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Abstract: We tested antibody responses to the trivalent inactivated influenza vaccine (TIV) in 34 aged individuals
(>65yrs) during the 2012/13 vaccination seasons. Nearly all had been vaccinated the previous year although the time
interval between the two vaccine doses differed. One subgroup was re-vaccinated in 2012/13 within 6-9 months of
their 2011/12 vaccination, the other received the two doses of vaccine in the typical ~12 month interval.
Unexpectedly the sub-cohort with early revaccination exhibited significantly increased response rates and antibody
titers to TIV compared to their normally re-vaccinated aged counter parts. Microarray analyses of gene expression in
whole blood RNA taken at the day of the 2012/13 re-vaccination revealed statistically significant differences in
expression of 754 genes between the individuals with early re-vaccination compared to subjects vaccinated in a
normal 12 month interval. These observations suggest that TIV has long-lasting effects on the immune system
affecting B cell responses as well as the transcriptome of peripheral blood mononuclear cells and this residual effect
may augment vaccination response in patients where the effect of the previous vaccination has not yet diminished.

INTRODUCTION Whether adjuvanting the vaccine with for example

ASO03 [4] or using the recently approved high dose
vaccine [5] will improve this low level protection of the
aged is not known.

Annual influenza vaccination is recommended
especially for the very young and the aged and the
trivalent inactivated influenza vaccine (TIV) is licensed
for use in the general population. The vaccine provides
protection against severe influenza through the
induction of neutralizing antibodies. Although TIV

In 2011/12 we initiated a study to test antibody
responses of aged (>65 years of age) individuals to the
influenza A virus components of TIV. For logistic

prevent serious illness in ~ 75% of adults, effectiveness
in the aged is still debated [1]. In the 2012/13-influenza
season, which started in fall and peaked in January and
February, most infections were caused by H3N2
A/Victoria/361/2011 [2]; TIV provided protection to
only an estimated 9% of aged vaccine recipients [3].

reasons the first vaccine was given late during the
2011/12 season, between mid-December and the end of
March. In the 2012/13-influenza season, we re-
vaccinated several of the individuals that were
vaccinated later in 2011/2012. Because the 2012/2013
vaccine was given in a timely fashion during fall of
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2012, the interval between the 2011/12 and 2012/13
vaccine doses was thus shorter than 12 months (range
6-9 months) for some of these patients. New aged
individuals were also recruited and vaccinated on a
normal schedule in 2012/13. Antibody responses to the
two influenza A virus strains of the TIV were tested
from each vaccine recipient at baseline and on days 7
and 14 following vaccination. Unexpectedly, response
rates in 2012/13 were markedly enhanced in the aged
that received TIV late during the 2011/12 season.
Gene expression arrays on whole blood collected at
baseline (pre-vaccination) in the 2012/13 season
showed significant differences between the two
cohorts.

RESULTS

We tested responses of 34 aged individual in response to
the 2012/13 TIV. 15 aged individuals (cohort 1) that had
been re-vaccinated within a 6-9 month interval with
relation to the 2011/12 TIV, while 18 individuals (cohort
2) had been vaccinated on a regular schedule with 12-13
month intervals between the vaccine doses. One of the
aged participants in 2012/13 had never been vaccinated
previously and was placed into cohort 2. The majority of
the aged (13/15 in cohort 1, 17/19 in cohort 2) reported
vaccinations in 2011; there was some bias towards more
common annual vaccinations in cohort 2 (cohort 1: 5/15,
cohort 2: 15/19; Table 1).

Table 1.
Patient Age Gender Vaccine Interval between Response:
ID history Vaccinations (mos) HIN1/H3N2
222-003 70 F 2011 10 +/+
222-004 76 M 2011 9 +/+
222-005 88 F 2009, 2011 9 +/-
222-006 72 F 2009, 2011 8 +/+
222-007 79 F Annually 8 AHAF
222-008 84 M 2007, 2009, 8 +/+
2010, 2011

222-009 76 F 2011 9 A
222-010 77 F 2011 8 A
222-011 74 F Annually 8 -/-

222-012 77 M 2007, 2011 7 +/+
222-013 66 M Annually 8 A
222-017 74 F Annually 7 +/+
222-019 68 F 2011 8 +/+
222-020 67 F 2010, 2011 7 +/+
222-021 74 F Annually 8 AHAF
222-031 80 F Annually 13 -/-

222-032 76 F Annually (?) -+
222-033 78 M Annually 11 +/-
222-034 73 M Annually ?) -/-

222-035 76 F Annually 11 -+
222-036 69 F Annually 12 -/+
222-037 75 M Annually 12 -/-

222-038 77 F Annually 12 +/+
222-039 73 M Annually 12 +/-
222-040 85 F Annually 12 +/+
222-041 82 M Annually 12 +/-
222-042 77 M 2009, 2010 n.a. +/+
222-043 81 F Annually 12 -+
222-044 80 F Annually 14 +/+
222-045 82 M Annually 14 -/-

222-046 80 F Annually 14 -/-

222-047 77 M Annually ? -/-

222-048 72 F Annually 14 +/+
222-049 75 M Annually 14 +/-

? — Individuals recall vaccination in 2011 but could not specify the date

n.a. — Not vaccinated in the 2011/12 Flu season
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Figure 1. Graphs show VNA titers before and after vaccination in cohorts 1 and 2. Lines with stars above indicate
significant differences. HIN1 cohort 1, d0-14: p=0.032; d14 cohort 1 to 2: p=0.011; H3N2 cohort 1 dO to 14: =0.008.

Sera from all vaccine recipients were tested for virus
neutralizing antibodies (VNAS) to the two influenza A
virus strains of the wvaccine, 1i.e., HINI
A/California/7/2009 pdm09-like (HIN1) virus and
H3N2 A/Victoria/361/2011 (H3N2) virus before
vaccination (day 0) and on days 7 and 14 after the
2012/13 wvaccination. Individuals were defined as
responsive to a vaccine virus if the VNA titers increased
by at least 4 fold over pre-vaccination levels and
reached titers of, or above, 1:40 on either day 7 or 14
after vaccination (Figure 1). Unexpectedly, response
rates of aged individuals of cohort 1 were higher
compared to those of individuals in cohort 2. In cohort
1, 93 and 87% responded to HIN1 and H3N2 virus
respectively, while in cohort 2, 63% and 53% responded
to HIN1 or H3N2. The latter response rate is closer to
what would be expected of an aged population. In
addition, only cohort 1 showed significant increases in
titers to HINI and H3N2 virus after vaccination.
Comparisons of the 2 cohorts showed that cohort 1 had
significantly higher post-vaccination titers to HIN1 (d7
p = 0.04, d14 p = 0.01) and significantly higher post-
vaccination increases in titers for HIN1 (d7, d14, p =
0.02) and for H3N2 (d7, p = 0.002). In addition there
was a significant inverse correlation in the time interval
between the two vaccine doses and absolute post-
vaccination antibody titers to HIN1 (d7 p = 0.05, d14 p
= 0.02) and titer increases after vaccination for HIN1
(d7 p=0.01, d14 p = 0.004) and H3N2 (d7 p = 0.008).

To ensure that the increased response of cohort 1 was
not biased by small numbers of cohort 2 or by other
intrinsic differences that allowed cohort 1 to mount
better than average responses we tested additional
samples collected in the 2011/12, 2013/14 and 2014/15
seasons from individuals of cohort 1 as well of from
individuals of cohort 2 and others that enrolled into the
study (cohort 3). We compared VNA titer increases to
HINT1 at day 14 after TIV over baseline of cohort 1 to
those of cohorts 2 and 3, data for the two latter cohorts
were combined. In addition we assessed responsiveness
by determining the percentage of individuals that
mounted a response to HINI using the above-described
criteria. In 2014/15 too few individuals of cohort 1
enrolled to conduct this comparison. VNA titers of
cohort 1 in all other seasons such as 2011/12 and
2013/14 when they were vaccinated on the regular time

schedule were indistinguishable from those of other
aged individuals. Responsiveness, which on average
over the 4 year period was at 59% (excluding cohort 1
2012/13 samples) tended to be lower in the other
seasons in cohort 1 than in individuals of the other
cohorts. This argues against increased responses of
cohort 1 upon a shortened vaccination interval due to
some fundamental characteristics that allowed this
group of individuals to mount superior antibody
responses (Figure 2). In neither cohort, responsiveness
in one year was predictive of responsiveness to
subsequent vaccinations.

www.impactaging.com

1079 AGING, December 2015, Vol. 7 No.12



VNA responses to H1N1 H1N1

§ g 105 100-
. [’
N — L[] LX]
S 1 ey RS g 80
€8 101 = s aLE 5 60
- T - o . s Q.
g Q 102 -:c . ) . ) g 40
hd E 101 LX) L[] m
y :o * (X} 20'
§ 2 ] 52
> =~ 16 1 L] L] L] L] c
LN N N
S S SR \\"' \\"‘ \\" \\‘1' \\"‘ \'\"
TR S S R
S S S EEEE )
201112  2013/14 2014/15 Cohort1 Cohorts 2/3

Figure 2. Graph on the left shows increases of VNA titers to HIN1 between dO and 14 after vaccination for the
cohorts tested in different seasons. Graph on the right shows responsiveness of the cohorts in the different years.

Table 2.
Function P State V4 N i l
expression of RNA  4x10™ Inhibited 121 43 78
transcription 3x107  Inhibited 111 35 76
apoptosis 5x107 Activated 138 38 100

p=pvalue of enrichment, State = prediction of function state, Z = z-score of
prediction, N=number of genes, I* = number of upregulated genes, {,=

number of downregulated genes

Gene expression and early revaccination

To further understand the basis for the vaccine response
differences between cohorts 1 and 2 in the 2012/13
season, we performed gene expression arrays on whole
blood collected prior to vaccination on day 0 and
compared gene expression profiles between cohorts 1
and 2. We identified a significant differential
expression of 786 genes (FDR<15%). A heat map for
expression of the top 25 most increased and decreased
genes in subjects of cohorts 1 and 2 is shown in Figure
3. A full list of differentially expressed genes is shown
in Suppl. Table 1. Several of the transcripts that were
increased in cohort 1 are involved in translation (RPL3,
RPL10A, RPL38, SFRS6), protein processing and
secretion (PPIL3, ITM2A, GOLGASS, SRP72, USP24),

metabolism (SC5DL, DENNDAC, ADM2, ATPSH,
FAMS54A) or lymphocyte stimulation (CD28, ICOS).
Genes that were more highly expressed in aged
individuals from cohort 2, encode proteins involved in
lymphocyte adhesion, mobility and migration (DIP2A,
TSPA14, AHAP13, P704P. ILK, LSP1, BIN2), Ca+ flux
(ORAI2, ORAI3) and innate immunity (RNF135,
MARCO).

Results of Ingenuity Pathway Analysis (Table 2)
showed highly significant differences between aged
cohorts 1 and 2 in a number of pathways with EIF2
signaling being most significantly increased in cohort 1.
Androgen signaling was decreased in cohort 1, which
likely reflects the higher proportion of males in the
cohort 2 than 1 (44% vs. 20%, respectively).
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Differences in mTOR and NFAT signaling pathways
are suggestive of differences in the activation status of
lymphocytes as is further supported by differences in
key metabolic pathways, i.e., glycolysis, gluconeo-
genesis and cholesterol biosynthesis and by an analysis
those involved in apoptosis in cohort 1 (Table 3).

The differentially expressed genes are regulated by
several factors that are known to play key roles in
lymphocyte activation such as interferon-beta, myc,
CD3, RICTOR and HIF-1a as well as by HNF4A and
mirl133p, which both control metabolism (Table 4).

Eleven of the 14 human subjects tested in 2012/2013
from cohort 1 and 11 out of 17 from cohort 2 were
revaccinated in 2013/14 and microarray data were
gathered from PBMCs at baseline. We found 645 genes
differentially expressed at nominal p<0.01. Only 25
genes overlapped between the 786 genes found
significantly different in the 2012/13 season and the 645
genes that differed in the 2013/14 season with an FDR <
15%. This number is exactly the overlap expected by
chance alone, indicating that the differences in year
2012 cannot be explained by endogenous differences
between the cohorts.

Table 3.

Canonical Pathway P FDR State V4 N i !
EIF2 Signaling 2x10° 0.1%  Activated - 18 15 3
mTOR Signaling 0.0001 1.9% 0 15 9 6
Androgen Signaling 0.0001  1.9% B 2 o
Dopamine Degradation 0.0003 2.6% 5 0 5
Glycolysis I 0.0004 2.6% 0 5
Gluconeogenesis 1 0.0004 2.6% 0 5
Role of NFAT in Regulation of the 0.0005 3.0% 13 12 4 ]

Immune Response
L-DOPA Degradation 0.0007 3.0% 2 0 2
Superpath‘way of C.holesterol 0.0007 3.0% 5 3 5

Biosynthesis

Protein Ubiquitination Pathway 0.001 4.1% 16 8 8

p=pvalue of enrichment, FDR = false discovery rate, State = prediction of function state, Z = z-score of
prediction, N=number of genes, 4 = number of upregulated genes, | = number of downregulated genes

Table 4.

Regulator Type D State Z N 1 l
interferon beta-1a drug 9x10° 0 13 3 10
MYCN TR 3x10° | Activated [l 18 14 4
miR-103-3p microrna 4x107 -0.1 5 3 2

CD3 complex  4x107 071 33 10 23

HNF4A TR 4x10° Inhibited - 77 26 5l
RICTOR other 6x107 18 9 9
HSF2 TR 7x10°  Inhibited - 6 0 6

p=pvalue of enrichmentState = prediction of function state, Z = z-score of prediction,
N=number of genes, I* = number of upregulated genes, = number of downregulated

genes
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FlF[m[F|F|F[F[m|F]F[m|E|F[FIF|F|mM[m[F|F[m|F[m[F|m|M[F[F|M|F[M|Gender
claalc|c|clclc|clc|c|c]clc|clc|c|c|c|c]c|c]lc]lc|clc]|c]c]|c|c]|c|c]|race
il 1] cohort
88| 89| 90| reg | reg | reg | reg | reg | reg | reg | reg [ reg | reg | reg | reg| reg| reg| reg | reg | res IR -vacc time
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160|160 80 |160| 80 80 | 160 160 80| 80| 40 160 5
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2|16|16| 2| 4 16| 8|16|8|8f16f32)4)1|8|8|2[0f4]1]32|8]4 2111414 2)d7 @
4 |32]132| 2|8 32| 8 |32]| 8|16 81 of42]|0|4)|2|32(/16]8 411 8|2|4]4 d14 H1N1 2
cohort1/2 |4 |2|4|2|4]|2|a]|a]|a]|a]8]2 8|1 2[1|2fa)8)2]|a]2]1]os|1]a4]os[os|1]d7 %
fold FDR |4 |4 |4|2|4|4|16]4]8]|4]32]2]32]16]2 2|2|sfa]s]|1]|s|1]|sfos|a|ls|1|1]1]|d14 H3N2 4 Genes
14% RPS3A : ribosomal protein S3A
14% RPL17 : ribosomal protein L17
4% PPIL3 : peptidylprolyl isomerase (cyclophilin)-like 3
15% FCGRS3A : Fc fragment of IgG, low affinity llla, receptor (CD16a
12% EEF1B2 : eukaryotic translation elongation factor 1 beta 2
14% EIF3E : eukaryotic translation initiation factor 3, subunit E
14% TMEM126B : transmembrane protein 126B
8% ITM2A : integral membrane protein 2A
9% RPS6 : ribosomal protein S6
9% GOLGABSB : golgi autoantigen, golgin subfamily a, 8B
12% BCL11B : B-cell CLL/lymphoma 11B
11% PLD6 : phospholipase D family, member 6
12% L] DNAJC15 : DnaJd (Hsp40) homolog, subfamily C, member 15
8% SFRS6 : splicing factor, arginine/serine-rich 6
12% [] ICOX6C : cytochrome c oxidase subunit Vic
14% IL11RA : interleukin 11 receptor, alpha
14% BOAT : PREDICTED: brother of ataxin-1
13% STMNS : stathmin-like 3
5% MOSPD3 : motile sperm domain containing 3
11% [] TROVEZ2 : TROVE domain family, member 2
7% [AK3 : adenylate kinase 3
14% ICEBPZ : CCAAT/enhancer binding protein
7% ICOS : inducible T-cell co-stimulator
12% RPLPO : ribosomal protein, large, PO
14% TRAT1 : T cell receptor associated transmembrane adaptor 1
12% HLA-F : major histocompatibility complex, class |, F
12% CD14 : CD14 molecule
13% TERF2IP : telomeric rep binding factor 2, interacting protein
12% KRT23 : keratin 23 (histone deacetylase inducible)
10% MTMRS3 : myotubularin related protein 3
8% [ANXA2P1 : annexin A2 pseudogene 1
11% SULF2 : sulfatase 2
8% HN1 : hematological and neurological expressed 1
13% L] TLR1 : toll-like receptor 1
14% L] FCGRS3B : Fc fragment of IgG, low affinity lllb, receptor
11% CPPED1 : calcineurin-like ph.esterase domain containing 1
8% RTNS : reticulon 3
10% [ABCG1 : ATP-binding cassette, sub-family G), member 1
13% MGAM : maltase-glucoamylase
14% FTHLS : ferritin, heavy polypeptide-like 8
3% BIN2 : bridging integrator 2
7% FKSG30 : actin-like protein
11% SYK : spleen tyrosine kinase
9% FCGR3A : Fc fragment of IgG, low affinity llla, receptor (CD16a
14% MFF : mitochondrial fission factor
4% FTHL12 : ferritin, heavy polypeptide-like 12
10% HSPA1A : heat shock 70kDa protein 1A
4% FTHLS : ferritin, heavy polypeptide-like 3
4% [ FTHL2 : ferritin, heavy polypeptide-like 2
4% FTHL11 : ferritin, heavy polypeptide-like 11
Figure 3. The Figure shows as a heatmap the top 50 genes that are differentially expressed between
cohort 1 and 2. In the top of the graph information is provided on patient characteristics, antibody
titers before, and on day 7 and 14 after vaccination, and increases in responses after vaccination.
DISCUSSION Thus although most vaccines induce protection for

Influenza virus, a negative stranded RNA virus, has an
exceptionally high mutation rate causing constant
antigenic drifts and occasional antigenic shifts [6, 7].

several years and immunological memory for a lifetime
[8], influenza vaccines are given annually to update the
strains. Since 2010 the HIN1 component of the vaccine
has not changed, while the H3N2 strain has been

www.impactaging.com

1082 AGING, December 2015, Vol. 7 No.12



adjusted. In 2013 H3N2 became the strain that
predominated [2]. Overall vaccine efficacy in the
2012/13 influenza season was low at 56% for all age
groups. Broken down by age groups, vaccine efficacy
was reported to be 27% in the elderly and 67% in
children aged 6 months to 17 years
(http://www.cdc.gov/flu/pastseasons/1213season.htm).

Especially worrisome was the low efficacy of the H3N2
component in the elderly, which accounted for 50% of
all influenza-related hospitalizations [9]. Our report,
although based on small cohorts shows that reducing the
interval between influenza vaccinations may increase
neutralizing antibody response rates in the aged.

Gene expression analysis of whole blood collected at
baseline show distinct clustering between individuals
that had received the vaccine late in the 2011/12
seasons and the others that had either not been
vaccinated (one individual) or been vaccinated in a
timely fashion. This finding is already surprising as it
indicates that vaccination with TIV has a lasting effect
on circulating mononuclear cells.

Previous publications assess gene expression profiles
following vaccination. A recent publication assessed the
transcriptome of B cells on days 1, 4, 7 and 10 after TIV
and identified sets of genes that were associated with
robust antibody responses [10]. Another study tested
gene expression profiles in whole blood of yellow fever
vaccine recipients before and at several time points
between days 3-60 after vaccination [11]. In a follow-up
study [12] the same group studied early transcriptome
changes in purified cell subsets from blood after
vaccination with a number of different vaccines
including TIV and the life attenuated influenza vaccine
[13]. Our study differed in that expression patterns were
compared between two aged cohorts that had been
vaccinated many months previously. Nevertheless,
genes that were differentially expressed after TIV in
monocytes, dendritic cell subsets or B cells of their
study, overlapped with those that distinguished cohort 1
from 2 in our study suggesting that changes after
vaccination are long-lasting. More specifically 90 out of
196 genes in monocytes, 83 out of 712 genes in
monocytoid dendritic cells, 79 out of 440 genes in
plasmacytoid dendritic cells and 79 out of 722 in B cells
were differentially expressed in both studies, which is
well above numbers that would be expected by random
overlap (10 for monocytes, 37 for monocytoid dendritic
cells, 23 for plasmacytoid dendritic cells and 38 for B
cells). The over all trend in our study was that transcripts
specific for T cells such as CD28, IL-2-inducible T-cell
kinase (ITK), T cell receptor associated transmembrane
receptor 1 (TRAT1) inducible T cell co-stimulation

(ICOS), which plays a major role in the interaction
between follicular T helper cells and B cells, and IL-
17C, a T cell derived cytokine that regulates innate
immune responses were higher in cohort 1 while
transcripts specific for cells of the innate immune
system were more abundant in cohort 2. The latter
included transcripts for NK receptors (LILRB3 and
KIR2DL3), proteins specific for monocytes (NCF4,
CFP, CD163, TLR-1), neutrophiles (LSP1, IL10RB or
macrophages (MARCO).

Other studies that performed microarrays on influenza
vaccine recipients reported on positive correlations
between responsiveness and transcripts involved in B cell
proliferation and Ig production [14]. Another study
showed that responsiveness to TIV in young healthy
adults was linked to expression of genes involved in
antigen processing and intracellular trafficking. Their list
of identified genes was distinct from ours [15]. A study
that analyzed gene expression profiles in relation to
antibody responses to TIV generated gene modules from
their whole blood expression data [16]. They showed that
a number of modules correlated with antibody responses,
such a modules enriched in genes for apoptosis, two
modules enriched for genes associated with carbohydrate
metabolism or a module for RNA post-trancriptional
modifications. Modules that in their study predicted
responsiveness to TIV were not linked to differences in
gene expression in our study.

Overall our study shows superior responses rates in aged
individuals that received the annual influenza vaccine in
a less than 12-month interval. Individuals of the same
group vaccinated on a regular schedule in previous or
subsequent years show responses similar to those of other
aged human subjects. Gene expression arrays showed
that shorter interval between vaccine dose decreased
transcripts indicative of innate responses and increased
transcripts linked to T cell responses as well as transcripts
encoding genes involved in translation.

METHODS

Virus strains. The two influenza A vaccine strains of the
2012/13 seasonal influenza vaccine, A/California/7/2009
(HIN1)pdmO9-like virus and A/Victoria/361/2011
(H3N2)-like virus were obtained from the Center for
Disease Control, Atlanta, Georgia. Viruses were
expanded in 10 day-old specific pathogen-free
embryonated eggs. Cleared allantoic fluids was purified
by fractionation over 10-55% sucrose density gradients
at 25,000rpm for 2 hrs. Mean tissue culture infective
dose (TCIDsp) was determined by titration on Madin-
Darby Canine Kidney (MDCK) cells.
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Human subjects. Blood was collected in the Duke
Clinical Research Unit (DCRU) after informed consent
from community dwelling persons in the Durham-
Raleigh-Chapel Hill area of North Carolina. Individuals
were > 65 years of age. Subjects with underlying
diseases or therapies that affect the immune system,
acute febrile infections, as well as subjects, which were
bed-ridden or homebound or were unlikely to adhere to
protocol follow-up were not enrolled. Subjects with
contraindication for influenza vaccination such as
anaphylactic hypersensitivity to eggs or to other
components of the influenza vaccine, and moderate or
severe acute illness with or without fever, and Guillain-
Barre Syndrome within 6 weeks following a previous

dose of influenza vaccine were not enrolled.
Demographic data and medical history including
medical diagnoses, medications, vaccination to

influenza and other infectious diseases, and history of
influenza or influenza-like diseases during the last 5
years were recorded. Subjects were bled and vaccinated
with TIV. Subjects were bled again on days 7 and 14
following injection of TIV.

Blood and serum samples. Blood was collected and
serum was isolated and heat-inactivated by a 30 min
incubation at 56°C prior to testing. The blood samples
for the gene expression analyses were collected into
PaxGene tubes to immediately stabilize RNA for
analysis [17]. Samples were shipped overnight from the
point of collection in the DCRU to The Wistar Institute
in Philadelphia. Serum was isolated and frozen at -20°C
till further use. PAXgene tubes were stored at -80°C
until RNA extraction. RNA was extracted using the
PAXgene Blood RNA Kit IVD for isolation and
purification of intracellular RNA from blood stabilized
in PAXgene Blood RNA Tubes according to the
manufacturers directions. RNA integrity was assessed
using a bioanalyzer and only samples with an RNA
integrity (RIN) # of >7.5 were processed for arrays. A
constant amount (400 ng) of total RNA was amplified,
as recommended by Illumina and hybridized to the
[llumina H12-v4 human whole genome bead arrays.

Micro-neutralization assay. Two-fold serially diluted
(1:20 to 1:10240) heat-inactivated human sera were
tested for neutralizing antibodies to influenza A virus
strains by micro-neutralization assays. Equal volume of
100TCIDs5, per well of the titrated virus was added to
the diluted serum in 96 well plates and incubated at
37°C. After lhr, serum-virus mixtures were added to
MDCK cells that had been washed twice with serum-
free Dulbecco’s Modified Eagles Medium (DMEM).
The cells were incubated for 2 hrs at 37°C with 5%
CO,. The cells were washed and re-incubated with
DMEM  supplemented with L -1-Tosylamide-2-

phenylethyl chloromethyl ketone (TPCK) trypsin for 3
days. CPEs were scored under a microscope.
Neutralization titers were defined as the dilution of the
serum that resulted in 50% inhibition of CPE formation.

Statistical analyses. Post-vaccination titers and post-
vaccination increases in titers for HIN1 and H3N2 were
compared between two groups using Mann-Whitney
non-parametric test. Correlation analysis with time
interval between the two vaccine doses was done using
Spearman correlation. Results that passed p<0.05
threshold were called significant.

Microarray data analysis. All arrays were processed in
the Wistar Institute Genomics Facility. Illumina
GenomeStudio software was used to export expression
levels and detection p-values for each probe of each
sample. Signal intensity data was quantile normalized
and genes that showed insignificant detection p-value
(»>0.05) in all samples were removed from further
analysis. Expression level comparisons between two
groups were done using two sample t-test and correction
for multiple testing to estimate False Discovery Rate
(FDR) was done with Storey et al. procedure [18] and
FDR<15% was used as a significance threshold. Gene
set enrichment analysis for biological functions,
canonical pathways and upstream regulators was done
using QIAGEN's Ingenuity® Pathway Analysis
software  (IPA®, QIAGEN Redwood City,
www.qiagen.com/ingenuity) and  significance of
enrichment was defined at FDR<5% for pathways, p-
value<10™® for functions and p-value<10™ for upstream
regulators.

ACKNOWLEDGMENTS

We wish to thank our volunteers for participating in the
trial.

Grant Support

This work was supported by NIH / National Institute for
Allergy and Infectious Diseases contract BAA
26620050030C. Dr. Schmader is supported by a
National Institute of Aging grant (P30AG028716).
Conlflicts of interest statement

The authors have no conflicts of interest to disclose.
REFERENCES

1. Vu T, Farish S, Jenkins M, Kelly H. A meta-analysis of

effectiveness of influenza vaccine in persons aged 65 years and
over living in the community. Vaccine. 2002; 20: 1831-1836.

www.impactaging.com

1084

AGING, December 2015, Vol. 7 No.12



2. Centers for Disease Control and Prevention (CDC). Influenza
activity--United States, 2012-13 season and composition of the
2013-14 influenza vaccine. MMWR Morb Mortal Wkly Rep.
2013; 62: 473-479.

3. Kelvin DJ, Farooqui A. Extremely low vaccine effectiveness
against influenza H3N2 in the elderly during the 2012/2013 flu
season. J Infect Dev Ctries. 2013; 7: 299-301.

4. van Essen GA, Beran J, Devaster JM, Durand C, Duval X, Esen
M, Falsey AR, Feldman G, Gervais P, Innis BL, Kovac M, Launay O,
Leroux-Roels G, et al. Influenza symptoms and their impact on
elderly adults: randomised trial of ASO3-adjuvanted or non-
adjuvanted inactivated trivalent seasonal influenza vaccines.
Influenza Other Respir Viruses. 2014; 8: 452-462.

5. DiazGranados CA, Dunning AJ, Jordanov E, Landolfi V, Denis
M, Talbot HK. High-dose trivalent influenza vaccine compared to
standard dose vaccine in elderly adults: safety, immunogenicity
and relative efficacy during the 2009-2010 season. Vaccine.
2013; 31: 861-866.

6. Saitou N, Nei M. Polymorphism and evolution of influenza A
virus genes. Mol Biol Evol. 1986; 3:57-74.

7. Webster RG, Hinshaw VS, Bean WI Jr. Antigenic shift in
myxoviruses. Med Microbiol Immunol. 1977; 164: 57-68.

8. Kasturi SP, Skountzou |, Albrecht RA, Koutsonanos D, Hua T,
Nakaya HI, Ravindran R, Stewart S, Alam M, Kwissa M, Villinger
F, Murthy N, Steel J, et al. Programming the magnitude and
persistence of antibody responses with innate immunity. Nature.
2011; 470: 543-547.

9. Puig-Barbera J, Natividad-Sancho A, Launay O, Burtseva E,
Ciblak MA, Tormos A, Buigues-Vila A, Martinez-Ubeda S,
Sominina A; GIHSN Group. 2012-2013 Seasonal Influenza
Vaccine Effectiveness against Influenza Hospitalizations: Results
from the Global Influenza Hospital Surveillance Network. PLoS
One. 2014; 9: e100497.

10. Tan Y, Tamayo P, Nakaya H, Pulendran B, Mesirov JP, Haining
WN. Gene signatures related to B-cell proliferation predict
influenza vaccine-induced antibody response. Eur J Immunol.
2014; 44: 285-295.

11. Querec TD, Akondy RS, Lee EK, Cao W, Nakaya HI, Teuwen D,
Pirani A, Gernert K, Deng J, Marzolf B, Kennedy K, Wu H,
Bennouna S, et al. Systems biology approach predicts
immunogenicity of the yellow fever vaccine in humans. Nat
Immunol. 2009; 10: 116-125.

12. Li S, Rouphael N, Duraisingham S, Romero-Steiner S, Presnell
S, Davis C, Schmidt DS, Johnson SE, Milton A, Rajam G, Kasturi S,
Carlone GM, Quinn C, et al. Molecular signatures of antibody
responses derived from a systems biology study of five human
vaccines. Nat Immunol. 2014; 15: 195-204.

13. Nakaya HI, Wrammert J, Lee EK, Racioppi L, Marie-Kunze S,
Haining WN, Means AR, Kasturi SP, Khan N, Li GM, McCausland
M, Kanchan V, Kokko KE, Li S, et al. Systems biology of
vaccination for seasonal influenza in humans. Nat Immunol.
2011; 12: 786-795.

14. Tan Y, Tamayo P, Nakaya H, Pulendran B, Mesirov JP, Haining
WN. Gene signatures related to B-cell proliferation predict
influenza vaccine-induced antibody response. Eur J Immunol.
2014; 44: 285-295.

15. Franco LM, Bucasas KL, Wells JM, Nifio D, Wang X, Zapata
GE, Arden N, Renwick A, Yu P, Quarles JM, Bray MS, Couch RB,
Belmont JW, Shaw CA. Integrative genomic analysis of the

human immune response to influenza vaccination. elife. 2013;
2:e00299.

16. Furman D, Jojic V, Kidd B, Shen-Orr S, Price J, Jarrell J, Tse T,
Huang H, Lund P, Maecker HT, Utz PJ, Dekker CL, Koller D, Davis
MM. Apoptosis and other immune biomarkers predict influenza
vaccine responsiveness. Mol Syst Biol. 2013; 9: 659.

17. Rainen L, Oelmueller U, Jurgensen S, Wyrich R, Ballas C,
Schram J, Herdman C, Bankaitis-Davis D, Nicholls N, Trollinger D,
Tryon V. Stabilization of mRNA expression in whole blood
samples. Clin Chem. 2002; 48: 1883-1890.

18. Storey JD, Tibshirani R . Statistical significance for genome-
wide studies. Proc Natl Acad Sci USA. 2003; 100: 9440-9445.

SUPPLEMENTAL MATERIAL

Please browse the Full Text version to see the
Supplemental Table of this manuscript.

www.impactaging.com

1085

AGING, December 2015, Vol. 7 No.12



