
Transcriptomic Signatures of Tacaribe
Virus-Infected Jamaican Fruit Bats

Diana L. Gerrard,a Ann Hawkinson,b Tyler Sherman,b Cassandra M. Modahl,c

Gretchen Hume,b Corey L. Campbell,d Tony Schountz,d Seth Frietzea

Department of Medical Laboratory and Radiation Sciences and Cell, Molecular, and Biomedical Sciences
Program, University of Vermont, Burlington, Vermont, USAa; School of Biological Sciences, University of
Northern Colorado, Greeley, Colorado, USAb; Department of Biological Sciences, Faculty of Science, National
University of Singapore, Singaporec; Arthropod-Borne and Infectious Diseases Laboratory, Department of
Microbiology, Immunology and Pathology, College of Veterinary Medicine and Biomedical Sciences, Colorado
State University, Fort Collins, Colorado, USAd

ABSTRACT Tacaribe virus (TCRV) is a mammalian arenavirus that was first isolated
from artibeus bats in the 1950s. Subsequent experimental infection of Jamaican fruit
bats (Artibeus jamaicensis) caused a disease similar to that of naturally infected bats.
Although substantial attention has focused on bats as reservoir hosts of viruses that
cause human disease, little is known about the interactions between bats and their
pathogens. We performed a transcriptome-wide study to illuminate the response of
Jamaican fruit bats experimentally infected with TCRV. Differential gene expression
analysis of multiple tissues revealed global and organ-specific responses associated
with innate antiviral responses, including interferon alpha/beta and Toll-like receptor
signaling, activation of complement cascades, and cytokine signaling, among others.
Genes encoding proteins involved in adaptive immune responses, such as gamma
interferon signaling and costimulation of T cells by the CD28 family, were also al-
tered in response to TCRV infection. Immunoglobulin gene expression was also ele-
vated in the spleens of infected bats, including IgG, IgA, and IgE isotypes. These re-
sults indicate an active innate and adaptive immune response to TCRV infection
occurred but did not prevent fatal disease. This de novo assembly provides a high-
throughput data set of the Jamaican fruit bat and its host response to TCRV infec-
tion, which remains a valuable tool to understand the molecular signatures involved
in antiviral responses in bats.

IMPORTANCE As reservoir hosts of viruses associated with human disease, little is
known about the interactions between bats and viruses. Using Jamaican fruit bats
infected with Tacaribe virus (TCRV) as a model, we characterized the gene expres-
sion responses to infection in different tissues and identified pathways involved with
the response to infection. This report is the most detailed gene discovery work in
the species to date and the first to describe immune gene expression responses in
bats during a pathogenic viral infection.
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Bats are a phylogenetically and geographically diverse group of mammals, with
about 1,150 species (1, 2). Certain bat species have been identified as reservoir

hosts of zoonotic viruses associated with significant human morbidity and mortality,
including rabies virus and other lyssaviruses, Marburg virus, Nipah virus, and Hendra
virus (3). They also are suspected reservoirs of other viruses, such as the ebolaviruses,
and Middle East respiratory syndrome (MERS) and severe acute respiratory syndrome
(SARS) coronaviruses (CoVs) (4–6). Each of these viruses can cause severe disease in
humans but are not known to cause disease in their reservoir hosts (3, 7). Although
nearly 200 viruses have been associated with bats, there are likely many more (8). As
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non-model organisms, virtually nothing is known about bat immune responses. Al-
though bats appear to have small genomes relative to other mammals (9), genomic
analyses suggest that bats share most features of other mammals (8, 10–12).

Despite serving as reservoir hosts of several zoonotic viruses, some bats are also
susceptible to infectious diseases. White nose syndrome, which has caused the deaths
of millions of bats in North America, is a fungal disease threatening some species with
extinction (13–16). Bats can shed rabies virus and other lyssaviruses for prolonged
periods, but the infection is always fatal (3, 17–21). Because bats are important
members of their ecosystems, a better understanding of the immune responses and
subsequent pathogenesis to infectious agents is essential. To this end, we developed a
laboratory model for the study of infection of Jamaican fruit bats (Artibeus jamaicensis)
by a natural bat pathogen, Tacaribe virus (TCRV) (11, 21, 22).

TCRV is a mammarenavirus first isolated from two species of diseased artibeus bats
in the late 1950s near Port-of-Spain, Trinidad, and is most closely related to Junïn and
Machupo viruses, which cause Argentine and Bolivian hemorrhagic fevers, respectively
(23–25). Each arenavirus is associated with a specific host species, and the distribution
of the host therefore dictates the distribution of the virus. All known reservoir hosts of
mammarenaviruses are rodents; however, the reservoir host of TCRV remains unclear.
It was suspected that artibeus bats were reservoirs of TCRV given its original isolation
from multiple artibeus bats and the inability to detect it in other mammals (25–27).
Interestingly, TCRV was isolated from lone star ticks collected in Florida in 2012 (28). The
tick-derived isolate was nearly identical to the TCRV isolate from Trinidad (TRVL-11573),
with 99.6% nucleotide identity across its genome (28). Recent studies by our group
found that TCRV causes fatal disease or is cleared without pathology in Jamaican fruit
bats, features that are inconsistent for a reservoir host (22). In many of these bats,
substantial neutrophil and lymphocytic infiltration into tissues occurred, which sug-
gests a role for these cells in the host response to TCRV (22).

The present study was designed to characterize the transcriptional responses of bats
with TCRV disease. Accordingly, we performed RNA sequencing of spleens and liver and
kidney samples from experimentally infected bats and generated a broad bat tran-
scriptome rich in annotated genes. These target tissues were chosen because they
represent the organs with the most significant pathology in our previous report (8). This
report is the most comprehensive gene discovery work in the species to date and the
first to describe immune gene expression responses in bats during an arenavirus
infection.

RESULTS
High-quality de novo assembly and annotation of the Jamaican fruit bat

transcriptome. We previously reported a high mortality rate in Jamaican fruit bats
experimentally infected with TCRV, in which high-dose inoculations (106 50% tissue
culture infective doses [TCID50]) caused significant and fatal disease as early as 10 days
postinfection (22). Histopathologic findings revealed multiple organ involvement in
TCRV disease, including acute neutrophilic splenitis and white pulp hyperplasia, as well
as plasmacytic and histiocytic splenitis. To profile the host pathogenic transcriptional
response, we generated stranded poly(A)� Illumina RNA-Seq (transcriptome sequenc-
ing) libraries using RNA extracted from the organs of experimentally infected bats. For
this analysis, we harvested the livers, kidneys, and spleens from 2 control bats (Dul-
becco’s phosphate-buffered saline [DPBS] treated) and 2 TCRV-infected bats with fatal
disease (Fig. 1). Our previous analysis indicated TCRV RNA was present in each of these
tissues at time of collection (22). A total of 12 pooled samples were sequenced,
generating 693,106,150 raw 100-bp paired-end reads. After demultiplexing, trim-
ming of poor-quality reads and adapter sequences, and removing duplicate reads,
691,108,820 nonredundant reads per sample were used for the transcriptome assem-
bly. De novo assembly of the global transcriptome was performed using Trinity,
resulting in 349,855 assembled transcripts of �300 bp (mean length of 997 bp) with an
N50 of 3,419 bases that were clustered into 175,144 nonredundant clustered transcripts
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(unigenes) (Fig. 2A) (29). Inspection of these unigenes identified from the combined
transcriptome showed that 35% of the contigs (12,600) are expressed in each of the
three different tissues (fragments per kilobase per million [FPKM], �1), whereas the
expression of many tissue-specific contigs was identified in the spleen, liver, and kidney
(Fig. 2B).

The combined Jamaican fruit bat transcriptome was systematically annotated using
the Trinotate pipeline, a software suite that automates the functional annotation of the
assembled contigs (30). The annotation report for the combined assembly from the Tri-
notate pipeline (see Data Set S1 in the supplemental material) represents the predicted
coding sequences of Jamaican fruit bat genes and the results of homology searches
against the databases listed in Data Set S1. Among the 227,656 transcripts containing
complete open reading frame (ORF) sequences, 124,204 nonredundant ORFs (54%)
were associated with high-confidence coding predictions, BLAST homology and PFAM
domain content (see Data Set S2 in the supplemental material). We compared this
combined Jamaican fruit bat transcriptome assembly to those of other mammals
through BLASTX analysis. The bat Brandt’s myotis (Myotis brandtii) had the highest
number of related sequences (8,060 similar sequences [Data Set S2]). Among other
mammals were the big brown bat (Eptesicus fuscus) and the black flying fox (Pteropus
alecto) (with 7,947 and 6,955 similar sequences, respectively) (Fig. 2C).

Differential gene expression following TCRV infection. To investigate the mo-
lecular response of bats to TCRV infection, differential gene expression analysis was
performed. We used a pairwise comparison of TCRV-infected samples against the
corresponding controls and found that the expression levels of hundreds of different
genes were altered during TCRV infection (Fig. 3A). The spleen had the largest number
of differentially expressed genes (DEGs); among these 1,912 DEGs, 1,187 were upregu-
lated and 725 were downregulated following infection (Fig. 3C; false discovery rate
[FDR], �0.01; log2 fold change, �2). We also determined that the kidney and liver each
had a greater number of upregulated genes (251 and 188, respectively) compared to
the number of downregulated genes in these tissues following TCRV infection (123 and
72, respectively). A comparison of all TCRV-infected tissues against all of the uninfected
controls revealed 62 upregulated and 16 downregulated genes (Fig. 3B and C).

Immune gene expression profile in response to TCRV infection. To gain specific
insight into the immune-related gene expression altered in response to TCRV infection,
we utilized the ImmPort database to identify those TCRV-altered genes that relate to
immune-system functions (31). Approximately 23% of the 4,723 genes available in the
database corresponded to the differentially expressed genes annotated in our analysis
(see Data Set S3 in the supplemental material). The coordinating transcript expression

Jamaican fruit bat (A. jamaicensis)

- TCRV
(+DPBS)

+TCRV
(106 TCID 50)

n=2
Bat IDs= 688 & 689

Kidney, Liver and Spleen

Illumina strand-specific 100bp paired-end sequencing(~70Gb)

Trinity de novo assembly 

Differential Gene Expression Analysis

n=2
Bat IDs= 714 & 729

FIG 1 Transcriptomic analysis of Jamaican fruit bats infected with Tacaribe virus (TCRV). Jamaican fruit
bats were inoculated with either TCRV or DPBS (n � 2 for each condition). De novo assembly of the
Jamaican fruit bat transcriptome was performed using RNA-Seq data from kidney, liver, and spleen
tissues. Differentially expressed genes were then identified in the uninfected and infected tissues using
edgeR.
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values of these identified immune genes were used to evaluate the relationship
between the specific uninfected and infected tissues (Fig. 4A). While all three tissue
types studied had unique expression profiles in the infected samples, we further
analyzed the transcripts contained in cluster 3, which represent sequences with overall
shared expression patterns and found that these corresponding genes map to path-
ways identified to be affected in response to viral infection (Fig. 4B). Notably, with the
use of Ingenuity Pathway Analysis (IPA [Qiagen]), we identified the interferon (IFN)
signaling pathway to be among the top pathways altered upon TCRV infection (cluster
3, IPA [see Data S4 in the supplemental material]). IFNs are a family of cytokines
secreted by host cells in response to viruses and other pathogens to confer antiviral
states upon uninfected neighboring cells in an effort to prevent spread of infection (32).
Given that the IFN response has been explored in bats in regard to pathogen-host
response (33), we then further examined the relationship between these factors within
the spleen, kidney, and liver in response to TCRV infection and found that while most
of the identified IFN pathway-related genes were upregulated, all of the factors
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FIG 2 De novo assembly of the Jamaican fruit bat transcriptome. (A) Trinity assembly resulted in the construction of the de novo-assembled Jamaican fruit bat
transcriptome with 644,933,364 assembled bases. (B) Examination of the identified contigs from the transcriptome assembly showed that 35% (12,600) are
expressed in the spleen, kidney, and liver tissues (FRKM, �1). (C) We compared this transcriptome assembly to those of other mammals through BLASTX analysis
and identified transcripts similar to those present in other bat species.
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identified in this pathway had statistically significant differential expression (log2 fold
change, �2; FDR, �0.01) in the spleen (Fig. 4C; see Fig. S1 in the supplemental
material). We validated differential expression of select immune genes via reverse
transcription-quantitative PCR (RT-qPCR) and confirmed upregulation of ISG15 and IRF7
in the spleen and kidney tissues and downregulation of HLA-DRA in the kidney (see
Fig. S2 in the supplemental material).

In addition to the IFN-signaling pathway, we identified signaling pathways for
Toll-like receptors (TLRs) and interleukin-6 (IL-6) (among other cytokines), as well as
pathways for T-helper cell differentiation and the Th1 pathway (Fig. 4B; see Fig. S3 and
Data Set S4 in the supplemental material). Further analysis of all DEGs via the Reactome
plugin (Cytoscape) identified additional key pathways involved in the immune re-
sponse (Table 1; Data Set S4, “All up-regulated Reactome”). Specifically, we identified
increased transcript levels of several cytokine genes (IL6, IL8, IL1A, IL1B, and IFNG) and
chemokine genes (CXCL1, CXCL2, CXCL3, CXCL5, and CXCL6). To highlight markers
associated with circulating immune cells, we focused on those DEGs that were common
to two or more tissues, and the data are consistent with increased infiltration of
neutrophils into the infected tissues. In kidneys, neutrophil infiltration can cause
hyperinflammation and kidney damage (34). This is further supported by the presence
of enriched expression levels of neutrophil gelatinase-associated lipocalin (NGALl) in all
three tissues, which is a biomarker for renal damage in humans (35).
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FIG 3 Differential gene expression analysis following TCRV infection in Jamaican fruit bats. We used a pairwise comparison of TCRV-infected samples against
the corresponding control uninfected samples and found that the expression levels of hundreds of genes were altered with TCRV infection in the different
tissues. (A) Differential expression analysis revealed upregulated genes (green) and downregulated genes (orange) defined by edgeR (log2 fold change of �2
and FDR of �0.01). (B) Inspection of altered genes in all infected tissues versus control tissues showed fewer changed genes common to all tissues. (C)
Quantification of differentially expressed genes from panels A and B.
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Transcripts for IgG, IgM, IgA, and IgE were identified in the spleen data, and the level
of each was significantly elevated in the infected bats. Six transcripts of IgG heavy
chains were identified, including 5 with complete and distinct V regions. The six IgG
constant regions were identical, other than one that contained a Thr in place of an Ala,
which could represent an allele or a sequencing error. The hinge regions, which are
frequently different between IgG subclasses within a species, were identical in all 6
transcripts. These two features suggest that Jamaican fruit bats have a single IgG
isotype. The 5 V regions contain the canonical mammalian Ig sequences, including 4
framework regions (FR) and 3 complementarity-determining regions (CDRs) (Fig. 5).
Three distinct CDR3 sequences were present in these 5 transcripts. Two had 2 tyrosine
residues, whereas the three that were identical had 6, substantially more than what has
been reported in the CDR3s of other bat species (36, 37). Sequences for T-cell receptor
alpha (TCR-�), TCR-�, TCR-�, and TCR-� constant region domains were present in the
assembly, although none had complete V regions (data not shown). Expression of
TCR-� was identified in all uninfected and infected tissues, TCR-� in all spleen and liver
tissues, TCR-� in all spleen and liver tissues, and TCR-� in all spleen and uninfected liver
tissues.

Gene ontology of annotated differentially expressed genes in TCRV-infected
tissues. To characterize the overall transcriptome in response to TCRV infection, we
performed an unbiased evaluation of the top 10 Reactome pathways (ranked by
P value) associated with DEGs in various organs (Table 2; Fig. S2 and Data Set S4, “Top

A. B.
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Interferon Signaling

T Helper Cell Differentiation
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FIG 4 Immune-specific expression analysis of TCRV-infected Artibeus jamaicensis bats. (A) Immport database immune-related genes and their expression values
(FPKM) were clustered (k-means � 6) to investigate the relationship between uninfected and infected tissues. (B) We performed Ingenuity Pathway Analysis
to characterize the specific immune pathways for those genes identified in cluster 3 (n � 117) from panel A. (C) Interferon signaling was among the top
pathways identified to be altered after TCRV infection. We then identified these specific genes involved in interferon signaling and explored their alterations
in the different tissues in response to TCRV infection. Green corresponds to upregulated and orange to downregulated (FDR, �0.01; log2 fold change, �2); gray
indicates no significant differential expression.
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Pathways Reactome”). In all three tissues, genes controlling cell cycle progression were
elevated, including many associated with hypoxia, cell stress, senescence, and chro-
matin organization.

Spleen differential expression analysis indicated that immune system pathways
were significantly elevated, including type I and II IFN signaling, antiviral IFN-stimulated
genes (ISGs), interleukin signaling, and T and B cell activation pathways. Interestingly,
genes involved in the complement cascade were repressed, including the genes for
phosphatidylinositol 3-kinase and complement receptor 1. SH2B1, a gene encoding an
important signal transduction adaptor in several pathways, including JAK, prolactin,

TABLE 1 Immune-related Reactome pathways upregulated during TCRV infection

Reactome pathwaya

Spleen Kidney Liver

P value FDR P value FDR P value FDR

Cytokine signaling
Cytokine signaling in immune system 0.000 �8.3e�05 0.000 �3.3e�04 0.000 �3.3e�04
IFN signaling 0.000 �1.0e�0.04 0.000 �2.0e�04 0.000 �5.0e�04
IFN-�/� signaling 0.000 �2.0e�0.04 0.000 �5.0e�04 0.000 �5.0e�04
IFN-� signaling 0.000 �9.1e�05 0.000 �1.0e�03 0.000 �2.5e�04
Chemokine receptors bind chemokines 0.001 0.001 0.028 0.235 0.003 0.044

Innate immune response
TLR cascades 0.005 0.009 0.000 �2.5e�04 0.081 0.615
MyD88-independent cascade 0.014 0.036 0.000 0.002 0.077 0.600
Cytosolic sensors of pathogen-associated DNA 0.32 0.963 0.000 0.002 0.027 0.248
Factors involved in megakaryocyte development and platelet production 0.001 0.001 0.084 0.458 0.581 1.000
IL-1 signaling 0.058 0.151 0.051 0.367 0.502 1.000
DAP 12 interactions 0.301 0.915 0.284 0.967 0.080 0.615

Hemostasis
Degradation of extracellular matrix 0.000 �5.3e�05 0.000 0.001 0.000 0.000
Extracellular matrix organization 0.009 0.018 0.000 0.001 0.000 0.005
Oxidative stress-induced senescence 0.004 0.006 0.735 1.000 0.673 1.000
Formation of fibrin clot (clotting cascade) 0.020 0.048 0.000 0.003
Dissolution of fibrin clot 0.055 0.140 0.187 0.703 0.013 0.123
Hemostasis 0.022 0.052 0.214 0.790 0.011 0.104

Adaptive immune response
Class I MHC-mediated antigen processing and presentation 0.778 1.000 0.846 1.000 0.005 0.082
Fc receptor signaling 0.915 1.000 0.497 1.000 0.921 1.000

aIFN, interferon; TLR, Toll-like receptor; IL-1, interleukin-1; MHC, major histocompatibility complex.

FIG 5 Amino acid alignment of Jamaican fruit bat IgG V regions. Five V region transcripts were identified in the Jamaican fruit bat spleen transcriptomes and
aligned with a V region of an annotated black flying fox V region (50). Framework regions (FR1 to FR4) and complementarity-determining regions (CDR1 to
CDR3) were identified and exhibited differences between each transcript.
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platelet-derived growth factor, and nerve growth factor signaling, was also significantly
downregulated in the spleen (38). We also identified repression of proapoptotic genes
BMP and PMAIP1 as well as repression of genes involved in calcium mobilization
following TCRV infection (39).

In the liver, Reactome analysis revealed strong immune activation signatures, in-
cluding T-cell receptor and CD28 costimulatory signaling. No evidence of B-cell or NK
cell activities was present. TLR and RIG-I/MDA5 signaling for type I IFN responses was
also elevated, despite no evidence of differentially expressed type I IFN genes. Unlike
the spleen, complement pathways were also enriched. The IFN-� signaling pathway
was also identified, although IFNG itself was not differentially expressed. Despite these
findings, further indications of apoptotic activation were not differentially expressed in
the livers. As in the spleen, many metabolic genes were elevated, whereas genes
involved in calcium mobilization were repressed.

In the kidneys, Reactome analysis suggested that platelet calcium-associated de-
granulation may occur; the genes F13A1 and TMSB4X were elevated along with other
genes involved in calcium mobilization. As in the other tissues, evidence of innate
antiviral responses was present, including TLR signaling, RIG-I/MDA5 activity, and type
I IFN signaling genes. Interleukin and IFN-� signaling were also among the pathways
characterized secondary to gene upregulation in the kidneys.

DISCUSSION

Our previous work demonstrated that TCRV is pathogenic to Jamaican fruit bats and
has allowed us to perform the most complete examination to date of a pathogenic
virus infection in a bat species (22). Despite their importance to human health as
reservoirs of emerging viruses, the characterization of infections in bats at the cellular
and molecular levels has been limited relative to other model organisms, such as
rodents. Fortunately, the emerging advantage of next-generation sequencing technol-
ogies has been fundamental to our understanding of disease responses; however,
minimal reference data sets are available for bats. To this end, our group was among
the first to perform next-generation sequencing on bats with a small-scale Illumina
sequencing of kidney and lung tissues in a single library from the Jamaican fruit bat (8,
11). Furthermore, in the present study we generated a high-quality transcriptomic data
set for the Jamaican fruit bat and comprehensively profiled the altered immune genes
in response to TCRV infection.

To gain insight into the pathogenic infection of Jamaican fruit bats, we performed
high-throughput RNA sequencing of TCRV-infected spleen, liver, and kidney tissues and
corresponding sham-inoculated controls. We produced high-quality nonredundant
reads, and our Trinity de novo assembly resulted in 349,855 transcripts, which were
further assembled into 124,204 contigs. The number of nonredundant contigs we
identified is similar to those from other transcriptome assemblies reported for the black
flying fox (126,378) (10), Rickett’s big-footed bat (104,987), and the greater short-nosed
fruit bat (171,394) (40).

TABLE 2 Top reactome pathways depicting up- or downregulated genes

Reactome pathway P value FDR Treatment conditiona

Defective CYP21A2 causes adrenal hyperplasia 3 (AH3) 0.000 0.000 Kidney, �
Defective CYP11B1 causes adrenal hyperplasia 4 (AH4) 0.000 0.000 Kidney, �
Phase 1—functionalization of compounds 0.000 0.000 Kidney, �
Defective CYP7B1 causes spastic paraplegia 5A autosomal recessive (SPG5A)

and congenital bile acid synthesis defect 3 (CBAS3)
0.000 0.000 Kidney, �

Collagen degradation 0.000 0.000 Liver, �
Organic cation transport 0.000 0.000 Kidney, �
Collagen biosynthesis and modifying enzymes 0.000 0.000 Kidney, �
NCAM1 interactions 0.000 0.000 Kidney, �
Degradation of extracellular matrix 0.000 0.000 Liver, �
Chemokine receptors bind chemokines 0.000 0.001 Spleen, �

a�, untreated; �, treated.
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We employed a pairwise comparison of all infected tissues versus sham-inoculated
controls to identify altered gene expression levels upon pathogenic TCRV infection. We
utilized a log2 fold change cutoff of �2 with an FDR of �0.01. We chose a stringent
cutoff because of our small sample size (n � 2) for each tissue type under each
condition. This revealed approximately 25% more genes upregulated than downregu-
lated. The spleen is instrumental in systemic and local immune responses and has been
used to study viral responses in many organisms, including bats (3, 41). We observed
the greatest number of differentially expressed genes in spleen tissues compared to the
liver and kidneys. Further analysis revealed that the majority of these differentially
expressed genes identified in the spleen belonged to immune-related pathways.

Ingenuity Pathway Analysis identified enrichment of the helper T cell differentiation
and Th1 pathway (Fig. 4B) genes IFNG, IFNGR2, IL12RB2, IL6ST, SOCS1, and SOCS2,
supporting a role for mobilization of a Th1 response. Despite this, levels of helper T cell
genes, such as CD4 or T-cell receptor (TCR) genes, were not statistically different in
infected bats. CD4 sequences were not in the assembly, suggesting the CD4 level was
below the threshold of depth of RNA-Seq. TCR-�, TCR-�, TCR-�, and TCR-� sequences
were present in the assembly, and they appear to share features found in TCRs of other
species. There was insufficient sequence data to evaluate TCR variable, diversity, or
joining segments for T-cell receptors. Further studies using next-generation repertoire
sequencing will be required to fully examine the TCR loci. Unfortunately, without
monoclonal antibodies to identify CD4� or CD8� cells by flow cytometry, it is difficult
to determine whether T cells are expanding in response to infection. Other indicators
of T-cell activation include the elevated expression of granzyme A and B genes (GZMA,
GZMB), IL-12 and CCL5 (RANTES), and the activated T-cell chemotactic factor gene CXCL1
in the spleens of infected bats.

Transcripts for IgG, IgM, IgA, and, interestingly, IgE were significantly higher in the
infected bats. IgE is not typically associated with viral infections, but has been associ-
ated with anaphylaxis after influenza vaccinations (42–44). No transcripts for IgD were
present in the transcriptome, similar to what has been observed for other microbats
(45). Alignments of the 6 IgG transcripts were identical, except for one transcript that
had a Thr instead of Ala at position 395, which likely represents an allele or sequencing
error. Only one IgG transcript has been found in Seba’s fruit bat (Carollia perspicillata)
(45); thus, it is not unexpected that Jamaican fruit bats may only have a single IgG
isotype. The Jamaican fruit bat IgG shares 94% identity and 96% similarity with the
Seba’s fruit bat IgG constant region. The hinge regions of all IgG transcripts were also
identical and distinct from those of Seba’s fruit bat IgG. Hinge regions are generally
considered hallmark indicators of IgG subclasses (46). It is possible that Jamaican fruit
bats have IgG subclasses but without a genome or transcriptome profiling of Ig
transcripts this question could be difficult to address.

The heavy-chain variable regions of the 5 Jamaican fruit bat transcripts showed
many differences, suggesting they represent distinct segments and multiple V region
gene families. The limited number of V regions makes it difficult to assign Jamaican fruit
bat sequences to gene families. We are unable to estimate the number of V, D, or J
segments with the transcriptome data; however, bats appear to have much larger
numbers of these segments than most mammals (36, 37). It is noteworthy that the
three CDR3 regions have more tyrosine residues than are found in most other bat
species immunoglobulins. The presence of tyrosines is thought to contribute to anti-
body interactions with a spectrum of epitopes (47–49), and the lack of these in bat
antibodies has been postulated to account for why bats have generally poorer re-
sponses to infectious agents (50, 51).

Only a single variable region light-chain sequence was significantly elevated in the
infected bats, which had most similarity to the IgLV7 variable gene family. Studies of big
brown bats (Eptisicus fuscus) suggest they express predominantly, if not exclusively, �

light chains; thus our findings are similar (52). Considering that a single light chain was
elevated in infected bats, it may be possible to clone this cDNA and coexpress it with
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each of the 5 heavy-chain sequences described herein to determine if the antibodies
are reactive to TCRV antigens.

We also detected elevated expression of polymeric immunoglobulin receptor (PIGR),
which exports IgA antibodies across the epithelium into mucosa (53), in the spleens of
infected bats. Considering the presence of TCRV in oral and rectal swabs and in the
lungs (22), it is likely that virus-specific IgA is present at these sites. The development
of antibodies to artibeus IgA will be necessary to verify this.

The principal gene for somatic hypermutation (SHM) that leads to affinity matura-
tion is activation-induced cytidine deaminase (AID) (54); however, despite its presence
in all four bats in this study, its expression was not significantly elevated in the spleens.
Other genes involved in SHM (54) were elevated, including those coding for DNA
polymerase � (POLQ), polymerase 	 (POLN), and replication protein A (RPA). The level of
APOBEC3, coding for another RNA-editing enzyme with lower SHM activity (55), was not
elevated. Examination of little brown bat (Myotis lucifugus) antibody cDNA sequences
suggests bats do not use SHM to a great extent (36), and our findings are congruent
with this observation. In our previous work with TCRV and MERS coronavirus (CoV)
infection of Jamaican fruit bats (22, 56), antibody responses were poor, suggesting that
affinity maturation is limited in bats.

Global differential expression evaluation of TCRV-infected tissues revealed altera-
tions in calcium mobilization, a characteristic mechanism of host response to infection
by viruses, including arenaviruses (57). Additionally, our analysis revealed few indica-
tions of NK cell activation and minimal expression of genes that are associated with
T-cell exhaustion (i.e., Ly6e and Fcgr3). It is noteworthy that bats appear to be missing
many NK cell-associated genes (10, 58, 59); thus it may be that the functions of bat NK
cells are substantially different from those of human or mouse NK cells. We detected
increased IFNG, GZMA, and GZMB expression in the spleen infected tissues, and while
these proteins are produced by both NK cells and T cells, we believe their presence
correlates more strongly with a T-cell origin due to the increased number of T-cell-
associated genes upregulated relative to NK cell genes. Moreover, the bats in this report
were euthanized on days 10 and 11, a time point at which T-cell activation should be
occurring. Thus, T-cell exhaustion, a feature of some lymphocytic choriomeningitis virus
(LCMV) isolates, is likely not occurring in bats infected with TCRV (60, 61).

We identified several genes associated with neutrophil activation. These results are
consistent with our previous histopathological findings in this species, where we noted
neutrophilic infiltration that was likely a result of proliferating lymphocytes (22).
Additionally, our results are also consistent with a recent Lassa virus isolate from Mali
that similarly induces neutrophil infiltration in nonhuman primates (62). The abundant
expression of NGAL may provide a diagnostic tool; its protein, neutrophil gelatinase-
associated lipocalin, is secreted in the urine, which is detectable with commercially
available diagnostic kits (e.g., Pacific Biomarkers, Seattle, WA).

A recent study looked at differential gene expression in an embryonic cell line from
Egyptian fruit bats infected with Marburg virus (63). In contrast to the observed host
responses in the Egyptian fruit bat cells, we identified the JAK/STAT signaling pathway
as one of the immune-related pathways upregulated in response to pathogenic TCRV
infection, suggesting a contributory role for this pathway in pathogenesis. Additionally,
a study exploring the innate immune response to Newcastle disease virus in large flying
fox cells, a newly characterized a subset of antiviral factors was found (64). Among
these factors was the CHAC1 gene, which we identified to be 4-fold upregulated in
spleen and kidney tissues. Together, this evidence along with our previous pathoge-
nicity studies shows that a typical antiviral response occurs to TCRV in Jamaican fruit
bats.

We focused additional analyses on immune genes with similar expression in all
tissues (cluster 3 [Fig. 4A]). Among the top pathways identified was the IFN signaling
pathway. The signaling factors in this pathway exert their antiviral activities through the
induction of other antiviral proteins (32). The IFN response has been explored in bat
cells (33), and in all bat species examined, the type I IFN locus has undergone
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substantial contraction, with only three functional IFN-� genes but with constitutive
IFN-� expression in at least one species (65). Specifically, recent discoveries have
revealed enhanced IFN signaling in antiviral immunity and have identified its involve-
ment in arenavirus response mechanisms. We therefore furthered our analysis regard-
ing these pathways (51, 66). We found that most IFN signaling genes identified in this
subset were upregulated in all tissues; however, 5 of these genes had no significant
differential expression identified in the kidney and 2 had none in the liver. Notably, of
the differentially expressed factors, the IFNAR1 gene was downregulated in the spleen
and BCL2 was downregulated in the kidney. Apoptotic pathways play a critical role as
defense mechanisms for a host when infected by a viral pathogen; BCL2 encodes an
antiapoptotic protein that is known to be involved in a typical antiviral response (67),
and the observed downregulation of BCL2 in the kidneys upon TCRV infection suggests
promotion of apoptotic pathways stimulated by IFN signaling in response to infection.
In contrast, BCL2 was determined to be upregulated in spleen and liver tissues.
Additionally, another antiapoptotic factor gene, Mcl-1, was also upregulated in these
tissues. Recent work with mice infected with LCMV, as well as other studies, has
demonstrated the involvement of these factors in promoting naive T-cell survival and
memory T cell activation (68, 69). Together, these results support congruency of our
annotated transcriptome given what is known about the coordination of immune
genes altered in response to viral infection as well as the identification of genes specific
to the antiviral response in bats (61).

As might be expected during an acute antiviral response, IFN-stimulated gene 15
(ISG15) was elevated in infected tissues. Reactome pathway analysis identified ISG15 in
several immune pathways, including the innate immune response, cytokine signaling,
IFN-�/� signaling, and RIG-I/MDA5-mediated induction of IFN-�/� pathways, which has
also been previously identified in a bat pathogenic viral response (64). ISG15 is an
important gene in the innate immune response, particularly the type I IFN antiviral
response; however, the ISG15-encoded protein has recently been demonstrated to have
additional functions as a ubiquitin-like modifier that covalently conjugates to other
cellular proteins to form an “ISGylated” complex (70). Various roles of ISG15 have been
identified in immune responses; when secreted extracellularly, ISG15 can act to drive
expression of IFN-�, which was elevated in the spleen. Alternatively, intracellular
expression can modulate type I IFN signaling (71).

Although IFN-�, IFNB, IFNL, and IFNG transcripts were present in all of the tissues
analyzed, the only differentially expressed transcript was IFNG in the spleen. In contrast,
indications of downstream signaling initiated by IFN type I and type II were present,
suggesting either transcript turnover prior to the time of sample collections or the
potential for alternative routes of pathway activation. Previous work examining in vitro
infection of the black flying fox with Tioman virus suggests a prominent role for IFN-�
(72). To this end, there are potential differences between bat species in terms of their
responses to viruses that may account for apathogenic infections (e.g., reservoir hosts)
or disease. Future work with cell culture from our model system may help to clarify
these points. Furthermore, the DEGs involved in IFN-�/� signaling suggest that a typical
antiviral innate immune response occurred in the bats. Within the spleen, expression of
36% of the genes was upregulated in the IFN-�/� signaling pathway, whereas the
kidneys and livers had approximately 16% and 34% elevated expression of these same
genes, respectively. This indicates a more robust type I IFN response in the spleen.

Together, de novo transcriptome analysis of our high-throughput RNA-Seq data
from Jamaican fruit bats infected with TCRV provides a high-quality data set and also
a comprehensive gene expression analysis of immune gene expression responses in
bats during a pathogenic infection. This data set will provide a strong basis for
additional analyses. Further investigation of our identified pathways in vitro and in vivo
will significantly contribute to our understanding of pathogenic viral infections in bats.
Moreover, the data here will facilitate future experimental studies of artibeus bats and
their cells, which have been used as models for MERS CoV and Zaire Ebola virus and
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which are suspected reservoirs of the recently discovered bat influenza viruses (56,
73, 74).

Conclusion. This study provides a comprehensive analysis of the transcriptional

landscape of Jamaican fruit bats during infection with Tacaribe virus. This natural
pathogen of artibeus bats causes high-mortality disease with similar clinical manifes-
tations to the South American hemorrhagic fevers and Lassa fever. In summary, this
analysis identified the global response to TCRV infection. Our results suggest diverse
immune responses, including alterations in neutrophil activation, interferon signaling,
markers for lymphocytes, and antibodies. We found substantial signatures of neutrophil
activation in the spleen, kidney, and liver of bats with fatal disease. The innate and
adaptive immune response appeared to be functional and typical of the canonical
antiviral response. Many activation markers of T and B lymphocytes were also found;
however, few indications of NK cell activity or T-cell exhaustion were apparent. IgG, IgM,
IgA, and IgE sequences were abundantly expressed in the spleens of infected bats, and
five immunoglobulin heavy-chain V segments were identified. Despite the clear evi-
dence of antibody synthesis during infection, AID expression was not elevated, sug-
gesting somatic hypermutation and affinity maturation were absent or minimal. Anal-
ysis of immunoglobulin heavy-chain and TCR V regions suggests that Jamaican fruit
bats have canonical immunoglobulin and TCR genes found in most mammals. More-
over, the species appears to have a single IgG subclass. These results are the most
extensive gene discovery work completed in Jamaican fruit bats to date and the first to
describe differential immune gene expression in bats during a pathogenic virus infec-
tion.

MATERIALS AND METHODS
Experimental TCRV infection in bats, sample collection, and RNA extraction. Experimental

infections of Jamaican fruit bats were previously reported (22). Briefly, two Jamaican fruit bats were
inoculated with 100 
l of sterile Dulbecco’s phosphate-buffered saline (DPBS) as negative controls (bat
IDs 688 and 689), and two bats were inoculated with 100 
l containing 106 TCID50 TCRV (bat IDs 714 and
729). Negative control bats were euthanized at the end of the experimental period (45 days), whereas
TCRV-infected bats were euthanized as they became moribund (days 11 and 18, respectively). Necropsies
were performed directly following euthanasia, and organs were harvested and collected in RNAlater
stabilization reagent (Qiagen). RNA was extracted from flash-frozen tissues by homogenization with a
Mini Bead Beater (BioSpec Products, Inc.), using QiaShredder columns with the RNeasy kit (Qiagen).

RNA-Seq. Stranded Illumina libraries for each tissue were prepared from total RNA using the NEB
Ultra Directional RNA library prep kit with poly(A) selection. Sequencing (paired-end 100 bp) was
performed on the Illumina HiSeq-2000 platform at the UC Denver Genomics core.

Read processing and assembly. For transcriptome assembly, raw reads were filtered for adapter
sequences and low-quality reads, and assembly was performed using Trinity (30) with the following
parameters: —min_contig_length 300 —min_glue 3—min_kmer_cov 2. Resulting contigs were pro-
cessed for read alignment and abundance estimation with Bowtie and RSEM (75, 76). Differential
expression was performed using the edgeR package within the Trinity differential analysis pipeline using
default parameters (77). A pairwise comparison was made between TCRV-infected samples and control
uninfected samples. Genes were considered differentially expressed with an FDR of �0.01 and a log2 fold
change of �2. The complete list of annotated differentially regulated genes in each organ can be found
in Data Set S3.

Gene ontology and pathway analysis. BLAST alignments and functional annotations were per-
formed using Blast2GO Pro or Ingenuity Pathway Analysis (78, 79). Specific parameters can be found in
Data Set S5 in the supplemental material, and the resulting outputs are summarized in Data S4. Direct
pathway analysis for immune-related genes was performed using the gene list from the ImmPort
database (31).

Immunoglobulin sequence analysis. Contigs for immunoglobulins were translated using the
default translation table of MacVector software. MUSCLE alignments were made to identify leader,
framework regions, and complementarity-determining regions of the V segments using a black flying fox
sequence as a reference (NCBI GenBank accession no. ADD71702.1) (50). Heavy chains and hinge regions
were identified by BLAST against other Chiroptera.

RT-qPCR validation of RNA-Seq data. The experimental primer sequences used in RT-qPCR analysis
are listed in Fig. S2. cDNA was generated using SuperScript III reverse transcriptase (Thermo Scientific)
and SYBR Select master mix for CFX (Applied Biosystems). The same two Jamaican fruit bats that were
used for uninfected samples in RNA-Seq were also used as uninfected samples for RT-qPCR.

Accession number(s). Raw reads have been deposited into GenBank under GenBank accession no.
GSE75771.
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Supplemental material for this article may be found at https://doi.org/10.1128/
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FIG S1, EPS file, 1.9 MB.
FIG S2, EPS file, 1.7 MB.
FIG S3, EPS file, 3.3 MB.
DATA SET S1, XLSX file, 3 MB.
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39. Pećina-Slaus N. 2010. Wnt signal transduction pathway and apoptosis: a
review. Cancer Cell Int 10:22. https://doi.org/10.1186/1475-2867-10-22.

40. Dong D, Lei M, Liu Y, Zhang S. 2013. Comparative inner ear transcrip-
tome analysis between the Rickett’s big-footed bats (Myotis ricketti) and
the greater short-nosed fruit bats (Cynopterus sphinx). BMC Genomics
14:916. https://doi.org/10.1186/1471-2164-14-916.

41. Jones ME, Schuh AJ, Amman BR, Sealy TK, Zaki SR, Nichol ST, Towner JS.
2015. Experimental inoculation of Egyptian Rousette bats (Rousettus
aegyptiacus) with viruses of the Ebolavirus and Marburgvirus genera.
Viruses 7:3420 –3442. https://doi.org/10.3390/v7072779.

42. Nagao M, Fujisawa T, Ihara T, Kino Y. 2016. Highly increased levels of IgE
antibodies to vaccine components in children with influenza vaccine-
associated anaphylaxis. J Allergy Clin Immunol 137:861– 867. https://doi
.org/10.1016/j.jaci.2015.08.001.

43. Nakayama T, Kumagai T, Nishimura N, Ozaki T, Okafuji T, Suzuki E, Miyata
A, Okada K, Ihara T. 2015. Seasonal split influenza vaccine induced IgE
sensitization against influenza vaccine. Vaccine 33:6099 – 6105. https://
doi.org/10.1016/j.vaccine.2015.05.106.

44. Smith-Norowitz TA, Kusonruksa M, Wong D, Norowitz MM, Joks R, Durkin
HG, Bluth MH. 2012. Long-term persistence of IgE anti-influenza A HIN1
virus antibodies in serum of children and adults following influenza A

vaccination with subsequent H1N1 infection: a case study. J Inflamm Res
5:111–116. https://doi.org/10.2147/JIR.S34152.

45. Butler JE, Wertz N, Zhao Y, Zhang S, Bao Y, Bratsch S, Kunz TH, Whitaker
JO, Jr, Schountz T. 2011. The two suborders of chiropterans have the
canonical heavy-chain immunoglobulin (Ig) gene repertoire of eutherian
mammals. Dev Comp Immunol 35:273–284. https://doi.org/10.1016/j.dci
.2010.08.011.

46. Butler JE, Wertz N, Deschacht N, Kacskovics I. 2009. Porcine IgG: struc-
ture, genetics, and evolution. Immunogenetics 61:209 –230. https://doi
.org/10.1007/s00251-008-0336-9.

47. Berens SJ, Wylie DE, Lopez OJ. 1997. Use of a single VH family and long
CDR3s in the variable region of cattle Ig heavy chains. Int Immunol
9:189 –199. https://doi.org/10.1093/intimm/9.1.189.

48. Golub R, Fellah JS, Charlemagne J. 1997. Structure and diversity of the
heavy chain VDJ junctions in the developing Mexican axolotl. Immuno-
genetics 46:402– 409. https://doi.org/10.1007/s002510050294.

49. Reynaud CA, Dahan A, Anquez V, Weill JC. 1989. Somatic hyperconver-
sion diversifies the single Vh gene of the chicken with a high incidence
in the D region. Cell 59:171–183. https://doi.org/10.1016/0092
-8674(89)90879-9.

50. Baker ML, Tachedjian M, Wang LF. 2010. Immunoglobulin heavy chain
diversity in Pteropid bats: evidence for a diverse and highly specific
antigen binding repertoire. Immunogenetics 62:173–184. https://doi
.org/10.1007/s00251-010-0425-4.

51. Brook CE, Dobson AP. 2015. Bats as “special” reservoirs for emerging
zoonotic pathogens. Trends Microbiol 23:172–180. https://doi.org/10
.1016/j.tim.2014.12.004.

52. Lee WT, Jones DD, Yates JL, Winslow GM, Davis AD, Rudd RJ, Barron CT,
Cowan C. 2016. Identification of secreted and membrane-bound bat
immunoglobulin using a Microchiropteran-specific mouse monoclonal
antibody. Dev Comp Immunol 65:114 –123. https://doi.org/10.1016/j.dci
.2016.06.024.

53. Shimada S, Kawaguchi-Miyashita M, Kushiro A, Sato T, Nanno M, Sako T,
Matsuoka Y, Sudo K, Tagawa Y, Iwakura Y, Ohwaki M. 1999. Generation
of polymeric immunoglobulin receptor-deficient mouse with marked
reduction of secretory IgA. J Immunol 163:5367–5373.

54. Teng G, Papavasiliou FN. 2007. Immunoglobulin somatic hypermutation.
Annu Rev Genet 41:107–120. https://doi.org/10.1146/annurev.genet.41
.110306.130340.

55. Halemano K, Guo K, Heilman KJ, Barrett BS, Smith DS, Hasenkrug KJ,
Santiago ML. 2014. Immunoglobulin somatic hypermutation by
APOBEC3/Rfv3 during retroviral infection. Proc Natl Acad Sci U S A
111:7759 –7764. https://doi.org/10.1073/pnas.1403361111.

56. Munster VJ, Adney DR, van Doremalen N, Brown VR, Miazgowicz KL,
Milne-Price S, Bushmaker T, Rosenke R, Scott D, Hawkinson A, de Wit E,
Schountz T, Bowen RA. 2016. Replication and shedding of MERS-CoV in
Jamaican fruit bats (Artibeus jamaicensis). Sci Rep 6:21878. https://doi
.org/10.1038/srep21878.

57. Han Z, Madara JJ, Herbert A, Prugar LI, Ruthel G, Lu J, Liu Y, Liu W, Liu
X, Wrobel JE, Reitz AB, Dye JM, Harty RN, Freedman BD. 2015. Calcium
regulation of hemorrhagic fever virus budding: mechanistic implications
for host-oriented therapeutic intervention. PLoS Pathog 11:e1005220.
https://doi.org/10.1371/journal.ppat.1005220.

58. Lee AK, Kulcsar KA, Elliott O, Khiabanian H, Nagle ER, Jones ME, Amman
BR, Sanchez-Lockhart M, Towner JS, Palacios G, Rabadan R. 2015. De
novo transcriptome reconstruction and annotation of the Egyptian Rou-
sette bat. BMC Genomics 16:1033. https://doi.org/10.1186/s12864-015
-2124-x.

59. Zhang G, Cowled C, Shi Z, Huang Z, Bishop-Lilly KA, Fang X, Wynne JW,
Xiong Z, Baker ML, Zhao W, Tachedjian M, Zhu Y, Zhou P, Jiang X, Ng J,
Yang L, Wu L, Xiao J, Feng Y, Chen Y, Sun X, Zhang Y, Marsh GA, Crameri
G, Broder CC, Frey KG, Wang LF, Wang J. 2013. Comparative analysis of
bat genomes provides insight into the evolution of flight and immunity.
Science 339:456 – 460. https://doi.org/10.1126/science.1230835.

60. Lee MS, Park CH, Jeong YH, Kim YJ, Ha SJ. 2013. Negative regulation of
type I IFN expression by OASL1 permits chronic viral infection and
CD8(�) T-cell exhaustion. PLoS Pathog 9:e1003478. https://doi.org/10
.1371/journal.ppat.1003478.

61. Penaloza-MacMaster P, Kamphorst AO, Wieland A, Araki K, Iyer SS, West
EE, O’Mara L, Yang S, Konieczny BT, Sharpe AH, Freeman GJ, Rudensky
AY, Ahmed R. 2014. Interplay between regulatory T cells and PD-1 in
modulating T cell exhaustion and viral control during chronic LCMV
infection. J Exp Med 211:1905–1918. https://doi.org/10.1084/jem
.20132577.

Gerrard et al.

September/October 2017 Volume 2 Issue 5 e00245-17 msphere.asm.org 14

https://doi.org/10.1089/vbz.2009.0206
https://doi.org/10.1371/journal.pone.0115769
https://doi.org/10.1038/nbt.1883
https://doi.org/10.1038/nprot.2013.084
https://doi.org/10.1038/nprot.2013.084
https://doi.org/10.1007/s12026-014-8516-1
https://doi.org/10.1074/jbc.R700006200
https://doi.org/10.1128/JVI.02471-16
https://doi.org/10.1371/journal.ppat.1002811
https://doi.org/10.1371/journal.ppat.1002811
https://doi.org/10.1159/000364937
https://doi.org/10.1016/j.dci.2010.06.004
https://doi.org/10.1073/pnas.1000133107
https://doi.org/10.1073/pnas.1000133107
https://doi.org/10.1016/j.tem.2006.11.007
https://doi.org/10.1186/1475-2867-10-22
https://doi.org/10.1186/1471-2164-14-916
https://doi.org/10.3390/v7072779
https://doi.org/10.1016/j.jaci.2015.08.001
https://doi.org/10.1016/j.jaci.2015.08.001
https://doi.org/10.1016/j.vaccine.2015.05.106
https://doi.org/10.1016/j.vaccine.2015.05.106
https://doi.org/10.2147/JIR.S34152
https://doi.org/10.1016/j.dci.2010.08.011
https://doi.org/10.1016/j.dci.2010.08.011
https://doi.org/10.1007/s00251-008-0336-9
https://doi.org/10.1007/s00251-008-0336-9
https://doi.org/10.1093/intimm/9.1.189
https://doi.org/10.1007/s002510050294
https://doi.org/10.1016/0092-8674(89)90879-9
https://doi.org/10.1016/0092-8674(89)90879-9
https://doi.org/10.1007/s00251-010-0425-4
https://doi.org/10.1007/s00251-010-0425-4
https://doi.org/10.1016/j.tim.2014.12.004
https://doi.org/10.1016/j.tim.2014.12.004
https://doi.org/10.1016/j.dci.2016.06.024
https://doi.org/10.1016/j.dci.2016.06.024
https://doi.org/10.1146/annurev.genet.41.110306.130340
https://doi.org/10.1146/annurev.genet.41.110306.130340
https://doi.org/10.1073/pnas.1403361111
https://doi.org/10.1038/srep21878
https://doi.org/10.1038/srep21878
https://doi.org/10.1371/journal.ppat.1005220
https://doi.org/10.1186/s12864-015-2124-x
https://doi.org/10.1186/s12864-015-2124-x
https://doi.org/10.1126/science.1230835
https://doi.org/10.1371/journal.ppat.1003478
https://doi.org/10.1371/journal.ppat.1003478
https://doi.org/10.1084/jem.20132577
https://doi.org/10.1084/jem.20132577
msphere.asm.org


62. Safronetz D, Strong JE, Feldmann F, Haddock E, Sogoba N, Brining D,
Geisbert TW, Scott DP, Feldmann H. 2013. A recently isolated Lassa virus
from Mali demonstrates atypical clinical disease manifestations and
decreased virulence in cynomolgus macaques. J Infect Dis 207:
1316 –1327. https://doi.org/10.1093/infdis/jit004.

63. Hölzer M, Krähling V, Amman F, Barth E, Bernhart SH, Carmelo VA, Collatz
M, Doose G, Eggenhofer F, Ewald J, Fallmann J, Feldhahn LM, Fricke M,
Gebauer J, Gruber AJ, Hufsky F, Indrischek H, Kanton S, Linde J, Mostajo
N, Ochsenreiter R, Riege K, Rivarola-Duarte L, Sahyoun AH, Saunders SJ,
Seemann SE, Tanzer A, Vogel B, Wehner S, Wolfinger MT, Backofen R,
Gorodkin J, Grosse I, Hofacker I, Hoffmann S, Kaleta C, Stadler PF, Becker
S, Marz M. 2016. Differential transcriptional responses to Ebola and
Marburg virus infection in bat and human cells. Sci Rep 6:34589. https://
doi.org/10.1038/srep34589.

64. Glennon NB, Jabado O, Lo MK, Shaw ML. 2015. Transcriptome profiling
of the virus-induced innate immune response in Pteropus vampyrus and
its attenuation by Nipah virus interferon antagonist functions. J Virol
89:7550 –7566. https://doi.org/10.1128/JVI.00302-15.

65. Zhou P, Tachedjian M, Wynne JW, Boyd V, Cui J, Smith I, Cowled C, Ng
JH, Mok L, Michalski WP, Mendenhall IH, Tachedjian G, Wang LF, Baker
ML. 2016. Contraction of the type I IFN locus and unusual constitutive
expression of IFN-alpha in bats. Proc Natl Acad Sci U S A 113:2696 –2701.
https://doi.org/10.1073/pnas.1518240113.

66. Koma T, Huang C, Kolokoltsova OA, Brasier AR, Paessler S. 2013. Innate
immune response to arenaviral infection: a focus on the highly patho-
genic New World hemorrhagic arenaviruses. J Mol Biol 425:4893– 4903.
https://doi.org/10.1016/j.jmb.2013.09.028.

67. Hardwick JM, Bellows DS. 2003. Viral versus cellular BCL-2 proteins. Cell
Death Differ 10(Suppl 1):S68 –S76. https://doi.org/10.1038/sj.cdd
.4401133.

68. Sochalska M, Tuzlak S, Egle A, Villunger A. 2015. Lessons from gain- and
loss-of-function models of pro-survival Bcl2 family proteins: implications
for targeted therapy. FEBS J 282:834 – 849. https://doi.org/10.1111/febs
.13188.

69. Tripathi P, Koss B, Opferman JT, Hildeman DA. 2013. Mcl-1 antagonizes
Bax/Bak to promote effector CD4(�) and CD8(�) T-cell responses. Cell
Death Differ 20:998 –1007. https://doi.org/10.1038/cdd.2013.25.

70. Zhao C, Denison C, Huibregtse JM, Gygi S, Krug RM. 2005. Human ISG15
conjugation targets both IFN-induced and constitutively expressed pro-
teins functioning in diverse cellular pathways. Proc Natl Acad Sci U S A
102:10200 –10205. https://doi.org/10.1073/pnas.0504754102.

71. Zhang X, Bogunovic D, Payelle-Brogard B, Francois-Newton V, Speer SD,
Yuan C, Volpi S, Li Z, Sanal O, Mansouri D, Tezcan I, Rice GI, Chen C,
Mansouri N, Mahdaviani SA, Itan Y, Boisson B, Okada S, Zeng L, Wang X,
Jiang H, Liu W, Han T, Liu D, Ma T, Wang B, Liu M, Liu JY, Wang QK,
Yalnizoglu D, Radoshevich L, Uzé G, Gros P, Rozenberg F, Zhang SY,
Jouanguy E, Bustamante J, García-Sastre A, Abel L, Lebon P, Notarangelo
LD, Crow YJ, Boisson-Dupuis S, Casanova JL, Pellegrini S. 2015. Human
intracellular ISG15 prevents interferon-alpha/beta over-amplification
and auto-inflammation. Nature 517:89 –93. https://doi.org/10.1038/
nature13801.

72. Zhou P, Cowled C, Todd S, Crameri G, Virtue ER, Marsh GA, Klein R, Shi
Z, Wang LF, Baker ML. 2011. Type III IFNs in pteropid bats: differential
expression patterns provide evidence for distinct roles in antiviral im-
munity. J Immunol 186:3138 –3147. https://doi.org/10.4049/jimmunol
.1003115.

73. Miller MR, McMinn RJ, Misra V, Schountz T, Müller MA, Kurth A, Munster
VJ. 2016. Broad and temperature independent replication potential of
filoviruses on cells derived from Old and New World bat species. J Infect
Dis 214:S297–S302. https://doi.org/10.1093/infdis/jiw199.

74. Tong S, Zhu X, Li Y, Shi M, Zhang J, Bourgeois M, Yang H, Chen X,
Recuenco S, Gomez J, Chen LM, Johnson A, Tao Y, Dreyfus C, Yu W,
McBride R, Carney PJ, Gilbert AT, Chang J, Guo Z, Davis CT, Paulson JC,
Stevens J, Rupprecht CE, Holmes EC, Wilson IA, Donis RO. 2013. New
World bats harbor diverse influenza A viruses. PLoS Pathog 9:e1003657.
https://doi.org/10.1371/journal.ppat.1003657.

75. Langmead B, Trapnell C, Pop M, Salzberg SL. 2009. Ultrafast and
memory-efficient alignment of short DNA sequences to the human
genome. Genome Biol 10:R25. https://doi.org/10.1186/gb-2009-10-3-r25.

76. Li B, Dewey CN. 2011. RSEM: accurate transcript quantification from
RNA-Seq data with or without a reference genome. BMC Bioinformatics
12:323. https://doi.org/10.1186/1471-2105-12-323.

77. Robinson MD, McCarthy DJ, Smyth GK. 2010. edgeR: a Bioconductor pack-
age for differential expression analysis of digital gene expression data.
Bioinformatics 26:139–140. https://doi.org/10.1093/bioinformatics/btp616.

78. Conesa A, Gotz S. 2008. Blast2GO: a comprehensive suite for functional
analysis in plant genomics. Int J Plant Genomics 2008:619832.

79. Götz S, García-Gómez JM, Terol J, Williams TD, Nagaraj SH, Nueda MJ,
Robles M, Talón M, Dopazo J, Conesa A. 2008. High-throughput func-
tional annotation and data mining with the Blast2GO suite. Nucleic Acids
Res 36:3420 –3435. https://doi.org/10.1093/nar/gkn176.

Transcriptomes of Tacaribe Virus-Infected Bats

September/October 2017 Volume 2 Issue 5 e00245-17 msphere.asm.org 15

https://doi.org/10.1093/infdis/jit004
https://doi.org/10.1038/srep34589
https://doi.org/10.1038/srep34589
https://doi.org/10.1128/JVI.00302-15
https://doi.org/10.1073/pnas.1518240113
https://doi.org/10.1016/j.jmb.2013.09.028
https://doi.org/10.1038/sj.cdd.4401133
https://doi.org/10.1038/sj.cdd.4401133
https://doi.org/10.1111/febs.13188
https://doi.org/10.1111/febs.13188
https://doi.org/10.1038/cdd.2013.25
https://doi.org/10.1073/pnas.0504754102
https://doi.org/10.1038/nature13801
https://doi.org/10.1038/nature13801
https://doi.org/10.4049/jimmunol.1003115
https://doi.org/10.4049/jimmunol.1003115
https://doi.org/10.1093/infdis/jiw199
https://doi.org/10.1371/journal.ppat.1003657
https://doi.org/10.1186/gb-2009-10-3-r25
https://doi.org/10.1186/1471-2105-12-323
https://doi.org/10.1093/bioinformatics/btp616
https://doi.org/10.1093/nar/gkn176
msphere.asm.org

	RESULTS
	High-quality de novo assembly and annotation of the Jamaican fruit bat transcriptome. 
	Differential gene expression following TCRV infection. 
	Immune gene expression profile in response to TCRV infection. 
	Gene ontology of annotated differentially expressed genes in TCRV-infected tissues. 

	DISCUSSION
	Conclusion. 

	MATERIALS AND METHODS
	Experimental TCRV infection in bats, sample collection, and RNA extraction. 
	RNA-Seq. 
	Read processing and assembly. 
	Gene ontology and pathway analysis. 
	Immunoglobulin sequence analysis. 
	RT-qPCR validation of RNA-Seq data. 
	Accession number(s). 

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

