/0 0T/0 €/0 N3ImMeH/va4d

S/S S/0 0T/0 €/0 07/va4d

S/9 S/0 0T/0 €/0 jolaje]

S/S S/0 0T/0 €/0 N-n0qaqy  JOINdd/LVN
s/g S/0 0T/0 15112 IdM

a/s /0 0T/0 ST/0 ddd/ION

S/S S/0 0T/0 ST/0 8Q01d-us9

S/9 S/0 0T/0 ST/0 N3IMeH/va4

a/s /0 0T/0 ST/0 07/va4

S/S S/0 0T/0 ST/0 jolaje]

S/S S/0 0T/0 ST/0 JN-R00GY ewse|d/1VN

*&um.—n:w *Som.—g:m
TGS 4N dpax ey OPET L
‘e300 07 IdM\
adA1 adwes

salio1eloqe] || wol) s)nsai Aesse ATN-d/ALINX 11V
T alqel

NIH-PA Author Manuscript NIH-PA Author Manuscript NIH-PA Author Manuscript

Science. Author manuscript; available in PMC 2012 November 11.



Page 9

Simmons et al.

[1xa1 auijuo Buiioddns] passnasip ale sanjea d) patedwod a1am $193[gns 110Yod ATN-d/AHINX Pue saAieBau [041U0d JO sajel AJIAIIORES 8Y) UBYM US3S SBM UOITRID0SSE JuBdIIUbBIS ON =

t
9]1qearjddy 10N SI /N ‘Poojq ajoym si gaA ‘sonsoubeld 1noqqy st @-noqqy ‘1e[nasjoiN 1oqay st IN-10qqy u+
aAIISOd PaJSpISUOD SeMm [enpIAIPUL USAIB © 104 palsal € 10 Z ‘T 40 N0 ajedijdal aAnaeal 916uIs v "palsal Jaquinu/aAnisod JaquinN =
*
V/IN +5/S 0T/ ST/9 IdM
V/IN +S/C oT/€ qT/8 1199SNY/IDON
*Bom.E:m *&bw.—n:m
slonuod AN AN ,Slonuod Kioreloqe -
paiids  -d/AYNX  -d /AHINX  3AizebaN
‘leye 07 IdM\
adAy ajdwies

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

Science. Author manuscript; available in PMC 2012 November 11.



Page 10

Simmons et al.

T/0 ut ot 2/0 T/0 8
T/0 2i0 20 20 20 L
T/0 2/0 z/0 2/0 /0 9
T 2/0 /0 ot T/0 S
T 2i0 e 20 20 4
T/0 2/0 ot /0 /0 €
T/0 2/0 ot T/0 T/0 [
T/0 aut 20 20 T/0 T
$300[aNS ATA-d/AEINX IdM
1
T/0 €/0 €/0 IN €/0 qT
/T ern €/0 IN €/t T
T ern €/0 IN €/0 €T
T €/0 € IN €/0 A
T/0 ern €/t IN €/0 1
T ern €/0 IN €/0 o1
T ern e/e IN €/0 6
T/0 €/0 94 IN €/0 8
T/0 €/0 €/0 IN €/0 L
T/0 ern €/0 IN € 9
T/0 €/0 €/0 IN €/0 S
T/0 ern € AN €/0 4
T/0 ut e /0 T/0 €
T 2i0 20 T/0 T/0 [
T/0 2/0 20 2/0 /0 1
sjo43uoD annebaN
ainynod Abojoses — ABOI0JSS  DWE/LYN  BUSBIA/LYN  1y5ine
1180SNH/ION  13183SN/ION IdM I1dM 1dM N %&mw
Aessy

s)ynsas anmisod yiim sAesse 1oy sajealjdal Jo synsay
¢ 9lgqel

NIH-PA Author Manuscript NIH-PA Author Manuscript NIH-PA Author Manuscript

Science. Author manuscript; available in PMC 2012 November 11.



Page 11

Simmons et al.

80°0— S! Id/M PU® 11133sny/1DN Udamiaq s198lgns 1oyoo |je 1oy ABojotas ay) 1oy eddey wﬁ:

00°0 S! IdM pue 139SNY/IDN Usamiag s1alans ATIN-d/AYINX “[e 19 07 ayp 1oy ABojolss ayy 1o} eddey UL

02°0— SI IdM Pu 132sn¥/ION Usamiaq s1alans ATIN-d/AYINX IdM au} 4oy ABojouss aup Joy eddey ayL "

T2°0 ! Id/M PUB 11139SNY/1DN Usamiaq s|oiuod aaireBau ayy oy ABojouss sy oy eddey ms._#

pa1sal 10N st LN
*

g/S IN IN Gy G/e 1

s1041U0D paxids
b'g

T/0 /0 2z /0 €/0 S

T/0 aut ot 2/0 €/0 4

T/0 Ut Ut 2/0 €/0 €

T/0 /0 2t 2/0 €/0 Z

T/0 /0 ot 2/0 €/0 1
$103[QNS ATN-d/AYINX "Te 39 07

i
/T Ut /0 2/0 /0 0T
T/0 2/0 ot €/0 /0 6
a4mind ABojoaas ABoj048S  OINFd/LVN  Bwse|d/1VN 1olang

IM3OSNY/IDN  11199sNy/ION IdM IdM IdM adAL

a)dwes

Aessy

NIH-PA Author Manuscript NIH-PA Author Manuscript

NIH-PA Author Manuscript

Science. Author manuscript; available in PMC 2012 November 11.



