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Epidemiological evidence correlates low serum vitamin A (retinol) levels
with increased susceptibility to active tuberculosis (TB); however, retinol is biologically inactive and must be converted into its bioactive form, all-trans retinoic acid
(ATRA). Given that ATRA triggers a Niemann-Pick type C2 (NPC2)-dependent antimicrobial response against Mycobacterium tuberculosis, we investigated the mechanism
by which the immune system converts retinol into ATRA at the site of infection.
We demonstrate that granulocyte-macrophage colony-stimulating factor (GM-CSF)derived dendritic cells (DCs), but not macrophages, express enzymes in the vitamin A
metabolic pathway, including aldehyde dehydrogenase 1 family, member a2 (ALDH1A2)
and short-chain dehydrogenase/reductase family, member 9 (DHRS9), enzymes
capable of the two-step conversion of retinol into ATRA, which is subsequently
released from the cell. Additionally, mRNA and protein expression levels of
ALDH1A2 and DC marker CD1B were lower in tuberculosis lung tissues than in
normal lung. The conditioned medium from DCs cultured with retinol stimulated
antimicrobial activity from M. tuberculosis-infected macrophages, as well as the
expression of NPC2 in monocytes, which was blocked by speciﬁc inhibitors, including retinoic acid receptor inhibitor (RARi) or N,N-diethylaminobenzaldehyde (DEAB),
an ALDH1A2 inhibitor. These results indicate that metabolism of vitamin A by DCs
transactivates macrophage antimicrobial responses.
ABSTRACT

IMPORTANCE Tuberculosis (TB) is the leading cause of death by a single infectious

agent worldwide. One factor that contributes to the success of the microbe is the
deﬁciency in immunomodulatory nutrients, such as vitamin A (retinol), which are
prevalent in areas where TB is endemic. Clinical trials show that restoration of systemic retinol levels in active TB patients is ineffective in mitigating the disease; however, laboratory studies demonstrate that activation of the vitamin A pathway in Mycobacterium tuberculosis-infected macrophages triggers an antimicrobial response.
Therefore, the goal of this study was to determine the link between host retinol levels and retinoic acid-mediated antimicrobial responses against M. tuberculosis. By
combining established in vitro models with in situ studies of lung tissue from TB patients, this study demonstrates that the innate immune system utilizes transcellular
metabolism leading to activation between dendritic cells and macrophages as a
means to combat the pathogen.
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lobally, there are 1.7 billion people infected with Mycobacterium tuberculosis, the
etiological agent of tuberculosis (TB), of which, approximately 10% will develop
the active disease and the rest will remain latently infected (1). The incidence of TB is
prominent in low-income areas where people can also suffer from malnutrition, resulting in lower systemic levels of immunomodulatory vitamins. Epidemiological studies
have correlated low serum levels of retinol, the circulating form of vitamin A, with a
10-fold increased risk and susceptibility to TB (2–4). In addition, in vitro studies have
demonstrated that stimulation of M. tuberculosis-infected macrophages with all-trans
retinoic acid (ATRA), the bioactive hormonal form of vitamin A, induced antimicrobial
activity against the pathogen (5–8). Collectively, these studies indicate an important
role for the vitamin A system in the immune response against M. tuberculosis infection.
However, for systemic retinol to inﬂuence immune responses at the site of infection, it
must ﬁrst be metabolized into ATRA.
We and others previously showed that treatment of M. tuberculosis-infected macrophages with ATRA results in antimicrobial activity (5, 7, 8). Our study demonstrated
that at least one of the mechanisms driving the ATRA-triggered antimicrobial activity is
the expression of the lipid transporter protein Niemann-Pick type C2 (NPC2), which
mediated both reduction in cellular cholesterol and antimicrobial activity (8). Other
studies have demonstrated the ability of ATRA to restrict infection as well as reduce
survival of M. tuberculosis in macrophages by downregulating the expression of
tryptophan-aspartate containing coat protein (TACO), a cytoskeletal protein that prevents phagosome-lysosome fusion (9). This ability of ATRA to induce these antimicrobial mechanisms suggests that the generation of ATRA from retinol may be an
important factor in host defense against M. tuberculosis infection.
For in vivo synthesis of ATRA, retinol is ﬁrst converted into all-trans retinaldehyde
(ATRH), a step catalyzed by several enzymes, including short-chain dehydrogenase/
reductase family, member 9 (DHRS9), DHRS3, and retinol dehydrogenase 10 (RDH10)
(10). ATRH is then converted into ATRA, which can be catalyzed by the aldehyde
dehydrogenase 1 (ALHD1) family of enzymes, including ALDH1A1, ALDH1A2, and
ALHD1A3 (11). Several of these enzymes are expressed in dendritic cells (DCs), an innate
immune cell type which functions as an antigen presentation cell to activate adaptive
immune cells and, importantly, is correlated to host immune control of mycobacterial
infection (12–19). Although resident DCs exist in normal healthy lung, whether the
immune microenvironment in the lung of a TB patient includes DCs or the vitamin A
metabolic system is unclear. Therefore, we investigated the potential of innate immune
cells to metabolize and activate retinol to elicit vitamin A-driven antimicrobial responses.
RESULTS
Activation of innate immune cells by vitamin A metabolites. To determine if
retinol or other vitamin A metabolites can directly stimulate monocytes, we stimulated
primary human monocytes with equimolar concentrations (10⫺8 M) of retinol, all-trans
retinaldehyde (ATRH), or all-trans retinoic acid (ATRA) for 18 h. Following incubation,
total RNA was harvested, and mRNA expression levels of two ATRA response genes,
NPC2 and CYP27A1 (8), were measured by real-time semiquantitative PCR (qPCR). Only
ATRA stimulation resulted in signiﬁcant induction of NPC2 mRNA (Fig. 1A), which is a
required gene for ATRA-induced antimicrobial activity against M. tuberculosis (8).
Similarly, CYP27A1 mRNA expression was signiﬁcantly induced by ATRA but not by
ATRH or retinol (Fig. 1B). However, previous studies have indicated and we conﬁrm here
using samples from our completed studies (20, 21) that serum retinol levels were
signiﬁcantly lower in active tuberculosis patients than in healthy household contacts
(Fig. 1C). It is then unclear how retinol levels inﬂuence tuberculosis pathology; therefore, we hypothesize that local metabolism of retinol into ATRA at the site of infection
by immune cells will be crucial to vitamin A-driven host defense.
GM-DCs express the retinol metabolism pathway. Since fetal calf serum (FCS)
used for cell culture typically contains relatively high levels (⬃128 ng/ml) of retinol (22),
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FIG 1 Activation of innate immune cells by vitamin A metabolites. Primary human monocytes were
treated with either vehicle alone (CTRL), retinol (10⫺8 M), retinaldehyde (ATRH) (10⫺8 M), or all-trans
retinoic acid (ATRA) (10⫺8 M) for 18 h and the mRNA expression levels of NPC2 (A) and CYP27A1 (B) were
measured via qPCR. Data shown are the average fold change (FC) versus CTRL ⫾ standard error of the
mean (SEM) (n ⫽ 3 to 7). P values by one-way ANOVA. *, P ⬍ 0.05; ***, P ⬍ 0.001. (C) Black dots represent
the serum retinol levels of TB household contact (TB contacts) or active TB patients. The red line indicates
the average ⫾ SEM retinol serum levels in each group. P value by Student’s t test. ***, P ⬍ 0.001.

immune cells cultured in FCS that metabolize retinol to ATRA will subsequently
demonstrate an autocrine activation of the retinoic acid receptor (RAR) gene program.
Therefore, we sought to interrogate the gene expression proﬁles of human monocytederived macrophages (MDMs) and DCs for a RAR activation signature. Gene signatures
of macrophages were determined from our previously published gene microarrays of
primary human monocytes stimulated with cytokines that drive macrophage differentiation and polarization (17): interleukin 10 (IL-10; M2a), IL-15 (M1), and IL-4 (M2a). A
signature for DCs was determined from a new gene microarray experiment data set of
primary human monocytes stimulated with the DC differentiation driving cytokine,
granulocyte-macrophage colony-stimulating factor (GM-CSF). Next, Ingenuity Pathway
Analysis (IPA) demonstrated that the DC gene signature, but none of the macrophage
signatures, had signiﬁcant enrichment of the canonical pathway “RAR activation” in the
GM-CSF-induced gene proﬁle (see Fig. S1 in the supplemental material).
The retinol metabolism pathway was further elaborated in the DC proﬁle at a single
gene level, and the mRNA expression of enzymes that metabolize retinol into ATRH
(DHSR3, DHRS9, and RDH10) as well as ATRH into ATRA (ALDH1A1, ALDH1A2, and
ALDH1A3) were examined. For the enzymes that metabolize retinol into ATRH, DHSR9
was signiﬁcantly induced by GM-CSF; however, DHSR3 and RDH10 did not show any
signiﬁcant regulation by GM-CSF (Fig. 2A). As for the enzymes that metabolize ATRH
into ATRA, one of two ALDH1A2 probe sets present on the array was signiﬁcantly
upregulated, ALDH1A1 was signiﬁcantly downregulated, and ALDH1A3 showed no
signiﬁcant regulation by GM-CSF (Fig. 2A). Since both ALDH1A2 probe sets share
probes derived from multiple transcripts according to the manufacturer, we designed
ALHD1A2-speciﬁc primers to conﬁrm the microarray results. Primary human monocytes
were isolated from whole blood and stimulated for 24 h with a titration of GM-CSF (0
ng/ml, 1 ng/ml, 10 ng/ml, or 100 ng/ml) compared to a titration of IL-15 (40 ng/ml, 80
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FIG 2 Expression of the retinol metabolic pathway in DCs. (A) Primary human monocytes were
stimulated with GM-CSF for 0, 3, and 12 h, and then gene expression was proﬁled using microarrays.
Expression data of vitamin A pathway genes, DHRS3, DHRS9, RDH10, ALDH1A1, ALDH1A2, and ALDH1A3,
are displayed as mean expression in arbitrary units (AU) from three independent donors ⫾ SEM. Primary
human monocytes stimulated with a titration of GM-CSF or IL-15 for 18 h and mRNA expression of DHRS9
(n ⫽ 3 to 5) (B) and ALDH1A2 (n ⫽ 3 to 6) (C) were measured by qPCR. Data shown are the average fold
change (FC) versus CTRL ⫾ SEM. (D) Induction of CYP27B1 mRNA expression in monocytes by IL-15 was
measured by qPCR. Data shown are the average fold change (FC) versus CTRL ⫾ SEM (n ⫽ 3). P values
by one-way ANOVA. *, P ⬍ 0.05; **, P ⬍ 0.01; ***, P ⬍ 0.001.

ng/ml). Induction of the DC phenotype by GM-CSF was conﬁrmed by the coexpression
and increase in cell surface expression of DC-speciﬁc markers (23), CD206, CD86, and
CD1B measured via ﬂow cytometry (see Fig. S2). The cells were stimulated with IL-15 as
a control given that the IPA did not identify an RAR activation signal by IL-15 (Fig. S1),
but is known to induce vitamin D metabolism in human monocytes (23). Following the
incubation, total RNA was isolated and the expression of DHRS9 and ALDH1A2 was
measured by qPCR. GM-CSF at concentrations of 1 ng/ml, 10 ng/ml, and 100 ng/ml
induced DHRS9 mRNA levels by 9.43-, 16.8-, and 16.3-fold, respectively, compared to
that in an unstimulated control (Fig. 2B). In the same experiment, 1 ng/ml, 10 ng/ml,
and 100 ng/ml of GM-CSF induced ALDH1A2 mRNA levels to 22.0-, 21.9-, and 57.4-fold,
respectively, compared to that in the unstimulated control (Fig. 2C). Since IL-15 did not
induce expression of DHRS9 or ALDH1A2, we assayed CYP27B1 levels to verify that the
IL-15 was active, ﬁnding that IL-15 induced signiﬁcant CYP27B1 expression (Fig. 2D) as
previously described (23). Concurrent induction of DHRS9 and ALDH1A2 by GM-CSF
suggests that the capacity to metabolize retinol into ATRA is part of the GM-CSFderived DC gene program.
Transcriptional proﬁling of retinol metabolism in TB infected lung. To establish
the in vivo relevance of vitamin A metabolism and DCs in TB, we extended our
previously published analysis of microarray data, comparing the gene expression
proﬁle of human caseous TB lung tissue to that of unaffected lung (24). The expanded
analysis indicates that the expression of ALDH1A2 and DHRS9, as well as the DC marker
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FIG 3 Transcriptional proﬁling of retinol metabolism in TB infected lung. Expression of vitamin A metabolism
(ALDH1A2 and DHRS9) and activation (NPC2 and CYP27A1) genes as well as DC (CD1B) and macrophage (CD163)
markers in human caseous TB versus normal lung tissue (A) and rabbit lung 2 and 16 weeks after M. tuberculosis
infection (B) as measured by gene microarray. P values by one-way ANOVA. *, P ⬍ 0.05; **, P ⬍ 0.01; ***, P ⬍ 0.001.

CD1B, was signiﬁcantly less in TB than in unaffected lung tissue (Fig. 3A). In contrast, the
M2 macrophage marker, CD163, was more highly expressed in TB tissue than in
unaffected lung (25). These results suggest a lack of a signiﬁcant vitamin A metabolic
gene proﬁle in the chronic and late state of TB disease. To investigate the early stages
of infection, we utilized a previously published expression data set comparing rabbit
lung after M. tuberculosis infection to uninfected lung tissue (26). This analysis indicates
that ALDH1A2 is signiﬁcantly downregulated after 2 weeks of infection but shows no
change after 16 weeks (Fig. 3B). DHRS9 was signiﬁcantly upregulated at 2 weeks, shown
by one of two probes present on the array, but no signiﬁcant change was detected
otherwise (Fig. 3B). NPC2 was signiﬁcantly downregulated at both 2 and 16 weeks,
whereas CYP27A1 was signiﬁcantly downregulated only at 16 weeks (Fig. 3B). CD1B was
signiﬁcantly upregulated at 2 weeks but signiﬁcantly downregulated at 16 weeks
(Fig. 3B). Lastly, CD163 was signiﬁcantly upregulated at both 2 and 16 weeks (Fig. 3B).
Taken together, with the caveat that the human and rabbit disease pathologies are
likely different (27), these data suggest DCs and the vitamin A metabolic pathway are
downregulated or absent during the course of tuberculosis infection.
DCs and retinol metabolism are absent in TB lung. To conﬁrm the microarray
ﬁndings, surgically resected lung tissue from ﬁve active TB patients were compared to
unaffected lung tissue from non-small lung cancer patients obtained by the UCLA
Translational Pathology Core Laboratory (TPCL) using immunohistochemistry (IHC). The
lung tissues were formalin ﬁxed, parafﬁn embedded, cut into sections, and mounted
onto slides. All TB patient lung sections showed large central caseous necrosis areas
surrounded by largely disorganized cellular regions. Within the cellular regions, lung
sections from two TB patients (TB1 and TB2) showed little to no ALDH1A2 protein
expression, whereas normal lung tissue showed positive cells dispersed throughout the
tissue in clusters (Fig. 4A). In terms of cellular composition, both TB and normal lung
tissues contained macrophages as detected by CD163 expression (Fig. 4B), but the DC
marker, CD1B, was found in the normal lung at higher levels than in TB lung (Fig. 4C).
In the normal lung sections, CD163⫹ cells resided predominately in the alveolar space
and the border of the interstitium, whereas CD1B⫹ and ALHD1A2⫹ cells were more
restricted to the interstitium and endothelium, which is where lung DCs are typically
May/June 2019 Volume 4 Issue 3 e00327-19
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FIG 4 CD1B and ALDH1A2 expression in TB lung. TB patient lung and normal lung tissue protein
expression of ALDH1A2 (A), CD163 (B), and CD1B (C) by immunohistochemistry. Data shown are
representative images (TB lung [TB], n ⫽ 8 to 10; normal lung [NL], n ⫽ 4 to 5). Scale bar, 40 m.
Expression of ALDH1A2 (D), CD163 (E), and CD1B (F) in TB versus normal lung was quantiﬁed per
nucleated cell using Immunoratio. Data shown are the average percentage of positive cells/nucleus ⫹
SEM. P value by Student’s t test. *, P ⬍ 0.05; ***, P ⬍ 0.001.

found (28). Corresponding isotype control antibodies for ALDH1A2, CD163, and CD1B
show that IHC staining is speciﬁc with limited background signal (Fig. S3). Using
Immunoratio, we quantiﬁed the number of ALDH1A2-, CD163-, and CD1B-positive cells
compared to nuclear staining in 4 to 5 sections per normal lung and 8 to 10 sections
per TB lung. The decreased mRNA expression levels of ALDH1A2 in TB lung from the
microarray data correlated with the decreased protein expression of ALDH1A2 in TB
lung relative to normal lung (Fig. 4D). In contrast, we found that TB lung expressed
signiﬁcantly higher CD163 protein levels relative to normal lung (Fig. 4E). Lastly, the
decreased CD1B mRNA expression in TB lung also correlated with the decreased
protein expression of CD1B in TB lung relative to normal lung (Fig. 4F). Taken together,
the decrease in ALDH1A2 and CD1B in the TB lung indicates that genes in the vitamin
A metabolic pathway and a DC-speciﬁc cell surface marker are signiﬁcantly lower in TB
lung.
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FIG 5 Activation of monocytes and macrophages with DC-produced ATRA. (A) GM-CSF-derived DCs
were treated with the indicated amounts of retinol for 6 h under serum-free conditions, and the amounts
of ATRA in the cellular (Cell) and supernatant (Supe) fractions were analyzed via HPLC. Data represent the
means ⫾ SEMs of the average area of ATRA peak from HPLC plots (n ⫽ 4). Data shown are the average
fold change versus control ⫾ SEM (n ⫽ 3 to 7). P values by one-way ANOVA. *, P ⬍ 0.05; ***, P ⬍ 0.001.
Expression levels of NPC2 (B) and CYP27A1 (C) were measured by qPCR in primary human monocytes
cultured with CM from DCs with or without retinol. From the same experiments, expression levels of
NPC2 (D) and CYP27A1 (E) were measured in primary human monocytes cultured with CM from DCs
pretreated with DEAB for 20 min prior to addition of retinol. Primary human monocytes were also
pretreated with RARi and treated with CM from DC with or without retinol, and mRNA expression levels
of NPC2 (F) and CYP27A1 (G) were measured by qPCR. All experimental conditions (panels B to G) were
performed in parallel. Data shown are the average fold change versus control ⫾ SEM (n ⫽ 3 to 7).

GM-DCs demonstrate metabolism of retinol to ATRA. For DCs to play a vitamin
A-dependent immunomodulatory role in TB, they have to functionally metabolize
retinol into ATRA and transactivate infected cells. To establish that the induction of
DHRS9 and ALDH1A2 in GM-CSF-derived DCs led to the two-step bioconversion of
retinol into ATRA, GM-CSF-derived DCs were cultured under serum-free conditions with
or without exogenous retinol for 6 h, and retinol metabolites were measured in the
cellular and supernatant fractions via high-performance liquid chromatography (HPLC).
The total levels of ATRA were measured from the cellular fraction of DCs incubated with
control, 1 ng/ml, or 10 ng/ml of retinol at an average of 9.8, 150.4, and 121.0 mean
arbitrary units (mAU), respectively (Fig. 5A). From the same experiments, the ATRA
contained in the supernatants from DCs incubated with control, 1 ng/ml, or 10 ng/ml
of retinol was quantiﬁed at 16.6, 251.2, and 2131.2 mAU, respectively, which at the
10 ng/ml concentration, was signiﬁcantly (17.6-fold) higher than in the cellular fraction.
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These data indicate that providing retinol to GM-CSF-derived DCs results in the
production of ATRA, which can be found in both the cellular and extracellular fractions,
with the majority of ATRA present extracellularly.
DC-produced ATRA transactivates RAR in monocytes. To ascertain if the extracellular ATRA produced by DCs can transactivate other immune cells, DCs were cultured
for 18 h under serum-free conditions with or without exogenous retinol, and the
conditioned medium (CM) supernatants were collected and supplemented with FCS.
The supplemented CM was used to culture fresh primary human monocytes for 18 h,
and gene expression of NPC2 and CYP27A1 was assessed using qPCR. Incubation of
monocytes with the DC CM containing exogenous retinol induced a signiﬁcant 3.8-fold
expression of NPC2 (Fig. 5B) and a 3.3-fold expression of CYP27A1 compared to that in
CM with no retinol (Fig. 5C). In the same experiments, we also utilized N,Ndiethylaminobenzaldehyde (DEAB) and BMS 493 (RARi), inhibitors of ALDH1A2 and
RAR, respectively, to address the role of vitamin A metabolism and RAR activation in the
ability of CM to induce NPC2 and CYP27A1.
Concurrent treatment of the DCs with DEAB during incubation with exogenously
added retinol during generation of CM inhibited the ability of the resulting CM to
induce NPC2 (Fig. 5D) and CYP27A1 in monocytes (Fig. 5E); however, DEAB had no
direct effect on ATRA induction of NPC2 and CYP27A1 (see Fig. S4A). Furthermore,
20-min pretreatment of monocytes with RARi prior to addition of the FCSsupplemented CM also inhibited induction of NPC2 (Fig. 5F) and CYP27A1 (Fig. 5G). In
separate experiments, the RARi inhibited ATRA-induced expression of NPC2 and
CYP27A1 in primary human monocytes at a 10-fold excess (Fig. S4B). Taken together,
these results indicate that DCs are able to produce ATRA, in part through ALDH1A2
activity, from exogenous retinol and stimulate RAR-induced gene expression in neighboring cells.
DC-produced ATRA induces antimicrobial activity in M. tuberculosis-infected
MDMs. To determine whether DC-produced ATRA can transactivate innate immune
cells to trigger antimicrobial activity, medium was supplemented with or without
exogenous retinol (10 ng/ml) and was conditioned by DCs for 18 h. Macrophages were
derived from primary human monocytes using M-CSF (MDMs), as we previously described (29), and infected with H37Rv for 18 h. Following the infection, extracellular
bacterium was removed through extensive washing, and the infected MDMs were
recultured with FCS-supplemented CM. Bacterial viability was assessed after 72 h using
our previously described PCR-based method (8). When the infected MDMs were
cultured using CM with exogenous retinol, the resulting bacterial viability was signiﬁcantly lower than for cells cultured with CM with no retinol (Fig. 5H). These data suggest
that DCs are capable of triggering a retinol-dependent antimicrobial response in trans.
DISCUSSION
Vitamin A metabolites have been implicated in the pathogenesis of TB in humans.
Low levels of the circulating form of vitamin A, retinol, correlate with susceptibility to
disease (3, 4, 28), whereas the bioactive form of vitamin A, ATRA, induces antimicrobial
activity in M. tuberculosis-infected macrophages (5, 7–9). Given that retinol is biologically inactive, our work sought to explore the mechanism by which retinol can inﬂuence
the immune response, speciﬁcally, to understand how retinol is metabolized into a
bioactive form by immune cells. A bioinformatics survey of primary human monocyte
gene expression proﬁles elicited by macrophage- and DC-differentiating cytokines
indicated that the DC-differentiating cytokine, GM-CSF, induces expression of genes
encoding enzymes in the vitamin A metabolic pathway, DHRS9 and ALDH1A2. Examining human and rabbit TB lung in situ, we found that expression of vitamin A
metabolism genes and the DC marker CD1B were largely downregulated in lung tissue
from TB patients compared to that in controls. GM-CSF-derived DCs, by producing
ATRA from retinol and releasing it, can elicit a response in trans to neighboring
monocytes/macrophages, including induction of NPC2 and an antimicrobial response.
Taken together, the present results indicate that DCs, through metabolism of retinol,
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may play a critical role supplying a bioactive form of vitamin A to neighboring infected
macrophages, eliciting antimicrobial responses in TB.
Previous studies have correlated vitamin A deﬁciency to TB, including populations
with a high incidence of TB, such as South Korea (30), India (31), and Indonesia (32).
Another multinational study also demonstrated signiﬁcant association of retinol deﬁciency with TB in HIV-positive patients (33). Our study examined a multiethnic population in the United Kingdom, which has an overall low incidence of TB and malnutrition (20, 21). The fact that vitamin A deﬁciency signiﬁcantly correlated with TB
compared to healthy household contacts in our population suggests that retinol plays
an important role in TB pathogenesis and may not simply be coincident to malnourishment in impoverished countries with endemic M. tuberculosis or with HIV coinfection. Thus, how retinol is metabolized into the active hormone, ATRA, by the immune
system to elicit antimicrobial responses will be an important factor to host defense
against M. tuberculosis infection.
The canonical function of DCs is to regulate the adaptive immune response
through antigen presentation and cytokine secretion; our results indicate that DCs
can also regulate the immune response through metabolic activity. Here, we
provide evidence that metabolism of vitamin A by DC leads to the release of ATRA,
which can subsequently transactivate RAR in neighboring monocytes/macrophages. Transcellular metabolism was previously described for the production of
eicosanoids from arachidonic acid, where prostaglandins are metabolized by one
cell and then the biosynthetic intermediates are delivered to monocytes and
macrophages to be further metabolized (34, 35). In contrast, our results provide
evidence that the metabolism of retinol into ATRA by DCs led to transactivation of
macrophages, resulting in antimicrobial activity against M. tuberculosis. There is
increasing evidence that nuclear hormones such as vitamin A and vitamin D play an
integral role in innate immune response, and while both require a metabolic step
converting the inactive substrate into the active hormone, it is unclear if vitamin D
metabolism results in transcellular activation (36).
The role of DCs in TB pathogenesis is not well deﬁned due to the lack of an
accessible experimental animal system that accurately models the human disease as
well as to the difﬁculty in acquiring lung tissue samples from active and latent TB
patients. Many of the immune paradigms described for the host immune response to
mycobacterial infections have, therefore, been established by studying other human
mycobacterial diseases, especially leprosy, which is caused by dermal infection with
Mycobacterium leprae. CD1B⫹ DCs were found in the granulomas derived from patients
with the self-limiting form of leprosy (tuberculoid); in contrast, DCs were absent in the
lesions derived from patients with the disseminated form of leprosy (lepromatous) (37).
Examination of resected lung tissue from patients with active TB conﬁrmed similar
results, since both gene and protein expression of the DC speciﬁc marker, CD1B, as well
as ALDH1A2 are signiﬁcantly diminished in TB lung relative to that in normal lung,
accompanied by an increase in CD163 expression (25). Although CD163 is predominantly expressed by macrophages, a subset of tolerogenic IL-10-secreting DCs expressing cell surface CD163 have been described (38). The presence of IL-10-secreting
tolerogenic DCs would correlate with the permissive immune microenvironment of
both lepromatous leprosy and tuberculosis and warrants further investigation of their
role in disease pathogenesis (39, 40).
Since patient-derived TB lung samples represent a late stage of disease, we utilized
data from experimental animal studies to understand the regulation of DCs and vitamin
A metabolism at the onset of infection in rabbits. Based on our gene expression analysis
of rabbit lung, while there was an increase in CD1B expression at the onset of M.
tuberculosis infection, the levels dropped as the infection progressed. Other studies
have shown a similar pattern in the mouse lung during M. tuberculosis infection, where
DCs drain to the nearest lymph node and have impaired function (41). However, the
mechanism leading to the decrease in CD1B and ALDH1A2 in human TB lung is unclear
given M. tuberculosis infection has been described to result in DC cell death (42),
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transmigration away from the lung (43), and defective DC differentiation (44). Our
previous study indicates that ATRA stimulation does not induce CD1B expression (45),
but we cannot rule out that ATRA might result in the downregulation of CD1B on the
cell surface of DCs. However, given that TB patients are likely to be systemically retinol
deﬁcient and possibility ALDH1A2 deﬁcient at the site of infection, it is unlikely there
will be abundant ATRA present. Since the presence of DCs and likely their ability to
function properly correlates with favorable outcome to disease, factors that regulate
DCs during infection in the complex microenvironment of granulomas will warrant
further investigation. Although at this time, we cannot differentiate if DCs in the TB
lung have downregulated expression of CD1B and ALDH1A2 but are still present nor
rule out the presence of DCs with low CD1B and ALDH1A2 expression.
We demonstrate here that generation of ATRA by DCs can transactivate infected
macrophages to elicit antimicrobial activity. However, due to the pleiotropic effects of
ATRA on the immune system, the effects of ATRA transactivation are not limited to
induction of NPC2, and include other processes critical to host defense against M.
tuberculosis infection, such as (i) autophagy (46), (ii) driving monocyte differentiation
into CD209⫹ macrophages with antimicrobial properties (45), or (iii) macrophages with
tissue-preservation/wound-healing functions (47). ATRA can also regulate the adaptive
immune response through inducing differentiation of Foxp3⫹ regulatory T cells as well
as preserving Th1 inﬂammatory responses (48). Since sustained inﬂammation in the
lung can lead to severe lung tissue damage or mortality, regulation of chronic inﬂammation by FoxP3⫹ regulatory T cells can be important in disease outcome and
reduction of mortality (49). In combination, CD209⫹ macrophages and the Th1 inﬂammatory response are critical to the clearance of mycobacterium from the host (29, 50,
51), whereas tissue-like macrophages are critical to sustaining granulomas, thus preventing the spread of disease within the host in vivo (52). Studies have also indicated
that ATRA regulates the composition of the extracellular matrix through induction of a
gene expression proﬁle that drives tissue preservation and wound healing. Active TB
lungs show an increase of MMP-1, MMP-8, and MMP-9 protein expression and a
decrease in TIMP-1 protein expression, which results in pulmonary cavitation (53–55).
In contrast, stimulation of monocytes with ATRA decreases mRNA expression of MMP1/MMP-9 and increases the expression of TIMP-1, leading to tissue preservation and
wound healing (47). The diverse roles of ATRA-mediated immunological pathways
suggest that regulating vitamin A metabolism at the site of infection can play a critical
role in balancing the antimicrobial response and mitigate inﬂammation-triggered tissue
damage in TB.
Clinical studies have shown that patients with active TB have lower circulating
retinol levels than healthy individuals (2–4); however, retinol supplementation has
demonstrated mixed results (56–60). Yet, Aibana et al. demonstrated that household
contacts who are vitamin A deﬁcient have a 10-fold increased risk in acquiring tuberculosis disease (2), and active TB patients treated with chemotherapy exhibit increased
circulating retinol levels (4). These studies indicate that the vitamin A system plays
an important role in mitigating TB; however, the mechanism by which retinol
inﬂuences the immune response is not a direct effect. Our results here demonstrate
that for retinol to trigger an antimicrobial response, it must ﬁrst be metabolized into
ATRA; therefore, since TB lung has lower expression of ALDH1A2, systemic restoration of retinol levels will have minimal effects at the site of infection with a lack
of local metabolism-dependent transactivation. Therefore, novel therapeutics that
enhance retinol metabolism in the lungs of active TB patients could potentially be
used in conjunction with retinol supplementation as an immunotherapy targeting
the innate immune response to infection. Alternatively, given that normal lung
expresses the vitamin A metabolic machinery, supplementation of retinol-deﬁcient
individuals prior to M. tuberculosis exposure provides a strategy that might prevent
the spread of disease.
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MATERIALS AND METHODS
Statistics. A two-tailed Student’s t test was used to compare two different experimental conditions.
Experiments with three or more measurements were analyzed using one-way analysis of variance
(ANOVA) or Kruskal-Wallis one-way ANOVA on ranks as appropriate with the Student-Newman-Keuls
method for pairwise analyses using GraphPad Prism 7 software. Error bars in ﬁgures represent the
standard errors of the means between individual donor values. The P values are either precisely indicated
in the text or noted in the ﬁgures using the following convention: *, P ⬍ 0.05; **, P ⬍ 0.01; ***, P ⬍ 0.001.
Reagents. Retinol, ATRA, and ATRH were purchased (Sigma-Aldrich), dissolved in dimethyl sulfoxide
(DMSO) and stored at ⫺80°C in small aliquots protected from light. Unless stated, the retinol, ATRH, and
ATRA were utilized at 10⫺8 M. Recombinant IL-15 (R&D systems) and GM-CSF (R&D systems) were
cultured with monocytes in RPMI 1640 (Gibco) and 10% fetal calf serum (FCS) (Omega Scientiﬁc).
Monocytes were differentiated into macrophages with macrophage colony-stimulating factor (M-CSF)
(R&D systems) as described as previously (8). Immunohistochemistry was performed with the following
antibodies: puriﬁed-CD1B (MT101; BD biosciences), puriﬁed-ALDH1A2 (ab75674; Abcam), and puriﬁedCD163 (EDHu-1; Bio-Rad).
Retinol measurements of clinical samples. Adult TB contacts (n ⫽ 202) and adult patients with
smear-positive pulmonary TB (n ⫽ 145) were recruited from TB clinics in London, UK, as previously
described (20, 21). Serum concentrations of retinol were determined by high-performance liquid
chromatography (HPLC) in the clinical biochemistry departments of Northwick Park Hospital (TB contacts) and the Royal London Hospital (TB patients). The studies were approved by the research ethics
committees of North East London, Harrow, and East London and The City Research Ethics Committee
(REC references P/02/146, EC 2759, and 06/Q0605/83), and written informed consent to participate was
obtained from all participants.
Flow cytometry. The following antibodies (BD Biosciences) were used for ﬂow cytometry: CD1Bﬂuorescein isothiocyanate (FITC; MT101), CD86-allophycocyanin (APC; FUN-1), and CD206-phycoerythrin
(PE; 19.2). DCs were harvested and subsequently stained as previously described (15).
Quantitative real-time PCR. Gene expression of CYP27B1, CYP27A1, NPC2, DHRS9 and ALDH1A2
were analyzed by real-time semiquantitative PCR (qPCR) as described previously (8). The primers were as
follows: ALDH1A2 Forward, 5=-TTG GTT CAG TGT GGA GAA GG-3=; ALDH1A2 Reverse, 5=-AAA GCT TGC
AGG AAT GGT TTG-3=; DHRS9 Forward, 5=-CTT GCA ATC GTT GGA GGG GGC T-3=; DHRS9 Reverse, 5=-AGA
CAG CTG CTC CCA AAT GGC G-3=. Genes were normalized to 36B4 levels and the threshold cycle (ΔΔCT)
method was used to calculate fold change; 1 mg of RNA was used.
Bioconversion of retinol to all-trans retinoic acid. DCs were differentiated as described above and
treated with or without retinol for 6 h under serum-free conditions. The cultures were harvested, and the
supernatants and cellular fractions were separated by centrifugation (300 ⫻ g). Retinoids were extracted
in hexane, and samples were analyzed by high-performance liquid chromatography as previously
described (61). ATRA levels are expressed as mean arbitrary units (mAU).
Conditioned medium. DCs were generated from primary human monocytes treated with GM-CSF
for 2 days. The DCs were harvested, washed, enumerated, and a portion was pretreated with DEAB
(STEMCELL Technologies) for 20 min; all the DCs were treated with or without retinol for 18 h at 37°C and
5% CO2. The conditioned medium was harvested, ﬁltered with a 0.2-m ﬁlter, aliquoted, and frozen in
a ⫺80°C freezer. Fresh monocytes were then isolated by plastic adherence, and a portion were
pretreated with BMS493, a pan-RAR inhibitor (RARi) (Tocris), for 20 min at 37°C and 5% CO2; then, 900
l of conditioned medium and 100 l of fresh FCS were added to the culture. The cells were incubated
for 18 h and the gene expression of NPC2 was measured as explained above.
M. tuberculosis and antimicrobial assay. H37rv was cultured, harvested, and enumerated as
previously described (8). Macrophages were isolated as explained above and infected with H37rv for
24 h. Extracellular bacteria were vigorously washed out of the tissue culture well, and the cells were
treated with 90% of conditioned medium and 10% of fresh FCS and incubated for 3 days. The monolayers
were harvested, and bacterial viability was calculated with a PCR-based method as previously described
(8), which compares 16S RNA levels to a genomic DNA (IS6110) levels as an indicator of bacterial viability.
Following the incubation, the cells are harvested and divided. Half of the cells were lysed by boiling at
100°C for 5 min and then snap-frozen at ⫺80°C. Total RNA was isolated from the remaining half using
TRIzol (Life Technologies) according to the manufacturer’s recommended protocol, followed by RNA
cleanup and on-column DNase digestion using an RNeasy Miniprep kit (Qiagen, Valencia, CA). cDNA was
synthesized from the total RNA using the iScript cDNA Synthesis kit (Bio-Rad, Hercules, CA) according to
the manufacturer’s recommended protocol. The bacterial 16S rRNA and genomic element DNA levels
were then assessed from the cDNA and cellular lysate, respectively, by real-time PCR using iQ SYBR green
(Bio-Rad). Comparison of the bacterial DNA to the mammalian genomic 36B4 levels was used to monitor
infectivity between all the conditions in the assay as well as PCR quality. The 16S and DNA values were
calculated using the ΔΔCT analysis, with the mammalian bacterial DNA value serving as the housekeeping gene.
Caseous versus human lung microarray data. For the caseous tuberculosis granuloma, data ﬁles
were obtained from the Gene Expression Omnibus database (https://www.ncbi.nlm.nih.gov/geo/, accession numbers GSE20050, GSE23073, GSE13762, and GSE28995) (62). Gene expression levels were
normalized to G3PDH. Since there are multiple G3PDH probes represented on the microarray, the NPC2
and IL-6 probe values were normalized to every G3PDH probe and averaged.
Microarray analysis of macrophage and DC proﬁles. Expression proﬁles of IL-10-, IL-15-, and
IL-4-derived macrophages were analyzed from previous data deposited in the Gene Expression Omnibus
database (https://www.ncbi.nlm.nih.gov/geo/) in series entity GSE59184 (17). Brieﬂy, adherent peripheral
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blood mononuclear cells (PBMCs) from four healthy individuals were stimulated with the various
cytokines, and CD14⫹ cells were harvested at 0 h, 6 h, or 24 h after stimulation. RNA expression was
analyzed by Affymetrix Human U133 Plus 2.0 array. DC expression proﬁles were derived from CD14⫹
puriﬁed monocytes from three healthy individuals and then stimulated with recombinant GM-CSF
(100 U/ml) for 0, 3 h, or 12 h. Total RNA was isolated and then processed by the University of California
Los Angeles Clinical Microarray Core Facility using Affymetrix Human U133 Plus 2.0 array and normalized
as previously described (8, 36). Expression gene signatures of DCs and macrophages were determined by
analyzing genes with ⱖ1.5-fold change, a P value of ⱕ0.05, and experimental minus baseline intensity
of ⱕ100 across all time points versus time zero. Gene signatures were then analyzed by Ingenuity
Pathways Analysis (Qiagen) using the canonical pathways comparison function for nuclear receptor
activation. Microarray data from rabbit lung was downloaded from GSE33094 (26). Brieﬂy, New Zealand
White rabbits were infected via aerosol with M. tuberculosis HN878, and total RNA isolated from rabbit
lungs at indicated times. Agilent-020908 Oryctolagus cuniculus two-color Oligo Microarray was utilized
using one channel for infected and the other color channel for uninfected per sample. Gene expression
was represented as the fold-change between M. tuberculosis HN878-infected and uninfected animals at
various times postinfection.
Immunohistochemistry. The tissue sections were deparafﬁnized using xylene washes for 5 min each
followed by three 10-min 100% ethanol washes. After the washes, the slides were placed in a pressure
cooker containing 15 ml of antigen unmasking solution (vector) in 1,600 ml of distilled water at a boil.
The slides were incubated in the pressure cooker at full pressure for 5 min and then placed in
phosphate-buffered saline (PBS) to prevent the tissue from drying. Then, the slides were transferred into
3% H2O2 for 10 min followed by three washes with distilled water. For ALDH1A2, the tissue sections were
blocked with PBS-5% rabbit serum, and for CD1B, PBS-5% goat serum, for 30 min at room temperature;
then, the sections were incubated with the corresponding primary antibody at the manufacturer’s
recommended concentration at 4°C overnight. A biotinylated secondary antibody corresponding to the
species type of the primary antibody was added to the sections following washes for 1 h at room
temperature. The slides were developed with ABC reagent (Vector) for 30 min at room temperature and
then treated with peroxidase solution for 30 min at room temperature. The tissue sections were
counterstained with hematoxylin.
Study approval. This study was conducted according to the principles expressed in the Declaration
of Helsinki and was approved by the Institutional Review Board of the University of California at Los
Angeles. Whole blood from healthy donors was acquired from two sources: (i) through the UCLA CFAR
Virology Core and (ii) UCLA IRB number 92-10-591-31 with informed consent. Peripheral blood mononuclear cells (PBMCs) were isolated from the peripheral blood of healthy donors using a Ficoll-Paque (GE
Health Care) density gradient, and monocytes were puriﬁed by plastic adherence as previously described
(8, 15, 23). Monocyte-derived macrophages (MDMs) and granulocyte-macrophage colony-stimulating
factor (GM-CSF)-derived DCs were produced as previously described (15, 23).

SUPPLEMENTAL MATERIAL
Supplemental material for this article may be found at https://doi.org/10.1128/
mSphere.00327-19.
FIG S1, PDF ﬁle, 0.1 MB.
FIG S2, PDF ﬁle, 0.1 MB.
FIG S3, PDF ﬁle, 0.2 MB.
FIG S4, PDF ﬁle, 0.1 MB.
ACKNOWLEDGMENTS
We thank Sohui T. Won for scientiﬁc discussion, technical assistance, and experimental design. In addition, we acknowledge the phlebotomy service provided by the
UCLA/CFAR Virology Core Lab (grant number 5P30 AI028697) as well as the UCLA
Department of Pathology and Laboratory Medicine and UCLA Jonsson Comprehensive
Cancer Center Translational Pathology Core Laboratory (TPCL).
P.T.L. and E.W.K. were supported by NIH grant AI 85025. E.W.K. was supported by the
National Institute of Arthritis and Musculoskeletal and Skin Diseases of the National
Institutes of Health under Ruth L. Kirschstein National Research Service Award Number
T32AR059033.
The content is solely the responsibility of the authors and does not necessarily
represent the ofﬁcial views of the National Institutes of Health.

REFERENCES
1. Houben RM, Dodd PJ. 2016. The global burden of latent tuberculosis
infection: a re-estimation using mathematical modelling. PLoS Med
13:e1002152. https://doi.org/10.1371/journal.pmed.1002152.
2. Aibana O, Franke MF, Huang CC, Galea JT, Calderon R, Zhang Z, Becerra
May/June 2019 Volume 4 Issue 3 e00327-19

MC, Smith ER, Ronnenberg AG, Contreras C, Yataco R, Lecca L, Murray
MB. 2017. Impact of vitamin A and carotenoids on the risk of tuberculosis progression. Clin Infect Dis 65:900 –909. https://doi.org/10.1093/
cid/cix476.
msphere.asm.org 12

Transcellular Metabolism of Vitamin A

3. Mugusi FM, Rusizoka O, Habib N, Fawzi W. 2003. Vitamin A status of
patients presenting with pulmonary tuberculosis and asymptomatic
HIV-infected individuals, Dar es Salaam, Tanzania. Int J Tuber Lung Dis
7:804 – 807. https://doi.org/10.5588/ijtld.10.0477.
4. Ramachandran G, Santha T, Garg R, Baskaran D, Iliayas SA, Venkatesan P,
Fathima R, Narayanan PR. 2004. Vitamin A levels in sputum-positive
pulmonary tuberculosis patients in comparison with household contacts
and healthy “normals”. Int J Tuber Lung Dis 8:1130 –1133.
5. Anand PK, Kaul D, Sharma M. 2008. Synergistic action of vitamin D and
retinoic acid restricts invasion of macrophages by pathogenic mycobacteria. J Microbiol Immunol Infect 41:17–25.
6. Costet P, Lalanne F, Gerbod-Giannone MC, Molina JR, Fu X, Lund EG,
Gudas LJ, Tall AR. 2003. Retinoic acid receptor-mediated induction of
ABCA1 in macrophages. Mol Cell Biol 23:7756 –7766. https://doi.org/10
.1128/mcb.23.21.7756-7766.2003.
7. Crowle AJ, Ross EJ. 1989. Inhibition by retinoic acid of multiplication of
virulent tubercle bacilli in cultured human macrophages. Infect Immun
57:840 – 844.
8. Wheelwright M, Kim EW, Inkeles MS, De Leon A, Pellegrini M, Krutzik SR,
Liu PT. 2014. All-trans retinoic acid-triggered antimicrobial activity
against Mycobacterium tuberculosis is dependent on NPC2. J Immunol
192:2280 –2290. https://doi.org/10.4049/jimmunol.1301686.
9. Anand PK, Kaul D. 2005. Downregulation of TACO gene transcription
restricts mycobacterial entry/survival within human macrophages. FEMS
Microbiol Lett 250:137–144. https://doi.org/10.1016/j.femsle.2005.06
.056.
10. Adams MK, Belyaeva OV, Wu L, Kedishvili NY. 2014. The retinaldehyde
reductase activity of DHRS3 is reciprocally activated by retinol dehydrogenase 10 to control retinoid homeostasis. J Biol Chem 289:
14868 –14880. https://doi.org/10.1074/jbc.M114.552257.
11. Black WJ, Stagos D, Marchitti SA, Nebert DW, Tipton KF, Bairoch A,
Vasiliou V. 2009. Human aldehyde dehydrogenase genes: alternatively spliced transcriptional variants and their suggested nomenclature. Pharmacogenet Genomics 19:893–902. https://doi.org/10.1097/
FPC.0b013e3283329023.
12. Coombes JL, Siddiqui KR, Arancibia-Carcamo CV, Hall J, Sun CM, Belkaid
Y, Powrie F. 2007. A functionally specialized population of mucosal
CD103⫹ DCs induces Foxp3⫹ regulatory T cells via a TGF-beta and
retinoic acid-dependent mechanism. J Exp Med 204:1757–1764. https://
doi.org/10.1084/jem.20070590.
13. Feng T, Cong Y, Qin H, Benveniste EN, Elson CO. 2010. Generation of
mucosal dendritic cells from bone marrow reveals a critical role of retinoic
acid. J Immunol 185:5915–5925. https://doi.org/10.4049/jimmunol.1001233.
14. Jaensson-Gyllenback E, Kotarsky K, Zapata F, Persson EK, Gundersen TE,
Blomhoff R, Agace WW. 2011. Bile retinoids imprint intestinal CD103⫹
dendritic cells with the ability to generate gut-tropic T cells. Mucosal
Immunol 4:438 – 447. https://doi.org/10.1038/mi.2010.91.
15. Krutzik SR, Tan B, Li H, Ochoa MT, Liu PT, Sharfstein SE, Graeber TG,
Sieling PA, Liu YJ, Rea TH, Bloom BR, Modlin RL. 2005. TLR activation
triggers the rapid differentiation of monocytes into macrophages and
dendritic cells. Nat Med 11:653– 660. https://doi.org/10.1038/nm1246.
16. Molenaar R, Knippenberg M, Goverse G, Olivier BJ, de Vos AF, O’Toole T,
Mebius RE. 2011. Expression of retinaldehyde dehydrogenase enzymes
in mucosal dendritic cells and gut-draining lymph node stromal cells is
controlled by dietary vitamin A. J Immunol 186:1934 –1942. https://doi
.org/10.4049/jimmunol.1001672.
17. Montoya D, Inkeles MS, Liu PT, Realegeno S, Teles RM, Vaidya P, Munoz
MA, Schenk M, Swindell WR, Chun R, Zavala K, Hewison M, Adams JS,
Horvath S, Pellegrini M, Bloom BR, Modlin RL. 2014. IL-32 is a molecular
marker of a host defense network in human tuberculosis. Sci Transl Med
6:250ra114. https://doi.org/10.1126/scitranslmed.3009546.
18. Sato T, Kitawaki T, Fujita H, Iwata M, Iyoda T, Inaba K, Ohteki T, Hasegawa
S, Kawada K, Sakai Y, Ikeuchi H, Nakase H, Niwa A, Takaori-Kondo A,
Kadowaki N. 2013. Human CD1c⫹ myeloid dendritic cells acquire a high
level of retinoic acid-producing capacity in response to vitamin D3. J
Immunol 191:3152–3160. https://doi.org/10.4049/jimmunol.1203517.
19. Villablanca EJ, Wang S, de Calisto J, Gomes DC, Kane MA, Napoli JL,
Blaner WS, Kagechika H, Blomhoff R, Rosemblatt M, Bono MR, von
Andrian UH, Mora JR. 2011. MyD88 and retinoic acid signaling pathways
interact to modulate gastrointestinal activities of dendritic cells. Gastroenterology 141:176 –185. https://doi.org/10.1053/j.gastro.2011.04.010.
20. Martineau AR, Timms PM, Bothamley GH, Hanifa Y, Islam K, Claxton AP,
Packe GE, Moore-Gillon JC, Darmalingam M, Davidson RN, Milburn HJ,
Baker LV, Barker RD, Woodward NJ, Venton TR, Barnes KE, Mullett CJ,
May/June 2019 Volume 4 Issue 3 e00327-19

21.

22.

23.

24.

25.

26.

27.

28.
29.

30.

31.

32.

33.

34.
35.

36.

Coussens AK, Rutterford CM, Mein CA, Davies GR, Wilkinson RJ, Nikolayevskyy V, Drobniewski FA, Eldridge SM, Grifﬁths CJ. 2011. High-dose
vitamin D3 during intensive-phase antimicrobial treatment of pulmonary
tuberculosis: a double-blind randomised controlled trial. Lancet 377:
242–250. https://doi.org/10.1016/S0140-6736(10)61889-2.
Martineau AR, Wilkinson RJ, Wilkinson KA, Newton SM, Kampmann B,
Hall BM, Packe GE, Davidson RN, Eldridge SM, Maunsell ZJ, Rainbow SJ,
Berry JL, Grifﬁths CJ. 2007. A single dose of vitamin D enhances immunity to mycobacteria. Am J Respir Crit Care Med 176:208 –213. https://
doi.org/10.1164/rccm.200701-007OC.
Hengesbach LM, Hoag KA. 2004. Physiological concentrations of retinoic
acid favor myeloid dendritic cell development over granulocyte development in cultures of bone marrow cells from mice. J Nutr 134:
2653–2659. https://doi.org/10.1093/jn/134.10.2653.
Krutzik SR, Hewison M, Liu PT, Robles JA, Stenger S, Adams JS, Modlin RL.
2008. IL-15 links TLR2/1-induced macrophage differentiation to the
vitamin D-dependent antimicrobial pathway. J Immunol 181:7115–7120.
https://doi.org/10.4049/jimmunol.181.10.7115.
Kim MJ, Wainwright HC, Locketz M, Bekker LG, Walther GB, Dittrich C,
Visser A, Wang W, Hsu FF, Wiehart U, Tsenova L, Kaplan G, Russell DG.
2010. Caseation of human tuberculosis granulomas correlates with elevated host lipid metabolism. EMBO Mol Med 2:258 –274. https://doi.org/
10.1002/emmm.201000079.
Montoya D, Cruz D, Teles RM, Lee DJ, Ochoa MT, Krutzik SR, Chun R,
Schenk M, Zhang X, Ferguson BG, Burdick AE, Sarno EN, Rea TH, Hewison
M, Adams JS, Cheng G, Modlin RL. 2009. Divergence of macrophage
phagocytic and antimicrobial programs in leprosy. Cell Host Microbe
6:343–353. https://doi.org/10.1016/j.chom.2009.09.002.
Subbian S, Tsenova L, Yang G, O’Brien P, Parsons S, Peixoto B, Taylor L,
Fallows D, Kaplan G. 2011. Chronic pulmonary cavitary tuberculosis in
rabbits: a failed host immune response. Open Biol 1:110016. https://doi
.org/10.1098/rsob.110016.
Kruml J, Trnka L, Urbancik R, Kuska J. 1965. Histological differences
between experimental cavernous tuberculosis in rabbits and human
cavitary disease. Am Rev Respir Dis 92:299 –302. https://doi.org/10.1164/
arrd.1965.92.2.299.
Lambrecht BN, Prins JB, Hoogsteden HC. 2001. Lung dendritic cells and
host immunity to infection. Eur Respir J 18:692–704.
Fabri M, Stenger S, Shin DM, Yuk JM, Liu PT, Realegeno S, Lee HM, Krutzik
SR, Schenk M, Sieling PA, Teles R, Montoya D, Iyer SS, Bruns H, Lewinsohn DM, Hollis BW, Hewison M, Adams JS, Steinmeyer A, Zugel U,
Cheng G, Jo EK, Bloom BR, Modlin RL. 2011. Vitamin D is required for
IFN-gamma-mediated antimicrobial activity of human macrophages. Sci
Transl Med 3:104ra102. https://doi.org/10.1126/scitranslmed.3003045.
Oh J, Choi R, Park HD, Lee H, Jeong BH, Park HY, Jeon K, Kwon OJ, Koh
WJ, Lee SY. 2017. Evaluation of vitamin status in patients with pulmonary tuberculosis. J Infect 74:272–280. https://doi.org/10.1016/j.jinf.2016
.10.009.
Ali W, Ahmad I, Srivastava VK, Prasad R, Kushwaha RA, Saleem M. 2014.
Serum zinc levels and its association with vitamin A levels among
tuberculosis patients. J Nat Sci Biol Med 5:130 –134. https://doi.org/10
.4103/0976-9668.127310.
Pakasi TA, Karyadi E, Wibowo Y, Simanjuntak Y, Suratih NM, Salean M,
Darmawidjaja N, van der Meer JW, van der Velden K, Dolmans WM. 2009.
Vitamin A deﬁciency and other factors associated with severe tuberculosis in Timor and Rote Islands, East Nusa Tenggara Province, Indonesia.
Eur J Clin Nutr 63:1130 –1135. https://doi.org/10.1038/ejcn.2009.25.
Tenforde MW, Yadav A, Dowdy DW, Gupte N, Shivakoti R, Yang WT,
Mwelase N, Kanyama C, Pillay S, Samaneka W, Santos B, Poongulali S,
Tripathy S, Riviere C, Berendes S, Lama JR, Cardoso SW, Sugandhavesa P,
Christian P, Semba RD, Campbell TB, Gupta A. 2017. Vitamin A and D
deﬁciencies associated with incident tuberculosis in HIV-infected patients initiating antiretroviral therapy in multinational case-cohort study.
J Acquir Immune Deﬁc Syndr 75:e71– e79. https://doi.org/10.1097/QAI
.0000000000001308.
Bigby TD, Meslier N. 1989. Transcellular lipoxygenase metabolism between monocytes and platelets. J Immunol 143:1948 –1954.
Folco G, Murphy RC. 2006. Eicosanoid transcellular biosynthesis: from
cell-cell interactions to in vivo tissue responses. Pharmacol Rev 58:
375–388. https://doi.org/10.1124/pr.58.3.8.
Liu PT, Stenger S, Li H, Wenzel L, Tan BH, Krutzik SR, Ochoa MT, Schauber
J, Wu K, Meinken C, Kamen DL, Wagner M, Bals R, Steinmeyer A, Zugel
U, Gallo RL, Eisenberg D, Hewison M, Hollis BW, Adams JS, Bloom BR,
Modlin RL. 2006. Toll-like receptor triggering of a vitamin D-mediated
msphere.asm.org 13

Kim et al.

37.
38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

human antimicrobial response. Science 311:1770 –1773. https://doi.org/
10.1126/science.1123933.
Ridley DS, Jopling WH. 1966. Classiﬁcation of leprosy according to immunity. A ﬁve-group system. Int J Lepr Other Mycobact Dis 34:255–273.
Comi M, Avancini D, Santoni de Sio F, Villa M, Uyeda MJ, Floris M,
Tomasoni D, Bulfone A, Roncarolo MG, Gregori S. 6 March 2019. Coexpression of CD163 and CD141 identiﬁes human circulating IL-10producing dendritic cells (DC-10). Cell Mol Immunol https://doi.org/10
.1038/s41423-019-0218-0.
Bai X, Wilson SE, Chmura K, Feldman NE, Chan ED. 2004. Morphometric
analysis of Th(1) and Th(2) cytokine expression in human pulmonary
tuberculosis. Tuberculosis (Edinb) 84:375–385. https://doi.org/10.1016/j
.tube.2004.05.001.
Teles RM, Graeber TG, Krutzik SR, Montoya D, Schenk M, Lee DJ, Komisopoulou E, Kelly-Scumpia K, Chun R, Iyer SS, Sarno EN, Rea TH, Hewison
M, Adams JS, Popper SJ, Relman DA, Stenger S, Bloom BR, Cheng G,
Modlin RL. 2013. Type I interferon suppresses type II interferon-triggered
human anti-mycobacterial responses. Science 339:1448 –1453. https://
doi.org/10.1126/science.1233665.
Wolf AJ, Linas B, Trevejo-Nunez GJ, Kincaid E, Tamura T, Takatsu K, Ernst
JD. 2007. Mycobacterium tuberculosis infects dendritic cells with high
frequency and impairs their function in vivo. J Immunol 179:2509 –2519.
https://doi.org/10.4049/jimmunol.179.4.2509.
Ryan RC, O’Sullivan MP, Keane J. 2011. Mycobacterium tuberculosis infection induces non-apoptotic cell death of human dendritic cells. BMC
Microbiol 11:237. https://doi.org/10.1186/1471-2180-11-237.
Darmanin S, Chen J, Zhao S, Cui H, Shirkoohi R, Kubo N, Kuge Y, Tamaki
N, Nakagawa K, Hamada J, Moriuchi T, Kobayashi M. 2007. All-trans
retinoic acid enhances murine dendritic cell migration to draining lymph
nodes via the balance of matrix metalloproteinases and their inhibitors.
J Immunol 179:4616 – 4625. https://doi.org/10.4049/jimmunol.179.7
.4616.
Stenger S, Niazi KR, Modlin RL. 1998. Down-regulation of CD1 on
antigen-presenting cells by infection with Mycobacterium tuberculosis. J
Immunol 161:3582–3588.
Liu PT, Phan J, Tang D, Kanchanapoomi M, Hall B, Krutzik SR, Kim J. 2008.
CD209⫹ macrophages mediate host defense against Propionibacterium
acnes. J Immunol 180:4919 – 4923. https://doi.org/10.4049/jimmunol.180
.7.4919.
Coleman MM, Basdeo SA, Coleman AM, Ni Cheallaigh C, Peral de Castro
C, McLaughlin AM, Dunne PJ, Harris J, Keane J. 2018. All-trans retinoic
acid augments autophagy during intracellular bacterial infection. Am
J Respir Cell Mol Biol 59:548 –556. https://doi.org/10.1165/rcmb.2017
-0382OC.
Jalian HR, Liu PT, Kanchanapoomi M, Phan JN, Legaspi AJ, Kim J. 2008.
All-trans retinoic acid shifts Propionibacterium acnes-induced matrix degradation expression proﬁle toward matrix preservation in human monocytes. J Invest Dermatol 128:2777–2782. https://doi.org/10.1038/jid.2008
.155.
Brown CC, Esterhazy D, Sarde A, London M, Pullabhatla V, Osma-Garcia
I, Al-Bader R, Ortiz C, Elgueta R, Arno M, de Rinaldis E, Mucida D, Lord
GM, Noelle RJ. 2015. Retinoic acid is essential for Th1 cell lineage stability
and prevents transition to a Th17 cell program. Immunity 42:499 –511.
https://doi.org/10.1016/j.immuni.2015.02.003.
Boer MC, Joosten SA, Ottenhoff TH. 2015. Regulatory T-cells at the
interface between human host and pathogens in infectious diseases and
vaccination. Front Immunol 6:217. https://doi.org/10.3389/ﬁmmu.2015
.00217.
Krutzik SR, Ochoa MT, Sieling PA, Uematsu S, Ng YW, Legaspi A, Liu PT,

May/June 2019 Volume 4 Issue 3 e00327-19

51.

52.

53.

54.

55.

56.

57.
58.

59.

60.

61.

62.

Cole ST, Godowski PJ, Maeda Y, Sarno EN, Norgard MV, Brennan PJ, Akira
S, Rea TH, Modlin RL. 2003. Activation and regulation of Toll-like receptors 2 and 1 in human leprosy. Nat Med 9:525–532. https://doi.org/10
.1038/nm864.
Realegeno S, Kelly-Scumpia KM, Dang AT, Lu J, Teles R, Liu PT, Schenk M,
Lee EY, Schmidt NW, Wong GC, Sarno EN, Rea TH, Ochoa MT, Pellegrini
M, Modlin RL. 2016. S100A12 is part of the antimicrobial network against
Mycobacterium leprae in human macrophages. PLoS Pathog 12:
e1005705. https://doi.org/10.1371/journal.ppat.1005705.
Gundra UM, Girgis NM, Gonzalez MA, San Tang M, Van Der Zande HJP,
Lin JD, Ouimet M, Ma LJ, Poles J, Vozhilla N, Fisher EA, Moore KJ, Loke P.
2017. Vitamin A mediates conversion of monocyte-derived macrophages into tissue-resident macrophages during alternative activation.
Nat Immunol 18:642– 653. https://doi.org/10.1038/ni.3734.
Al Shammari B, Shiomi T, Tezera L, Bielecka MK, Workman V, Sathyamoorthy T, Mauri F, Jayasinghe SN, Robertson BD, D’Armiento J, Friedland JS, Elkington PT. 2015. The extracellular matrix regulates granuloma
necrosis in tuberculosis. J Infect Dis 212:463– 473. https://doi.org/10
.1093/infdis/jiv076.
Elkington P, Shiomi T, Breen R, Nuttall RK, Ugarte-Gil CA, Walker NF,
Saraiva L, Pedersen B, Mauri F, Lipman M, Edwards DR, Robertson BD,
D’Armiento J, Friedland JS. 2011. MMP-1 drives immunopathology in
human tuberculosis and transgenic mice. J Clin Invest 121:1827–1833.
https://doi.org/10.1172/JCI45666.
Taylor JL, Hattle JM, Dreitz SA, Troudt JM, Izzo LS, Basaraba RJ, Orme IM,
Matrisian LM, Izzo AA. 2006. Role for matrix metalloproteinase 9 in
granuloma formation during pulmonary Mycobacterium tuberculosis
infection. Infect Immun 74:6135– 6144. https://doi.org/10.1128/IAI
.02048-05.
Karyadi E, West CE, Schultink W, Nelwan RH, Gross R, Amin Z, Dolmans
WM, Schlebusch H, van der Meer JW. 2002. A double-blind, placebocontrolled study of vitamin A and zinc supplementation in persons with
tuberculosis in Indonesia: effects on clinical response and nutritional
status. Am J Clin Nutr 75:720 –727. https://doi.org/10.1093/ajcn/75.4.720.
Mathur ML. 2007. Role of vitamin A supplementation in the treatment of
tuberculosis. Natl Med J India 20:16 –21.
Pakasi TA, Karyadi E, Suratih NM, Salean M, Darmawidjaja N, Bor H, van
der Velden K, Dolmans WM, van der Meer JW. 2010. Zinc and vitamin A
supplementation fails to reduce sputum conversion time in severely
malnourished pulmonary tuberculosis patients in Indonesia. Nutr J 9:41.
https://doi.org/10.1186/1475-2891-9-41.
Range N, Changalucha J, Krarup H, Magnussen P, Andersen AB, Friis H.
2006. The effect of multi-vitamin/mineral supplementation on mortality
during treatment of pulmonary tuberculosis: a randomised two-by-two
factorial trial in Mwanza, Tanzania. Br J Nutr 95:762–770. https://doi.org/
10.1079/BJN20051684.
Visser ME, Grewal HM, Swart EC, Dhansay MA, Walzl G, Swanevelder S,
Lombard C, Maartens G. 2011. The effect of vitamin A and zinc supplementation on treatment outcomes in pulmonary tuberculosis: a randomized controlled trial. Am J Clin Nutr 93:93–100. https://doi.org/10
.3945/ajcn.110.001784.
Radu RA, Hu J, Peng J, Bok D, Mata NL, Travis GH. 2008. Retinal pigment
epithelium-retinal G protein receptor-opsin mediates light-dependent
translocation of all-trans-retinyl esters for synthesis of visual chromophore
in retinal pigment epithelial cells. J Biol Chem 283:19730–19738. https://
doi.org/10.1074/jbc.M801288200.
Edgar R, Domrachev M, Lash AE. 2002. Gene Expression Omnibus: NCBI
gene expression and hybridization array data repository. Nucleic Acids
Res 30:207–210. https://doi.org/10.1093/nar/30.1.207.

msphere.asm.org 14

