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Abstract

Large granular lymphocyte (LGL) leukemia characterized by clonal expansion of antigen-
activated cytotoxic T cells (CTL). Patients frequently exhibit seroreactivity against a human T-cell
leukemia virus (HTLV) epitope, BA21. Aplastic anemia, paroxysmal nocturnal hemoglobinuria
and myelodysplastic syndrome are bone marrow failure diseases that can also be associated with
similar aberrant CTL activation (LGL-BMF). We identified a BA21 peptide that was specifically
reactive with LGL leukemia sera and found significantly elevated antibody reactivity against the
same peptide in LGL-BMF sera. This finding of shared seroreactivity in LGL-BMF conditions
and LGL leukemia suggests that these diseases might share a common pathogenesis.

Keywords

LGL leukemia; aplastic anemia; myelodysplastic syndrome; paroxysmal nocturnal
hemoglobinuria; HTLV antibody

1. Introduction

The Bone Marrow Failure Disease Consortium (BMFDC) of the Rare Diseases Clinical
Research Network was organized with National Institutes of Health support to study rare
hematologic diseases, including LGL leukemia, myelodysplastic syndromes (MDS), aplastic
anemia (AA), and paroxysmal nocturnal hemoglobinuria (PNH). Extensive data support the
antigen activated nature of leukemia LGL cells [1]. T-LGL leukemia has been characterized
as an accumulation of apoptosis resistant effector memory cytotoxic T lymphocytes (CTL)
that constitutively express perforin and other markers of activated killer cells [1-3]. Like
LGL leukemia, expansions of effector memory CTL have been noted in these other
hematologic diseases [4-8]. However, T-LGL leukemia cells are typically
CD3+CD8+CD57+DR+, with clonal rearrangement of the T cell receptor (TCR), whereas
the CTL clones in these marrow failure diseases are less prominent and often oligoclonal [4—
9]. It has been postulated that exposure to infectious agents might lead to CTL expansion in
LGL leukemia, although the actual target recognized by these activated CTL has not been
characterized [4, 10].

There are some reports of LGL leukemia developing in retrovirally-infected individuals [11-
17]. Findings in LGL leukemia indicate that sera from 21% of patients are positive in an
HTLV-1 and/or HTLV-2 ELISA, compared to 0.17% positive sera in normal donors.
Subsequent Western blot analyses showed that this reactivity is sero-indeterminate and that
most patients are not infected with a prototypical retrovirus [18-20].

It has been documented that non-infected patients with autoimmune disorders and chronic
diseases of aging can demonstrate indeterminate retroviral serology [21, 22]. There are
numerous critical differences in the pattern of reactivity for LGL leukemia patients and these
other cross-reactive groups. According to a previous study, 84% of non-infected sero-
indeterminate normal donors had antibodies to HTLV gag p19 protein only, 16% were
reactive with HTLV gag p24 only, and 2.9% had dual gag p24 plus env p21e reactivity [18].
In contrast, only 4% of sero-indeterminate LGL leukemia patients were reactive to gag p19
only, while 82% reacted to gag p24, and 39% demonstrated dual gag p24/env p2le
reactivity. Therefore, patients have a disease-directed antibody response against HTLV-1
that is markedly distinct from normal non-infected people.

We have demonstrated that HTLV env reactivity in LGL leukemia was directed at the BA21
region, overlapping the immunogenic p21e transmembrane [23]. Previous studies have
indicated that 30% to 46% of sera from LGL leukemia patients were reactive to BA21.
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However, LGL-specific BA21 epitopes were not identified at that time. Results of an earlier
study utilizing radio-immunoassays suggested that the amino terminus of BA21 (containing
QEQCR) was more specifically reactive than the PPLE-containing region for patients
infected with HTLV-1 [24].

Since the original descriptions of HTLV seroreactivity in LGL leukemia were drawn from
clinical ELISAs designed to screen for HTLV-1/2 infection in blood donors, we used a
combined microarray and ELISA platform to test antibody recognition. The reactive
sequences were further tested on ELISA to identify a disease-specific BA21 epitope, i.e.;
one that was consistently recognized by antibodies from LGL leukemia patients but not by
serum antibodies from healthy donors. The selected LGL leukemia-specific epitope was
located in the amino terminus of BA21. It was recognized by at least 40% of LGL leukemia
sera but not by normal donor sera. We also determined the levels of BA21 IgG for
participants in the BMFDC. We found that a substantial number of sera from participants
with AA, MDS, and PNH also recognized the epitope. Reactivity with the LGL leukemia-
specific BA21 epitope was associated with these BMF diseases. These data provide further
support for the hypothesis that a variety of hematologic diseases associated with CTL
expansion might result from a common pathogenetic mechanism.

2. Materials and methods

2.1 Sera

BA21 antibody testing was approved as part of a multi-institutional IRB protocol for the
Rare Disease Clinical Research Network (RDCRN)-sponsored Bone Marrow Failure
Diseases Consortium (BMFC). The consortium included four institutions: The Penn State
Hershey Cancer Institute (Penn State College of Medicine, Hershey, PA USA), the
Cleveland Clinic Taussig Cancer Center (Translational Hematology and Oncology
Research, Cleveland, OH, USA), the H. Lee Moffitt Cancer Center (Malignant Hematology,
Tampa, FL, USA), and the Jonsson Comprehensive Cancer Center (Department of
Hematology/Oncology, University of California Los Angeles, Los Angeles, CA, USA).

Sera collected from consented bone marrow failure (BMF) patients at the time of enrolment
(baseline samples) were included in this study. The BMF disorders in this study are aplastic
anemia (AA), LGL leukemia, myelodysplastic syndrome (MDS) and paroxysmal nocturnal
hemoglobinuria (PNH).

Additional LGL leukemia in this study sera were collected under the same inclusion/
exclusion criteria for the LGL Leukemia Registry and Tissue Bank located at Penn State
Hershey Cancer Institute (Hershey, PA). Sera from age and gender-matched healthy
anonymous donors were collected during the same period by Florida Blood Services (St
Petersburg, FL) and by the Hershey Medical Center Blood Bank (Hershey, PA). Inclusion
and exclusion criteria for all participants including normal donors are detailed in a
supplemental document (Supplementary Data).

Pooled normal control sera were purchased from Sigma (St Louis, MO). HTLV-1/2 infected
control sera were purchased from Zeptometrix (Buffalo, NY) and from SeraCare (Milford,
MA\). Inclusion criteria included confirmed infection with HTLV-1 or HTLV-2. Gender, age
and health status were not available for these samples. Screening for all individual donors/
specimens was performed as indicated in Table 1.

2.2 Epitope prediction analyses

Online databases were mined for epitope predictions for the BA21 sequence. Databases used
were LEPD (Linear Epitope Prediction Database,

Leuk Res. Author manuscript; available in PMC 2013 May 1.



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

1duasnuey Joyiny vd-HIN

Nyland et al.

Page 4

http://140.121.196.30/LEPD_Antigenicity.php) [25] and the Immune Epitope Database
(IEDB, http://tools.immuneepitope.org/main/html/bcell_tools.html). Reinforced merging
(LEPD) was combined with Kolaskar & Tongaonkar Antigenicity[26] plus BEpiPred [27]
(both at IEDB) algorithms.

2.3 Biologics

Peptides for array experiments were synthesized by Invitrogen EvoQuest Laboratory
Services (Carlshad, CA). Recombinant BA21 peptides for enzyme-linked immunosorbent
assays (ELISAs) were purchased from Biosynthesis Inc. (Lewisville, TX). Anti-human 1gG
antibodies and recombinant human IgGs were obtained from Sigma.

2.4 Reagents

ELISA reagents were purchased from Sigma and from Fisher Scientific (Pittsburgh, PA).
Dynal 4HB ELISA plates were used for all experiments. For peptide arrays, epoxy slides
and buffers for printing and blocking were purchased from Arraylt (Sunnyvale, CA). Cover
slips for array slides were purchased from Fisher Scientific. Fluorescent dye was obtained
from Invitrogen (Carlsbad, CA).

2.5 BA21 epitope screening array

The entire BA21 region was split into overlapping peptides, based on the published work of
Sokol, et al (Table 2, BA21.1 — BA21.4) [28]. Anti-human 1gG was used as a positive
control. A sequence derived from duck hepatitis B virus core protein, which is non-reactive
with human sera on arrays, was used as a negative control (CLT.NR).

The peptides and anti-lgG were suspended in protein printing buffer and applied to Arraylt
SuperEpoxy slides using a MicroGrid Il robotic arrayer (BioRobotics, Woburn, MA). Slides
were printed and prepared following manufacturer recommendations
(http://arrayit.com/Products/Microarray_Slides/Microarray_Slides_SuperEpoxy_1/
microarray_slides_superepoxy_1 and_2 protein.html). Binding sera were visualized on an
Axon GenePix 4000B scanner (Molecular Devices, Sunnyvale CA) and GenePix Pro 4.0
software (Molecular Devices). The signal data was transferred to GeneSpring software
(Agilent Technologies, Santa Clara CA) for analysis. 1gG recognition was confirmed by
BA21 peptide ELISA.

2.6 BA21 peptide ELISA design and controls

Peptides BA21.1 and BA21.4 (shown on Table 2) as well as the entire BA21 sequence
(BA21) were tested. Peptides were applied to 96-well Immulon 2 plates (Dynal) at
previously determined optimal concentrations. Commercially available pooled hormal donor
AB sera and 5 each HTLV-1/-2 infected donor sera were included in all BA21 ELISAS as
calibrators and controls. IgG concentrations were standardized as described in the
Supplementary Data. At least two ELISAs were performed for each test. For each
individual, mean values represent 1gG values from two plates with an inter-plate standard
deviation equal to or less than 10% of the mean 1gG value.

2.7 Statistical analyses

There are no data on BA21 seroreactivity in healthy non-infected donor sera. For this
reason, a 99% confidence interval was employed to identify the upper limits of reactivity for
the normal donor sera and this cut-off value was then applied to each LGL-BMF group to
determine which samples had elevated anti-BA21 1gG. The determination of significant
differences in anti-BA21 1gG levels for each group compared to the normal donors was
calculated by unpaired two-sided T tests. When smaller data sets were analyzed, the results
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of the T tests were compared to significance outcomes determined by Mann-Whitney
Wilcoxon (MWW) test, using o = 0.01 to derive the Z-critical value. The resulting MWW p
value is significant if it is close to 1 or 0.

3. Results

3.1 Prediction of BA21 B cell epitopes

Antigenicity was predicted for three regions of BA21, namely an amino terminus containing
EQCR (BA21.1, BA21.2), a region near the center of BA21 containing PPLE (BA21.3,
BA21.4), and a region at the carboxyl terminus containing WGLN (BA21.4) (Table 2). Of
these, PPLE-containing sequences were predicted to be the most immunogenic. We screened
peptides containing the predicted epitopes using microarray and ELISA methods.

3.2 Array and ELISA screening for LGL leukemia-specific BA21 epitopes

A peptide array was used to perform the first screening of the BA21 epitopes for 20 patients
and 20 normal controls (Fig. 1). The array was constructed with overlapping BA21 peptides
BA21.1 - BA21.4, including the peptides that were analyzed in the prediction analyses. A
peptide from the duck hepatitis B virus core reacted with none of the sera and was used as a
non-reactive control. As shown in Figure 1, the positive control anti-lgG1 antibody captured
a portion of the total 1gG from both groups. In contrast the BA21 epitopes hybridized to all
1gG subtypes. The result for this positive control was also used to confirm that both groups
produce equivalent amounts of IgG1. For BA21.1, median values in Normal and Leukemia
groups were 5088 and 8247 respectively; the distributions in the two groups differed
significantly using the Mann-Whitney Wilcoxon test with the Z-Critical value set for 99%
certainty (¢=0.01, U =13, n1 =n2 = 11, P < 0.005 two-tailed). The p value from the Mann-
Whitney Wilcoxon test was 0.89 in favor of the LGL leukemia group. Similarly for BA21.2,
median values in Normal and Leukemia groups were 1005 and 3822 respectively; and the
distributions also differed significantly using the same test (0¢=0.01, U=22,n1=n2=11,P
< 0.02 two-tailed). For this peptide, the MWW p value was 0.82 in favor of LGL leukemia.
None of the other groups were significantly different according to the outcomes of unpaired
two-tailed T tests and Mann-Whitney Wilcoxon tests.

Peptides derived from the amino terminus of BA21 elicited significantly stronger signal
intensities from the LGL leukemia sera than from normal sera. For the shortest BA21
EQCR-containing peptide BA21.1, the mean signal strength for LGL leukemia sera was
9073 (SD: 2567; range: 6094 — 15531). For the normal sera it was only 5550 (SD: 2282;
range: 2377-10800). The difference between the LGL: Normal signals was significant with
p<0.005. The slightly longer version of this peptide, BA21.2, also elicited a significantly
greater signal from the leukemia sera than from the normal sera (p<0.02). For the PPLE-
containing peptides, there was no significant difference in binding signal strength for normal
versus leukemia sera (BA21.3, p=0.18; BA21.4, p=0.28). We validated the array findings by
testing an additional 5 leukemia sera and 12 normal donor sera on ELISA (Fig. 2). In our
ELISA optimization testing, we learned that BA21.2 was more reactive with normal sera
than was BA21.1 (data not shown). Therefore we focused our attention on BA21.1.

3.3 Testing the LGL leukemia-specific BA21 epitope

The BA21.1 epitope was tested on 42 age and gender-matched specimens from LGL
leukemia patients and from normal control donors. Peptide BA21.1 was significantly more
reactive with LGL leukemia sera than with normal sera (p<0.002) (Fig. 3). From the 99%
confidence interval of the normal serum values it was determined that the upper value for
normal sera was 37.4 ug 1IgG/mL. None of the 42 normal sera (0%) and 20 of the 42
leukemia sera (48%) had significantly greater than normal reactivity. The BA21.1 peptide
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was up to two-fold more specific for LGL leukemia than was the entire BA21 antigen [23,
28]. To confirm the significance of the unpaired two-tailed T tests, we applied Mann-
Whitney Wilcoxon testing to the three groups. Results of this test suggested that the
distributions for normal and leukemia sera differed significantly in favor of LGL leukemia,
but with no significant gender difference within the leukemia or normal group. For male
versus female LGL leukemia, the MWW p value was 0.52 in favor of males (¢=0.01, U =
179, n Female = 15, n Male = 27, P = 0.42 two-tailed). For male versus female normal
donors, the MWW p value was 0.51 in favor of males (a=0.01, U = 198, n Female = 15, n
Male = 27, P = 0.98 two-tailed).

3.4 BA21 antibody reactivity in bone marrow failure diseases

Next, 102 LGL leukemia sera, 230 BMF sera and 237 normal donor sera were analyzed for
reactivity to BA21.1. We found significantly elevated antibody reactivity against BA21.1 in
all patient groups (Fig. 4). The 99% confidence interval for normal sera was 38.90 ug
BA21.1 IgG/mL sera. Only 1 of 237 (0.42%) normal sera were above this level, while 41 of
102 (40%) LGL leukemia sera were reactive. Likewise, a considerable percentage of sera
from all of the BMF groups exceeded the 99% confidence interval value against BA21.1: 28
of 83 (34%) AA, 39 of 126 (31%) MDS, and 9 of 21 (43%) PNH.

3.5 BA21 reactivity and transfusion status

Regarding transfusion status, 24% of LGL leukemia patients with transfusion data received
a transfusion prior to serum collection. In contrast, 62% of AA, 51% of MDS, and 60% of
PNH patients with transfusion data reported receiving at least one transfusion prior to
baseline serum collection. However, there was no correlation of transfusion status with
BA21 reactivity.

3.6 BA21 reactivity and immune-modulating therapy

Treatment with growth factors and immune suppressive drugs were analyzed for an
association with elevated versus normal BA21 1gG levels. Differences in BA21 IgG could
not be analyzed for some therapies because few participants were being treated at baseline
(time of registration). Of the variables with sufficient data, none were significantly
associated with normal or elevated BA21 1gG, including intravenous immunoglobulin
(IVIG), epoetin alpha, anti-thymoglobulin, cyclosporine, prednisone and methotrexate.
There was also no significant association of BA21 reactivity status with a history of
autoimmune disease. Detailed information on these baseline data which include clinical lab
values, demographics, TCR clonotype, medical history and treatment history are provided as
supplemental data (supplemental data S1 and S2).

3.7 Elevated BA21.1 IgG as a feature of LGL leukemia and BMF diseases

Pooled risk determinations for BMF patients versus normal donors revealed that individuals
with elevated BA21.1 1gG were 128 times (OR = 128.4:1) more likely to have LGL
leukemia, AA, MDS or PNH than to be in a normal condition (Table 3). The specificity of
the BA21.1 IgG test to any BMF condition was 99%. For LGL leukemia alone, the Odds
Ratio based on relative risk was 158:1 (not shown). 35% of all LGL-BMF disease sera
tested in this study demonstrated abnormally high BA21.1 antibody levels, independent of
any association to over 140 baseline parameters.

4. Discussion

Our results show that sera from patients with AA, MDS, and PNH have high titer antibodies
reactive to the LGL leukemia-specific BA21 epitope. This epitope, which is derived from

Leuk Res. Author manuscript; available in PMC 2013 May 1.



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

1duasnuey Joyiny vd-HIN

Nyland et al.

Page 7

the amino terminus of BA21 and which contains a QEQC signal motif, was designated as
BA21.1. A previous study showed no difference in BA21 reactivity for patients with acute
myelogenous leukemia, chronic myelogenous leukemia, acute lymphoblastic leukemia or
non-Hodgkin’s lymphoma, as compared to normal controls [23]. Therefore, BA21 reactivity
may be specific for these hematologic diseases.

Previous studies have shown that sera from 30% to 46% of LGL leukemia patients are
reactive to the BA21 protein, which is located in the transmembrane region of the HTLV-1
envelope [23, 28]. In this study, we used a microarray format to identify the most disease-
specific reactive regions of BA21, and then used a custom ELISA to validate the reactivity
of the new epitopes. The mean concentration of BA21.1 1gG for LGL leukemia sera (99.6
ug/mL) was more than 7-fold greater than the mean concentration in normal sera (13.6 pg/
mL). AA and PNH sera were both 3.5 fold more reactive than normal sera, and each had a
mean 1gG concentration of 47.5 ug/mL. Finally, the mean specific BA21.1 1gG
concentration for MDS sera was 61.8 ug/mL which was more than 4.5-fold greater than
normal. Taken together, over 35% of patients with LGL-BMF conditions were reactive to
BA21.1, at levels more than three standard deviations above normal. The percent of LGL
leukemia sera reactive for this epitope (40%) is similar to previous reports. The reason for
this percentage is still unknown. It is possible that this 40% represents a subset of LGL
leukemia patients who may have different immune responses to the antigen(s) represented
by the BA21 epitopes tested in this study. Perhaps an additional explanation is that BA21 is
an imperfect representation of an uncharacterized LGL leukemia viral antigen, therefore
reactivity is still much less than 100%. Of interest were the numbers of BMF patients who
also responded to the same BA21 epitope, while reactivity with normal sera was
significantly less. This suggests that a specific immunogenetic link may exist for a persistent
subset of these patients. Elevated BA21.1 IgG was associated with an overall 128 times
greater likelihood of having any LGL-BMF disease and a 158-fold greater chance of having
LGL leukemia.

The common seroreactivity to BA21 in LGL leukemia and these other hematologic
disorders suggests a shared pathogenesis. Therefore we were interested in interrogating the
RDCRN BMFC database to determine if there were demographic or medical factors
associated with BA21 seropositivity. Multiple transfusions increase the probability of
producing cross-reactive HLA antibodies, which could result in elevated serum proteins
[29], while IVIG therapy inhibits the production of HLA antibodies[30]. An important
negative finding in this respect was the lack of association of BA21 antibody levels with
transfusion history or with IVIG. Although the analyses of available TCR data (in
supplemental data S2) did not point to a single clonotype associated with BA21 reactivity,
other epitopes that may be important include epitopes with related structural conformation
found in other retroviruses. We are currently studying these to determine if a common
naturally-occurring antigenic motif is important to LGL leukemia.

5. Conclusions

This is the first report showing that BMF patients and LGL leukemia patients have similarly
elevated levels of BA21 antibody. The significant odds ratios suggest that elevated BA21.1
IgG is associated with LGL leukemia and with LGL-BMF diseases. The antigen (s)
responsible for eliciting BA21 seroreactivity remains unknown, and the actual relationship
of seroreactivity to disease development has not been defined. Even so, these findings are
useful because they establish a relationship between disease-specific BA21 1gG, LGL
leukemia and other hematologic diseases. Overall, these data suggest that there might be a
common pathogenesis for LGL leukemia, AA, MDS and PNH.
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Refer to Web version on PubMed Central for supplementary material.
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Peptide vs Serum Group

Peptide Array Epitope Mapping. Overlapping peptides were tested for seroreactivity against
LGL leukemia and normal donor sera (Peptide vs. Serum Group). The signal strength of the
sera was interpreted as reactivity. Neg Ctl: duck hepatitis B virus core peptide. Pos Ctl:
Anti-1gG1. p: probability, x: mean value, o: standard deviation.
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BA21 Epitope ELISAs. Serum 1gG levels are proportional to the Average OD 450nm (Y
axis). Sera were serially diluted in PBS 250X to 64,000X. NS: no sera. LGL: LGL leukemia

sera. Norm: Normal donor sera.
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Fig 3.

LGL Leukemia Serum Reactivity to BA21.1. ELISA data is shown. Females: n=15, average
age was 49.5 for female LGL leukemia patients and 49.2 for normal female donors. Males:
n=27, average age was 62.8 for male LGL leukemia patients and 60 for normal male donors.
p: probability, x: mean value, o: standard deviation.
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Fig 4.

BA21 1gG levels in LGL Leukemia and BMF Diseases. ELISA data is shown. N: normal
donors, AA: aplastic anemia, LGL: large granular lymphocyte leukemia, MDS:
myelodysplastic syndrome, PNH: paroxysmal nocturnal hemoglobinuria (all described in
text). Open circles: individual values > 99% CI for each group. p: probability, x: mean value,
o: standard deviation (also shown as bars).

Leuk Res. Author manuscript; available in PMC 2013 May 1.



Page 14

Nyland et al.

VN

X | XXX

BAISN[OU0DUI ARJ-X 18D JI UBDS | D) ‘AR-X 1S8UD

sa1fbojoias 96| pue |NB| 6T-g SNJINOAIRY

IE% 1Se|q JO A118WO01AD MO MOoLrew auog

|aued ewoydwA| apesb moT

10108} pIOYeWNaYY

s15810yd01308]9 UI8101d WIS

Juswabue.lieas ewweb-yo 1

plo sresh Tz > syualied ul (elwseueluodue) bunssl g3

(sa1k00inueIb U0 6SAD % SSAD) AlIBWOIAI MOY Ag SBUOID HNJ

VOTOZ UIGUIOILI0Id 'O UIRJ0Id ‘S UIdj0ld ‘Uap1aT A 101oed

HNd

SAan

1971

v

110 INJON

(s1souBelp ysijqelss 03) o14199ds aseasiq ‘ade) Jo prepuels

NIH-PA Author Manuscript

alreuuonsanQ a1 o Afend

umoun| Apeaie Jou 41 (puebiT-HIM) ONIdAL VIH

*co_ah_%ﬁ%go_g MOliew auog
VN

"3UOpP 41 UoNRJIdSE MOLIBW 3UOG JI SI1BUBB0IAD

Jaued o1jogeIaw aAIsuayaidwo)

Juawieal] pue swoldwAs

S1ddNg | 11O INHON | (sisoubelp ysijqeiss o1) [edsuss) ‘a4ed Jo pepuels

(s11ydAs/sebeyd/ADH/AGH/ATLHIAIH) Bulussids usboyred

ABojosss zT1g/e1e|04 D9

unay/Anoedes Buipuig uoli [e10)/U0II WNJBS

UN02 31A20|N0N8Y/[eNUaIaKIA/DgD

wex3 [edIsAyd pue A101siH

yuiq Jo arep Buipnjoul salydesbowsqg

S1d dNd

110 INHJON

(sjuedidnued 4IAg % [041U0D [eWION ||V 404) Bulusalds [estaniun

ONINI3ZHOS NIWIDIdS ® JONOd

T alqel

NIH-PA Author Manuscript

"paisl| aJe sigyawesed Buiusslog

Bulusslag uswioads pue douod

NIH-PA Author Manuscript

Leuk Res. Author manuscript; available in PMC 2013 May 1.



Page 15

Nyland et al.

rLNUIgojfowaey euinidou jewsAxoled
‘HNd ‘awoipuAs onsejdsApojaAw :SQN ‘BIWaYNe| 197 1197 ‘elwsue onsejde 1wy ‘ajqealjdde Jou ‘N ‘siuedioned ainjiey mollew auog :S1d 4ING ‘suswioads/siouop [03U09 [ewlou 1D INHON

'P8103]109 ApEal|e 819M S|189 MO.IBW dUOQ JI AJUO BUOP SeM Al1BWIOIAD MO|

*¥x

‘parealpul Ajeaiul]d j1 Ajuo pawloylad sem uonedidse/Asdolg :

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

Leuk Res. Author manuscript; available in PMC 2013 May 1.



Page 16

Nyland et al.

ALIDINIOILNY HOIH

ALIDINTOILNY MO'1

X x| x| x|[x]x]|x ALITIGIX3TS

X ALIDIGOHABHAAH
X X 1M Y INORION
x | x ALRIVI0d Q

x | x x| x| x| x]|x]|x]|x Jovuns &

>to_zk<nimmo>z

NUNL-V1IE

imlot|st|vt|etfer|ttfor|6|8]|:2 ERINEEE oI EE]
N|Ta|loIm|olrL|r]Aafladg|N|I|A]d|ld]la|fa|O]a]l1]S|[A]|]H]S|N|L]I]|N|[d]2]d]|O|O]|3]|D 3
z

14330HM41d91dIFavaa eoom,m_zo =)

MOSTOTAMNTOMOLTAYNITdd w 7'Tevd

MOLIAYINTTdddIOTISAHSN m €Tevd

YIOTISAHSNLINIIHO03O m Z'1eve

TISAHSNLINd442030 T'Tevd

3ON3INO3S 3AILd3d _ dl 3dild3d

"Tevg Jo uoibai

aAI19eal 1sowW ay1 Bunousp Buipeys 1sex4ep syl YIM AlIAIDRaI [[e4aA0 parodlpaid 1se1eail auyy yum sepndad sy Jussaidas suoibal papeys “(Aoiusbnuy
ybiH) Anotuabue 1sa1eall Yyum suoibal ayp 01 paubisse sem a109s AlIo1uabiiue uy "sainjonals a|qixal) Jaylo pue sdooj Bulureuod suoibas yum Buoje
‘suoiBal a1goydoipAy ‘(ybiam sejnasjow ybiy) suoibias Ayng ‘suoibal (Jejod) pabireys ‘saoepins pasodxs ‘AloiyredolpAy ‘suini-eiaq :seiadoud olusbnue
Buimoj|o) ay1 aney 01 paijinuapl spndad yoes Jo suoibal yrm Buoje ‘umoys ale saouanbas Jiay) pue sapnded TZ\vg 10) uonaipald adod3 [199-g Jeaul]

¢ 9lqel

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




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

wduosnue Joyiny vd-HIN

Nyland et al.

Page 17

Table 3

BA21.1 1gG Specificity and Risks.Specificity, sensitivity and risks associated with elevated BA21.1 1gG were
calculated for sera from patients with LGL leukemia and BMF diseases, and for sera from normal controls.
BA21 1gG: BA21.1 HI: Specimens with BA21.1 IgG levels greater than the 99% confidence interval limit of
normal sera. BA21.1 NRM: Specimens with normal levels of BA21.1 1gG. LGL-BMF: Patients with LGL
leukemia and BMF diseases. Normal: Healthy participants.

BA21 1gG SPECIFICITY & RISKS
BA2119G | LGL-BMF | NORMAL | SUM PARAMETER
Count of BA21.1 HI 117 1 118 TOTAL # BA21.1 HI
Count of BA21.1 NRM 215 236 451 TOTAL # BA21.1 NRM
Total Count 332 237 569 TOTAL # Tested
Sensitivity of BA21.1 Serology: LGL-BMF 35.2%
Specificity of BA21.1 Serology: LGL-BMF 99.6%

CALCULATION

VALUE | DESCRIPTION

Positive Predictive Value

99% Ability to predict LGL-BMF disease specimen

Negative Predictive Value

52% Ability to rule out normal specimen

False Positive Rate

0.42% Percent of normal specimens that would have elevated BA21.1 IgG results on this test

Likelihood Ratio

83.5:1 Odds that a LGL-BMF specimen vs a normal specimen will produce elevated BA21.1 1gG

Overall Odds Ratio

128.4:1 | Odds that elevated BA21.1 IgG will be found in someone with a LGL-BMF condition vs someone
with a normal condition
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