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Novel therapeutic evaluation biomarkers of lipid metabolism
targets in uncomplicated pulmonary tuberculosis patients
Jia-Xi Chen1,2,3,4, Yu-Shuai Han1, Shan-Qiang Zhang2, Zhi-Bin Li1, Jing Chen1, Wen-Jing Yi1,2, Huai Huang1,2, Ting-Ting Jiang2,3 and
Ji-Cheng Li1,2,3

Currently, the management of pulmonary tuberculosis (TB) lacks potent medications and accurate efficacy evaluation biomarkers.
In view of the fact that the host lipids are the important energy source of Mycobacterium tuberculosis (Mtb), UPLC-MS/MS based on
lipid metabolism was used to monitor the plasma lipid spectrum of TB patients from the initial diagnosis to cured. The analysis
showed that TB patients presented aberrant metabolism of phospholipids, glycerides, and sphingolipids. Upon the treatment, the
abnormal expression of Cer (d18:1/24:0), CerP (d18:1/20:3), LPE (0:0/22:0), LPA (0:0/16:0), and LPA (0:0/18:0) in TB patients were
gradually normalized, indicating that the intervention of lipid metabolism could block energy metabolism and inhibit the cell wall
synthesis of Mtb. Furthermore, the increase in ceramide (Cer) levels could promote autophagosome–lysosome fusion. LPA (0:0/
16:0) and LPA (0:0/18:0) had a great potential in the early diagnosis (both sensitivity and specificity were 100%) and efficacy
evaluation (both sensitivity and specificity were 100%) of TB, indicating that the above lipid metabolites could be used as potential
biomarkers for TB.

Signal Transduction and Targeted Therapy            (2021) 6:22 ; https://doi.org/10.1038/s41392-020-00427-w

INTRODUCTION
Pulmonary tuberculosis (TB) is a chronic pulmonary infectious
disease caused by Mycobacterium tuberculosis (Mtb), which has
affected humans for nearly 70,000 years.1 Although the cure rate
of TB has been significantly improved after the implementation of
directly treatment short-course chemotherapy (DOTS) approved
by the WHO, the global data of TB treatment outcome indicate
that the success rate of 6-month standard treatment for emerging
TB is only 85%.2 The global tuberculosis recurrence rate varies
from 2.3% to 6.5%,3–5 while the recurrence rate in China is 11.8%.6

In addition, 18% of treated patients developed multidrug-resistant
TB (MDR-TB).2 Due to the low specificity of sputum smear, the cure
of TB currently is only determined based on clinical symptoms,
computed chest tomography (CT), and drug treatment course. For
patients diagnosed with pulmonary TB, routine treatment will last
for at least 6 months, including multiple times of CT examinations
during the whole course of treatment. However, the imaging
evidence is nonspecific, and many pulmonary pathologic changes
can be reflected on CT. Currently, there is a lack of laboratory
standards for evaluating the efficacy of TB treatment, hence it is a
need to study the biomarkers for accurately evaluating the
therapeutic effect of TB.
The host plasma is rich in lipids, which is the major nutrition

source for the growth and reproduction of Mtb. Mtb infection can
induce accumulation of cholesteryl ester and glyceride in
macrophages, leading to the formation of foamy macrophages
and tuberculous granuloma.7 The fatty acid composition of
triglyceride (TAG) in Mtb is almost the same as that in the host.

The bacteria can use their own TAG synthases together with the
host TAG to make lipid droplets.8 Furthermore, Mtb preferentially
migrates to lipid droplets in the host foamy macrophages and
engulf lipid droplets as a source of long-term nutrition.9 However,
the effect of antituberculosis medications on lipid metabolism of the
host has not been reported up to now. In the previous proteomic
studies, we found that the expression of lipid metabolism-related
lipoproteins (a) was upregulated in the cured TB patients, but the
changes of the downstream lipids are still unclear.10 Therefore, it is
of great value to investigate the changes of host plasma lipids in TB
patients upon the antituberculosis treatment.
In this study, the high-throughput detection of alterations in the

whole lipid metabolome of the host caused by Mtb infection was
carried out by using ultra-performance liquid chromatography-
tandem mass spectrometry (UPLC-MS/MS) technology. The
changes in host plasma lipid metabolism were analyzed under
the antituberculosis treatment, and the biomarkers for evaluating
the therapeutic efficacy of TB patients were screened to reveal the
potential lipid metabolism targets for the treatment of TB.

RESULTS
Raw mass spectrometry data preprocessing
There was no statistical difference in the mean age, gender, and
BMI between TB0, TB2, TB6, and HC groups (P > 0.05). The positive
rates of smear, culture, PCR chip, Xpert MTB/RIF, and T-SPOT in TB
patients are shown in Table 1, no significant difference was found
among these groups (P > 0.05).
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ESI-QTRAP-MS/MS technology was used to perform a targeted
detection of a wide range of plasma lipid metabolites in TB0, TB2,
TB6, and HC groups. After baseline filtering, peak recognition,
integration, retention time correction, peak alignment, and
normalization, 23 types of lipid metabolites and 537 lipid
substances were obtained. The QC results showed that the
positive and negative TIC ion current patterns presented good
reproducibility, in which 448 peaks were detected in the positive
ion pattern and 89 peaks detected in the negative ion pattern
(Supplementary Fig. 1).

Plasma lipid metabolite profile of active TB
OPLS-DA model showed that the lipid metabolites in the TB0
group and the HC group were clearly separated (Fig. 1a). It can
be seen that there was a significant plasma lipid metabolism
change in the plasma of patients with TB. Variable importance in
the projection (VIP) of each different lipid variable was obtained
by modeling, as this factor explains to which extent a variable
contributes in the projection and the metabolites obtained a VIP
> 1.0 could be considered as the most relevant contributors to
explain the differences. Under the condition of VIP value ≥1.0,
the main types of differential plasma lipid metabolites between
the TB0 group and HC group were phospholipids, glycerides,
cholesterol lipids, ceramide, acylcarnitine, etc. The scatter plots
of the OPLS-DA model can reliably distinguish the TB0 group
from the HC group (Fig. 1b). The resulting R2X, R2Y, and Q2 of
permutation test model validation were 0.563, 0.964, and 0.822,
respectively (P < 0.005). By the cutoff of fold change >1.2 or <1/
1.2, and VIP ≥ 1.0, 163 differential lipids were identified in
patients with TB compared to HC, of which 134 were down-
regulated and 29 were upregulated (Fig. 1c). The downregulated
lipids were mainly in the families of sphingomyelin (SM),
phosphatidylcholine (PC), lysophosphatidylethanolamine (LPE),
ceramide (Cer), while the upregulated lipids were lysopho-
sphatidic acid (LPA), triglyceride (DG), monoglyceride (MG), etc.
We further evaluated the statistical significance of different lipids
by t test combined with ROC, 30 metabolites with the higher area
under the curve (AUC) value were obtained from the comparison
between the TB0 and the HC groups, which could be used to
screen TB from the general healthy population, with a better
screening efficiency (Table 2). Among them, two lysopho-
sphatidic acids (LPA) increased significantly, the AUC area of
LPA (0:0/16:0) and LPA (0:0/18:0) were 1 (95% CI, 1.000–1.000),
sensitivity and specificity were 100 and 100%, respectively.
Furthermore, the AUC area of monoglyceride (MG), a degrada-
tion product of glyceride, was 0.984, the sensitivity and
specificity were 100% and 93.3%, respectively.

Changes of plasma lipid profile after antituberculosis treatment
The TB2 and TB0 groups can be distinguished by scatter plots of
the OPLS-DA model (Fig. 2a). The verification results of the
permutation test to the model showed that R2X was 0.515, R2Y
was 0.840, and Q2 was 0.572 (P < 0.005) (Fig. 2b). The TB6 and TB2
groups can also be distinguished by scatter plots of the OPLS-DA
model (Fig. 2c). The permutation test of the model showed that
R2X was 0.529, R2Y was 0.892, and Q2 was 0.364(P < 0.005) (Fig. 2d).
Furthermore, 25 lipid metabolites with a significant statistical
difference were commonly identified as the differential metabo-
lites by the comparison both between the TB0 group and TB2
group, and TB2 group and TB6 group (Fig. 2e).
After 2-month intensive-phase treatment (TB2) and 6-month

intensive plus continuation phase treatment (TB6), there was a
significant change in the abundance of these 25 lipids (Table 3). K-
means cluster analysis was employed to classify these lipid
substances with the same change trend and resulted in six
clusters with different expression patterns across different patient
groups. In cluster 1, lysophosphatidic acid LPA (0:0/16:0) (TB0/HC
ratio= 3.99) and LPA (0:0/18:0) (TB0/HC ratio= 5.49) were
significantly upregulated in untreated TB0 patients, but shown a
significant downward trend after treatment, and the plasma
abundance of LPA (0:0/16:0) (TB6/HC ratio= 1.33) and LPA (0:0/
18:0)(TB6/HC ratio= 1.82) in the TB6 group was nearly restored to
the normal level found in the HC group (Fig. 3a). There were 12
lipids classified in cluster 2, which presented low levels in the TB0,
TB6, and HC groups, but higher levels in the TB2 group (Fig. 3b).
This changing pattern in lipid levels may be related to intensive
treatment and was found as well in cluster 6, a single-lipid
aggregation (Fig. 3f). Furthermore, a single lipid classified in
cluster 4 showed a low level in the TB0 and HC groups, which
gradually increased in TB2 and TB6 groups (Fig. 3d). In cluster 3,
triglycerides were mainly accumulated, including TG (16:0/16:0/
22:6)(TB2/HC ratio= 0.36), TG (16:0/16:1/22:5) (TB2/HC ratio=
0.64), TG (14:0/20:2/20:5) (TB2/HC ratio= 0.53), and TG (16:0/16:1/
22:6) (TB2/HC ratio= 0.6 ratio= 0.53), which decreased signifi-
cantly during the 2-month intensive-phase treatment. After the
intensive and continuation phase treatment for 6 months, their
expression levels changed significantly, with the levels of TG(16:0/
16:0/22:6) (TB6/HC ratio= 0.66), TG (16:0/16:1/22:5) (TB6/HC ratio
= 0.85), TG (14:0/ 20:2/20:5) (TB6/HC ratio= 0.83), and TG (16:0/
16:1/22:6) (TB6/HC ratio=0.85) nearly normalized. These results
indicated that the change of triglyceride can interfere with the
energy supply of Mtb in the course of intensive treatment (Fig. 3c).
Furthermore, in cluster 5, we found that Cer (d18:1/24:0)(TB0/HC
ratio= 0.79), CerP (18:1/20:3) (TB0/HC ratio= 0.76), LPE (0:0/22:0)
(TB0/HC ratio= 0.69), and TG (14:1/14:1/22:3)(TB0/HC ratio= 0.86)

Table 1. Statistics of clinical characteristics and laboratory indexes of the study cohort

Healthy controls Untreated TB 2 Months 6 Months

(N= 30) (N= 30) (N= 30) (N= 30) P value

Age (median, IQR) 33.5 (27.7–47.7) 32.0 (22.7–54.0) 32.0 (25.7–45.7) 34.0 (25.2–47.5) 0.924a

BMI (median, IQR) 21.1 (20.0–22.3) 20.2 (16.4–24.0) 20.9 (19.0–21.6) 20.9 (18.2–24.4) 0.849a

Gender (male) 17 (56%) 13 (43%) 18 (60%) 20 (67%) 0.317b

Sputum smear: positive, no. (%) / 16 (53%) 14 (47%) 14 (47%) 0.837b

Xpert MTB/RIF: positive, no. (%) / 20 (67%) 19 (63%) 19 (63%) 0.953b

PCR chip: positive, no. (%) / 10 (33%) 12 (40%) 16 (53%) 0.279b

Cultivate: positive, no. (%) / 16 (53%) 16 (53%) 16 (53%) 1.000b

T-spot.TB: positive, no. (%) / 20 (67%) 19 (63%) 20 (67%) 0.952b

N number of subjects, TB0 untreated TB patients, TB2 2-month-treated TB patients, TB6 cured TB subjects, HC health controls
aP value among four groups from Kruskal–Wallis H test
bP value among four groups from the Chi-square test

Novel therapeutic evaluation biomarkers of lipid metabolism targets in. . .
Chen et al.

2

Signal Transduction and Targeted Therapy            (2021) 6:22 



were significantly downregulated in the plasma of untreated
patients in TB0, but first gradually upregulated in the patients
received intensive treatment and then roughly normalized at the
end of 2-month intensive-phase treatment. The plasma abun-
dance of these four metabolites was completely normalized in the
cured patients who completed the 6-month treatment (Fig. 3e).

KEGG pathway analysis and changes of enrichment pathway
under antituberculosis treatment
KEGG pathway enrichment analysis of all differential lipid
metabolites found that the plasma between the TB0 and HC
groups was different in the metabolism pathways of glycerol
phospholipid, sphingolipid metabolism, and autophagy (P < 0.05)
(Fig. 4a, b). We have found that autophagosome maturation plays a
key role in the occurrence of active tuberculosis in the previous
study, so we focused on the autophagy signaling pathway.
Compared to the HC group, there were significant changes in
the levels of 40 phosphatidylcholines (PC) in the TB0 group, 38 of
which were downregulated, accounting for 41.3% (38/92) of the
total detected PC. Along the course of antituberculosis treatment,

the proportion of downregulated PC decreased gradually, which
was 27.2% (25/ 92) in the TB2 group and 22.8% (21/92) in the TB6
group, and 11.9% of PC (11/92) was upregulated in TB6 group. In
addition, sphingomyelin (SM) was downregulated in TB patients
before treatment, accounting for 34.6% (9/26) of the total
metabolites. The fraction of the downregulated SM accounted
for 11.5% (3/26) after TB was cured. During the antituberculosis
treatment, the downregulation of phospholipids was mitigated,
which might be used as the indicator for the effect of
antituberculosis treatment. Compared with the HC group, 16 lipids
involved in the autophagy signaling pathways presented signifi-
cant changes in the TB0 group, in which 15 were upregulated and
accounted for 34.9% (15/43) of the total detected lipids in the
autophagic signaling pathway, and another one was down-
regulated. In subsequent treatment, we also found that all of 17
lipids in the autophagic signaling pathway presented significant
upregulation in the TB2 group accounting for 39.5% (17/43) of the
total detected lipids in the autophagic signaling pathway. In the
TB6 group relative to TB2 group, there was one more upregulated
lipid related to the autophagic signaling pathway. Furthermore, in
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the enriched pathways of differential lipids between the TB2 group
and the HC group, and between the TB6 group and the HC group,
the enrichment of linolenic acid and arachidonic acid metabolism
pathways increased with the progression of treatment (Fig. 4c, d–f).

The lipid biomarkers for the potential therapeutic evaluation of
active TB
The results of the nonparametric test among groups showed that
the plasma abundance of five lipid metabolites in patients with TB
presented significant statistical difference (P < 0.001), including
LPA (0:0/16:0), LPA (0:0/18:0), Cer (d18:1/24:0), CerP (d18:1/20:3),
and LPE (0:0/22:0). These metabolites were closely related to Mtb
infection and the treatment status of the host, in which LPA (0:0/
16:0) and LPA (0:0/18:0) were significantly increased when TB
patients were untreated. It can be seen from the scatter plots that
in the TB2 group, the plasma LPA level in most of the patients was
significantly reduced to a lower level, while the LPA level of the
other nine patients was still as high as that in untreated patients.
The pulmonary imaging of these nine patients were reviewed
which manifested that the absorption of the lesions was
unfavorable (Fig. 5a, b). In addition, the levels of Cer (d18:1/
24:0), CerP (d18:1/20:3), and LPE (0:0/22:0) were significantly low
when TB was untreated and gradually raised to the level in the HC
group with the progression of treatment (Fig. 5c–e).

Evaluation of the therapeutic effect of lipid markers on active TB
T test combined with ROC curve was used to evaluate the ability
of five differential lipids to assess the therapeutic effect in the
patients in the TB2 and TB6 groups, including Cer (d18:1/24:0),
CerP (d18:1/20:3), LPE (0:0/22:0), LPA (0:0/16:0), and LPA (0:0/18:0).
The panel of these five differential lipids can be used to
distinguish the TB2 patients from the TB0 group patients, with
an area under the curve (AUC) of 0.873 (95% CI, 0.782–0.965)
(Fig. 6a), as well as the TB6 patients from the TB2 group patients,
with an area under the curve (AUC) of 0.783 (95% CI, 0.665–0.902)
(Fig. 6b). Furthermore, the panel of the five differential lipids
can robustly distinguish the TB6 patients from the TB0 group
patients, and the area under the curve (AUC) was 1.000 (95% CI,
1.000–1.000) (Fig. 6c). Among them, two lysophosphatidic acids
demonstrated the potent ability to distinguish between cured and
uncured active TB patients, as evidenced by both AUC area of LPA
(0:0/16:0) and LPA (0:0/18:0) of 1 (95% CI, 1.000–1.000), and the
sensitivity and specificity of both 100%.

DISCUSSION
The main pathological features of TB are foamy macrophages,
tuberculous granuloma, and caseous necrosis.11 Abundant cho-
lesterylesters and glycerides accumulate in lipid droplets in foamy
macrophages isolated from Mtb-infected granulomas.7 The
genome sequencing of Mtb H37Rv and CDC1551 has revealed
that Mtb has more than 250 genes related to lipid metabolism.12,13

The transcription of some genes can be induced by Mtb infection.
And some genes encode molecules necessary for Mtb growth and
reproduction such as lipase,14 isocitrate lyase,15 phospholipase,16

mycotic acid lyase,17 free fatty acid coenzyme A (CoA),18 and acyl-
coenzyme A dehydrogenase.19 The mutation of genes related to
lipid metabolism can alleviate the symptoms of Mtb-infected cells
or animals.20–22

In this study, large-scale targeted lipidomics with UPLC-MS/MS
was used to screen the dynamic spectrum of lipid metabolism
changes in the plasma of patients with TB during the treatment
period. It was found that Mtb infection could cause abnormal
expression of various lipid metabolites in the signaling pathways
of glycerides, phospholipids, and sphingolipids in the plasma of
the TB patients, indicating that Mtb uses host glyceropho-
spholipids to maintain its survival, reproduction, metabolism,
and cell wall structure.8,23 In the previous study of untargeted
metabolomics, we found that arachidonic acid AA and the
metabolite of glycerophospholipids decreased significantly in
the TB0 group and then increased significantly and further
normalized along the TB2 to TB6 groups,24 which was consistent
with the results of this targeted lipidomics study. Thromboxane B2
(TXB2), the metabolite of arachidonic acid AA, also decreased
significantly in untreated TB patients and increased significantly
with the progression of treatment, and finally returned to the
normal level. Previous studies have demonstrated that the level of
plasma lysophosphatidylcholine (LPC) in patients with TB sig-
nificantly decreased.25,26 Consistent with these results, we also
found that a variety of phosphatidylcholine (PC), lysophosphati-
dylcholine (LPC), and lysophosphatidylethanolamine (LPE)
decreased significantly in the plasma of untreated patients with
TB, while restored to the normal level in patients achieved cure
after intensive treatment.
In addition, we report for the first time that lysophosphatidic

acid (LPA), a metabolite of glycerophospholipids, has an
abnormally high abundance in the plasma of untreated patients
with TB. The sensitivity of LPA for early biological diagnosis of TB
was 100%. With the progression of treatment, after 2 months of
intensive-phase treatment and 6 months of intensive plus
continuation treatment, the abundance of LPA significantly
decreased, and their sensitivity and specificity for the evaluation
of cured TB were both 100%, indicating that they are ideal

Table 2. Statistics of 30 lipid metabolites distinguish TB0 from HC

Metabolite AUC Log2FC Type

LPA (0:0/16:0) 1 1.963 Up

LPA (0:0/18:0) 1 2.382 Up

MG (18:0/0:0/0:0) 0.984 0.367 Up

SM (d18:0/12:0) 0.953 −0.372 Down

SM (d18:2/16:1) 0.818 −0.489 Down

DG (18:0/18:0/0:0) 0.892 0.478 Up

DG (16:0/20:0/0:0) 0.844 0.497 Up

DG (16:0/18:0/0:0) 0.818 0.267 Up

DG (14:0/22:0/0:0) 0.793 0.391 Up

Decenoyl-carnitine 0.861 −1.126 Down

PC (O-16:2/18:1) 0.844 −0.541 Down

PC (18:1/22:6) 0.84 −0.697 Down

PC (18:2/22:6) 0.84 −0.605 Down

PC (20:1/22:6) 0.833 −0.831 Down

PC (14:0/22:6) 0.83 −1.062 Down

PC (16:0/22:6) 0.827 −0.596 Down

PC (16:1/18:2) 0.81 −0.575 Down

PC (O-20:4/20:4) 0.806 −0.638 Down

PC (16:1/22:6) 0.799 −0.731 Down

PC (18:2/18:2) 0.798 −0.678 Down

PC (O-16:0/14:0) 0.797 −0.561 Down

PC (16:0/18:2) 0.793 −0.304 Down

Octanoyl-carnitine 0.838 −1.214 Down

CE (18:2) 0.834 −0.401 Down

LPC (22:0/0:0) 0.832 −0.641 Down

LPE (0:0/22:0) 0.832 −0.549 Down

Cer (d18:0/24:0) 0.821 −0.349 Down

Decanoyl-carnitine 0.816 −1.216 Down

PE (P-20:1/20:0) 0.812 −0.533 Down

FFA (22:6) 0.789 −0.859 Down

AUC area under lipid curve
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biomarkers for evaluating the therapeutic effect in TB patients.
LPA is an effective bioactive phospholipid, which can induce cell
proliferation, migration, cytokine release, and other cellular
reactions. It can be produced within and outside of cells through
the deacetylation of phosphatidic acid, the phosphorylation of
monoacylglycerol, and the hydrolysis of lysophosphatidylcho-
line.27 Delogu et al.28 found that LPA may play an important
protective role in the primary infection of Mtb by enhancing the
innate immune response of macrophages and alveolar epithelial

cells. Furthermore, Tsukahara and others29 and Zhang et al.30 all
reported that lysophosphatidic acid (LPA) can activate intracellular
transcription factor peroxisome proliferator-activated receptorγ
(PPAR-γ), while PPAR-γ activation during Mtb infection can induce
accumulation of lipid droplets in foamy macrophages,31,32

antagonize or stimulate upstream regulator (such as vitamin D
receptor) to inhibit the activation of PPAR-γ.33 Elimination of the
accumulation of lipids in macrophages infected with Mtb can
inhibit the growth of Mtb in the host. Therefore, we speculated
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that the inhibition of LPA production during Mtb infection can
inhibit the PPAR-γ gamma signaling pathway, thereby further
inhibiting the formation of foamy macrophages, tuberculous
granuloma, and caseous necrosis caused by Mtb infection, and
specifically inhibiting phospholipase may be a therapeutic
strategy to inhibit the reproduction and spread of Mtb.
This study found that the level of certain types of triglycerides

and free fatty acids decreased simultaneously in TB, while was
restored when TB was cured. Triglycerides are an important
component in the caseous necrosis tissue of TB. As the storage of
endogenous energy and free fatty acids, triglycerides can help Mtb
recover from hypoxia, hunger, and other environmental stresses,
which is related to the virulence of Mtb.34 The lipase of Mtb can
decompose triglycerides into diacylglycerides (DG) and mono-
acylglycerides (MG). The released medium-chain fatty acids are
synthesized into long-chain fatty acids through Fas I/II,35 forming
the main components of lipids in the Mtb wall, such as
mycobacterial acid and methyl branched-chain fatty acids.
Isoniazid, the first-line drug of antituberculosis, can prevent the
synthesis of mycotic acid by targeting the fatty acid elongation of
fatty acid synthetase II complex, so as to inhibit Mtb growth.36

Other studies have found that lipid function is not limited to the
energy storage of membrane structural components or cells, but
also includes a series of signal transduction, phagosome forma-
tion, and maturation functions.37,38 In the previous studies, we
found that miR-423-5p in the serum of patients with TB increased
significantly, and the inhibition of autophagosome maturation by
inhibiting autophagosome–lysosome fusion played a key role in
the pathogenesis of TB.39 Specific bioactive lipids such as

sphingomyelin and ceramide can activate the assembly and
maturation of actin in phagocytes, thus triggering the fusion of
phagosomes and lysosomes to kill pathogenic mycobacteria in
macrophages.40,41 In our study, it was found that various
sphingomyelin and ceramide in plasma sphingomyelin metabolic
pathways were significantly reduced during the phase of Mtb
reproduction and bacterial spread, and these lipid metabolites
returned to the normal levels after 2-month intensive-phase
treatment and the achievement of cure. KEGG signaling pathway
showed that with the progression of treatment, autophagy
signaling pathway-related lipids in patients with TB showed a
trend of gradual upregulation. The decrease of plasma sphingo-
myelin and ceramide in patients with TB reflected the imbalance
of sphingolipid metabolism during Mtb infection. The significant
decrease of sphingomyelin and ceramide in TB may inhibit the
fusion of phagosome and lysosome, leading to the spread of Mtb
and the immune escape. After the treatment of 2 months and the
whole course, the levels of sphingomyelin and ceramide were
gradually normalized, indicating the restoration of the autophagy
pathway in the host with cured TB. Taking all these together, we
speculate that medications targeting these bioactive lipids in
macrophages infected with Mtb, or to improve the level of
ceramide in the circulating blood of the host, so as to regulate
autophagosome–lysosome fusion will enhance largely the anti-
bacterial response of the host.
In conclusion, the results of this experiment provide four ideas

for the research and development of antituberculosis medications,
so as to for achieving the purpose of antituberculosis treatment.
(1) interfering with the expression of Mtb phospholipase,

Table 3. 25 Differential lipid metabolites among TB0, TB2, TB6, and HC

Ratios

No. Differential compounds Ion mode TB0/HC TB2/HC TB6/HC TB0/TB2 TB0/TB6 TB2/TB6

1 LPA (0:0/16:0) N 3.99 2.16 1.33 1.85 3 1.62

2 LPA (0:0/18:0) N 5.49 2.99 1.82 1.84 3.02 1.64

3 PC (20:3/18:1) N 1.39 1.79 1.36 0.78 1.03 1.32

4 PC (16:0/20:5) N 0.92 0.6 0.74 1.53 1.24 0.81

5 PC (18:2/20:3) N 1.13 1.5 1.18 0.75 0.96 1.28

6 Myristoyl-carnitine P 0.77 1.07 0.89 0.72 0.87 1.21

7 Dodecenoyl-carnitine P 0.66 0.97 0.79 0.68 0.84 1.24

8 Tetradecenoyl-carnitine P 0.77 1.23 0.93 0.63 0.83 1.33

9 Palmitodileoyl-carnitine P 0.68 1.18 0.87 0.57 0.78 1.36

10 Cer (d18:1/20:0) P 1.36 1.84 2.31 0.74 0.59 0.8

11 Cer (d18:1/24:0) P 0.79 1.03 1.27 0.77 0.62 0.81

12 CerP (d18:1/20:3) P 0.76 0.97 1.23 0.78 0.62 0.79

13 LPE (0:0/22:0) P 0.69 0.88 1.09 0.78 0.63 0.81

14 PE (P-20:2/22:3) P 0.67 0.54 0.7 1.24 0.96 0.77

15 TG (18:1/18:3/20:0) P 1.09 1.31 0.95 0.83 1.15 1.38

16 TG (16:1/20:1/20:2) P 1.05 1.34 1.03 0.78 1.02 1.31

17 TG (18:2/18:2/20:0) P 1 1.27 0.96 0.78 1.04 1.32

18 TG (14:1/14:1/22:3) P 0.86 1.12 1.34 0.77 0.64 0.84

19 TG (18:2/18:3/20:0) P 0.98 1.36 0.97 0.72 1.02 1.41

20 TG (18:0/18:3/20:2) P 1.06 1.37 1.03 0.77 1.03 1.34

21 TG (18:1/18:3/20:1) P 0.97 1.36 1.07 0.71 0.91 1.28

22 TG (16:0/16:0/22:6) P 0.77 0.36 0.66 2.17 1.17 0.54

23 TG (16:0/16:1/22:5) P 1.08 0.64 0.85 1.69 1.27 0.75

24 TG (14:0/20:2/20:5) P 0.9 0.53 0.83 1.69 1.08 0.64

25 TG (16:0/16:1/22:6) P 0.94 0.53 0.85 1.77 1.1 0.62

P positive, N negative
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inhibiting the host’s uptake of glycerophospholipids, preventing
the synthesis of lipid on the bacterial wall of Mtb to lead to
bacterial death. (2) interfering with the expression of Mtb lipase,
inhibiting the catabolism of triglycerides, blocking the source of
energy for survival and reproduction of Mtb to obtain “starving
bacteria”. (3) targeting the delivery of ceramide to macrophages
infected with Mtb, activation of autophagosome–lysosome fusion,
and enhancing its phagocytosis. (4) blocking the source of glycerol
phospholipid metabolite LPA, preventing transcription factor
PPAR-γ activation, and inhibiting the accumulation of lipid
droplets in foamy macrophages. Meanwhile, LPA (0:0/16:0) and
LPA (0:0/18:0) can be used as potential biomarkers for the
evaluation of the therapeutic effect of TB.

MATERIALS AND METHODS
Study cohort
From May to December 2019, plasma samples of 30 newly
diagnosed TB patients before starting treatment (TB0 group), 30
TB patients after 2-month intensive-phase treatment (TB2 group),
30 cured TB patients after 6 months of intensive plus continuation
phase treatment (TB6 group), and 30 healthy controls (HC group)
were collected from the hospital of Taizhou Enze Medical Center
(Group). The diagnosis of TB infection was made according to the
following criteria: (A) Positive sputum examinations (smear or
culture); (B) positive nucleic acid test of Mtb; (C) chest images
(X-ray or CT scan) findings consistent with the active TB; (D)
pathology diagnosis of TB in lung specimens; (E) response to
antituberculous treatment. The enrolled patients were admini-
strated with the standard TB therapeutic regimens and grouped
according to the therapeutic outcome: TB2 group was treated
with intensive treatment for 2 months (rifampin, isoniazid,

pyrazinamide, and ethambutol) after the diagnosis of TB, and
the TB6 group comprised cured patients treated with intensive-
phase treatment for 2 months plus continuation phase treatment
for 4 months (rifampin and isoniazid). Healthy control inclusion
criteria include gender- and age-matched with TB patients. Any
subject diagnosed with any respiratory disease, such as COPD,
fibrosis, chronic bronchitis, asthma, or lung cancer, was excluded
from this study. In addition, patients with extrapulmonary
tuberculosis, autoimmune diseases, infectious diseases, any type
of cancer, and other diseases were also excluded from our study.
The research was carried out in strict accordance with the

declaration of Helsinki and approved by the Ethics Committee of
Zhejiang University Medical College, China. All participants signed
a written informed consent and gave their permission to use their
blood samples for this study. From each participant, 2 mL
peripheral blood was drawn under fasting and anticoagulated
with EDTA. After centrifugation, the sample was immediately
stored in the refrigerator of −80 °C for the subsequent UPLC-MS/
MS analysis.

Plasma pretreatment in the study of lipidomics
The plasma samples were thawed at room temperature, vortexed
for 10 s, and centrifuged at 3000 rpm for 5 min at 4 °C. In total,
50 μL sample of each tube was transferred to a new EP tube,
mixed with 1 mL of lipid extraction solution, and vortex for 2 min.
The EP tube was mixed with 500 μL water after 5 min of sonication
and then vortexed for 1 min, followed by centrifugation at
12,000 rpm for 10 min at 4 °C. The resulting supernatants were
collected and dried with nitrogen and re-dissolved with 100 μL
mobile phase B. The samples were centrifuged at 14,000 rpm for
15min at 4 °C after vortex oscillation for 1 min, and then analyzed
by UPLC-MS/MS.
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Fig. 3 K-means cluster showing 25 differential lipids among TB0, TB2, TB6, and HC groups. a The ordinate is the normalized lipid
concentration. The abscissa is the TB0, TB2, TB6, and HC groups. Cluster 1 had a downward trend along with the TB0, TB2, and TB6 groups.
b The lipid groups of cluster 2 showed an upward trend in the TB2 group, but similar low values in Tb0, TB6, and HC groups. c Cluster 3 had a
downward trend in the TB2 group and an upward trend in the TB6 group. d Cluster 4 showed a single-lipid cluster, which was low in TB0 and
HC groups but increased in TB2 and TB6 groups with antituberculosis treatment. e Cluster 5 had an upward trend along with the TB0, TB2, and
TB6 groups. f Cluster 6 showed a single-lipid cluster, which was a high level in the HC group and low level in TB patients, especially in the
TB2 group
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UPLC-MS/MS analysis
The lipid metabolites of plasma samples were separated by ultra-
high performance liquid chromatography (UPLC, Shim-pack
UFLC SHIMADZU CBM A system, MS, QTRAP® 6500+ System).
The model of chromatographic separation was Thermo C30
column (2.1 mm× 100mm, 2.6 μm), and the column temperature
was set at 45 °C. Mobile phase was composed of acetonitrile/water
(60/40, v/v) containing 0.04% acetic acid and 5mmol/L ammo-
nium formate (A), and acetonitrile/isopropanol (10/90, v/v)
containing 0.04% acetic acid and 5mmol/L ammonium formate
(B).The elution gradient was set as follows: 0 min, 20% B; 3 min,
50% B; 9 min, 75% B; 15 min, 90% B; equilibrium, 50% B. The flow
rate was 350 μL/min, and the injection volume was 2 μL.
Initially separated plasma samples were entered into the

QTRAP®LC-MS/MS system and scanned in a triple quadrupole
containing ion trap. The system is equipped with ESI Turbo
ion spray port, which can be operated under positive ion and
negative ion mode and controlled by Analyst 1.6.3 software. The
parameters of the ESI source were set as the following: the
temperature of the ion source was set to 550 °C, the ion spray
voltage was set to 5500 V in positive ion mode (or −4500 V in
negative ion mode), the ion source gas I, the gas II, the curtain gas
were set to 55, 60, and 25 psi, respectively, and the collision gas
was set to medium. In total, 10 μmol/L and 100 μmol/L

polypropylene glycol solution were used for instrument tuning
and quality PPG calibration, respectively. QQQ scans were
acquired as MRM experiments with collision gas (nitrogen) set
to 5 psi. Declustering potential (DP) and collision energy (CE) for
individual MRM transitions were done with further DP and CE
optimization. A specific set of MRM transitions were monitored for
each period according to the metabolites within this period.

Raw data processing
The mass spectrum data were processed by Software Analyst
1.6.3. The reproducibility of the extraction and detection of lipid
metabolites in the positive and negative ion mode was
determined by the total ion flow chromatogram of the mixed
QC samples. Metabolite structure analysis referred to some
existing mass spectrometry public databases, mainly including
massbank (http://www.massbank.jp/), knapsack (http://kanaya.
naist.jp/knapsack/), HMDB (http://www.hmdb.ca/), and Metlin
(http://metlin.scripps.edu/index.php). Based on the in-house
database and other public databases, qualitative analysis was
carried out according to the retention time of the test substance
and the mass to charge ratio of parent-daughter ions. Lipid was
classified and named in strict accordance with LIPID MAPS (www.
lipidmaps. ORG). The quantitative analysis was completed by
multiple reaction monitoring (MRM) of triple quadrupole mass

Fig. 4 The lipidome KEGG enrichment analysis of TB patients. a, b KEGG pathway analysis of TB0 unique to the HC groups. The color of
bubbles represents the value of adjusted P value, and the size of bubbles represents the number of counts. c, d KEGG pathway analysis of TB2
unique to the HC groups. e, f KEGG pathway analysis of TB6 unique to the HC groups
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spectrometry. The signal intensity of characteristic ions was
obtained in the detector. MultiQuant was used to integrate and
calibrate the chromatographic peaks. The peak area of each
chromatographic peak represented the relative content of the
corresponding substance.

Statistical analysis
Chi-square test was adopted for the analysis of baseline
characteristics of the study population, and the Kruskal–Wallis
H test was used to determine the differences between groups.
The data of lipidomics were normalized using R software
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Fig. 5 The changes of differential lipids in HC, TB0, TB2, and TB6 groups. a Relative concentration of LPA (0:0/16:0) in HC, TB0, TB2, and TB6
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TB2, and TB6 groups. Mann–Whitney U test was used to test the statistical significance. ***P < 0.001
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Fig. 6 Evaluation of five differential lipid metabolites on the therapeutic effect of active TB treatment. a ROC curve was used to distinguish the
patients in the TB2 and TB0 groups, the area of the panel under the curve (AUC) was 0.873 (95% CI, 0.782–0.965). b ROC curve was used to
distinguish patients in the TB6 and TB2 groups, the area of the panel under the curve (AUC) was 0.783 (95% CI, 0.665–0.902). c In addition, the
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(https://www.r-project.org/). MetaboAnalyst 4.0 (http://www.
metaboanalyst.ca) was used to analyze the metabolites using
the orthogonal partial least squares (OPLS) model. R2X (the
interpretability of the model for the categorical variable X) was
obtained after cross-validation, R2Y (the interpretability of the
model for the categorical variable Y), and Q2 (predictability of
the model) were obtained after cross-validation to judge the
validity of the model. K-means clustering method was used to
screen lipid metabolites with the same change trend in the
plasma of TB0, TB2, TB6, and HC groups. Final results were
presented with scatter plots, and a trend chart was made by
Graphpad Prism 8.0.2 software. The receiver operator character-
istic curve (ROC) was drawn by MedCalc (19.0.7) to analyze the
AUC, sensitivity, and specificity of the five candidate biomarkers
among groups, and fitting binary logistic regression was used to
evaluate the diagnostic value of the combined model.

DATA AVAILABILITY
The datasets used and analyzed during this study are available from the
corresponding author upon reasonable request.

ACKNOWLEDGEMENTS
This work was supported by grants from the National Natural Science Foundation of
China (81772266), Natural Science Foundation of Guangdong Province
(2017A030311014), and Guangzhou Science and Technology Project (201804010369).

AUTHOR CONTRIBUTIONS
J.-C.L. contributed to the research design. J.-X.C. and Y.-S.H. performed the
experiments and were in charge of figures. S.-Q.Z., Z.-B.L., J.C., W.-J.Y., H.H., T.-T.J.,
J.-X.C., and Y.-S.H. performed the collection of plasma samples and subjects’ clinical
data. J.-C.L., J.-X.C., Y.-S.H., and S.-Q.Z. coordinated the data modeling and wrote the
paper. All authors had reviewed and approved the paper.

ADDITIONAL INFORMATION
The online version of this article (https://doi.org/10.1038/s41392-020-00427-w)
contains supplementary material, which is available to authorized users.

Competing interests: The authors declare no competing interests.

REFERENCES
1. Zumla, A. et al. Tuberculosis treatment and management-an update on treatment

regimens, trials, new drugs, and adjunct therapies. Lancet Respir. Med. 3, 220–234
(2015).

2. Global tuberculosis report in World Health Organization. World Health Organi-
zation (2019).

3. Jindani, A. et al. High-dose rifapentine with moxifloxacin for pulmonary tuber-
culosis. N. Engl. J. Med. 371, 1599–1608 (2014).

4. Gillespie, S. H. et al. Four-month moxifloxacin-based regimens for drug-sensitive
tuberculosis. N. Engl. J. Med. 371, 1577–1587 (2014).

5. Jawahar, M. S. et al. Randomized clinical trial of thrice-weekly 4-month moxi-
floxacin or gatifloxacin containing regimens in the treatment of new sputum
positive pulmonary tuberculosis patients. PLoS ONE 8, e67030 (2013).

6. Technical Guidance Group of the Fifth National TB Epi-demiological Survey and
The Office of the Fifth National TB Epidemiological Survey. Chin. J. Antituberc. 34,
485–508 (2012).

7. Singh, V. et al. Mycobacterium tuberculosis-driven targeted recalibration of mac-
rophage lipid homeostasis promotes the foamy phenotype. Cell Host Microbe 12,
669–681 (2012).

8. Daniel, J., Maamar, H., Deb, C., Sirakova, T. D. & Kolattukudy, P. E. Mycobacterium
tuberculosis uses host triacylglycerol to accumulate lipid droplets and acquires a
dormancy-like phenotype in lipid-loaded macrophages. PLoS Pathog. 7,
e1002093 (2011).

9. Peyron, P. et al. Foamy macrophages from tuberculous patients’ granulomas
constitute a nutrient-rich reservoir for M. tuberculosis persistence. PLoS Pathog. 4,
e1000204 (2008).

10. Wang, C. et al. Screening and identification of five serum proteins as novel
potential biomarkers for cured pulmonary tuberculosis. Sci. Rep. 5, 15615 (2015).

11. Riaz, S. M., Bjune, G. A., Wiker, H. G., Sviland, L. & Mustafa, T. Mycobacterial
antigens accumulation in foamy macrophages in murine pulmonary tuberculosis
lesions: association with necrosis and making of cavities. Scand. J. Immunol. 91,
e12866 (2020).

12. Camus, J. C., Pryor, M. J., Médigue, C. & Cole, S. T. Re-annotation of the genome
sequence of Mycobacterium tuberculosis H37Rv. Microbiol. (Read.). 148,
2967–2973 (2002).

13. Cole, S. T. et al. Deciphering the biology of Mycobacterium tuberculosis from the
complete genome sequence. Nature 393, 537–544 (1998).

14. Yang, D., Li, S., Stabenow, J., Zalduondo, L. & Kong, Y. Mycobacterium tuberculosis
LipE has a lipase/esterase activity and is important for intracellular growth and
in vivo infection. Infect. Immun. 88, e00750–19 (2019).

15. Muñoz-Elías, E. J. & McKinney, J. D. Mycobacterium tuberculosis isocitrate lyases 1
and 2 are jointly required for in vivo growth and virulence. Nat. Med. 11, 638–644
(2005).

16. Raynaud, C. et al. Phospholipases C are involved in the virulence of Myco-
bacterium tuberculosis. Mol. Microbiol. 45, 203–217 (2002).

17. Glickman, M. S., Cox, J. S. & Jacobs, W. R. Jr. A novel mycolic acid cyclopropane
synthetase is required for cording, persistence, and virulence of Mycobacterium
tuberculosis. Mol. Cell. 5, 717–727 (2000).

18. Rindi, L. et al. Involvement of the fadD33 gene in the growth of Mycobacterium
tuberculosis in the liver of BALB/c mice. Microbiol. (Read.). 148, 3873–3880
(2002).

19. Chang, J. C. et al. igr Genes and Mycobacterium tuberculosis cholesterol meta-
bolism. J. Bacteriol. 191, 5232–5239 (2009).

20. Gioffré, A. et al. Mutation in mce operons attenuates Mycobacterium tuberculosis
virulence. Microbes Infect. 7, 325–334 (2005).

21. Nazarova, E. V. et al. Rv3723/LucA coordinates fatty acid and cholesterol uptake
in Mycobacterium tuberculosis. Elife 6, e26969 (2017).

22. Senaratne, R. H. et al. Mycobacterium tuberculosis strains disrupted in mce3 and
mce4 operons are attenuated in mice. J. Med. Microbiol. 57, 164–170 (2008).

23. Gouzy, A., Poquet, Y. & Neyrolles, O. Nitrogen metabolism in Mycobacterium
tuberculosis physiology and virulence. Nat. Rev. Microbiol. 12, 729–737 (2014).

24. Yi, W. et al. l-Histidine, arachidonic acid, biliverdin, and l-cysteine-glutathione
disulfide as potential biomarkers for cured pulmonary tuberculosis. Biomed.
Pharmacother. 116, 108980 (2019).

25. Feng, S. et al. Analysis of serum metabolic profile by ultra-performance liquid
chromatography-mass spectrometry for biomarkers discovery: application in a
pilot study to discriminate patients with tuberculosis. Chin. Med. J. 128, 159–168
(2015).

26. Wood, P. L., Tippireddy, S. & Feriante, J. Plasma lipidomics of tuberculosis
patients: altered phosphatidylcholine remodeling. Future Sci. OA 4, FSO255
(2018).

27. Aoki, J., Inoue, A. & Okudaira, S. Two pathways for lysophosphatidic acid pro-
duction. Biochim. Biophys. Acta 1781, 513–518 (2008).

28. Delogu, G. et al. Lysophosphatidic acid enhances antimycobacterial response
during in vivo primary Mycobacterium tuberculosis infection. Cell Immunol. 271,
1–4 (2011).

29. Tsukahara, T. The role of PPARγ in the transcriptional control by agonists and
antagonists. PPAR Res. 2012, 362361 (2012).

30. Zhang, C. et al. Lysophosphatidic acid induces neointima formation through
PPARγ activation. J. Exp. Med. 199, 763–774 (2004).

31. Almeida, P. E., Carneiro, A. B., Silva, A. R. & Bozza, P. T. PPARγ expression and
function in mycobacterial infection: roles in lipid metabolism, immunity, and
bacterial killing. PPAR Res. 2012, 383829 (2012).

32. Almeida, P. E. et al. Mycobacterium bovis bacillus Calmette-Guérin infection
induces TLR2-dependent peroxisome proliferator-activated receptor gamma
expression and activation: functions in inflammation, lipid metabolism, and
pathogenesis. J. Immunol. 183, 1337–1345 (2009).

33. Salamon, H. et al. Cutting edge: vitamin D regulates lipid metabolism in Myco-
bacterium tuberculosis infection. J. Immunol. 193, 30–34 (2014).

34. Alvarez, H. M. Triacylglycerol and wax ester-accumulating machinery in prokar-
yotes. Biochimie 120, 28–39 (2016).

35. Smith, J. L. & Sherman, D. H. An enzyme assembly line. Science 321, 1304–1305
(2008).

36. Kremer, L. et al. Identification and structural characterization of an unusual
mycobacterial monomeromycolyl-diacylglycerol. Mol. Microbiol. 57, 1113–1126
(2005).

37. Yeung, T. & Grinstein, S. Lipid signaling and the modulation of surface charge
during phagocytosis. Immunol. Rev. 219, 17–36 (2007).

38. Yeung, T., Ozdamar, B., Paroutis, P. & Grinstein, S. Lipid metabolism and dynamics
during phagocytosis. Curr. Opin. Cell Biol. 18, 429–437 (2006).

39. Tu, H. et al. Elevated pulmonary tuberculosis biomarker miR-423-5p plays critical
role in the occurrence of active TB by inhibiting autophagosome-lysosome
fusion. Emerg. Microbes Infec. 8, 448–460 (2019).

Novel therapeutic evaluation biomarkers of lipid metabolism targets in. . .
Chen et al.

10

Signal Transduction and Targeted Therapy            (2021) 6:22 

https://www.r-project.org/
http://www.metaboanalyst.ca
http://www.metaboanalyst.ca
https://doi.org/10.1038/s41392-020-00427-w


40. Anes, E. et al. Selected lipids activate phagosome actin assembly and matura-
tion resulting in killing of pathogenic mycobacteria. Nat. Cell Biol. 5, 793–802
(2003).

41. Utermöhlen, O., Herz, J., Schramm, M. & Krönke, M. Fusogenicity of membranes:
the impact of acid sphingomyelinase on innate immune responses. Immuno-
biology 213, 307–314 (2008).

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give

appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://creativecommons.
org/licenses/by/4.0/.

© The Author(s) 2021

Novel therapeutic evaluation biomarkers of lipid metabolism targets in. . .
Chen et al.

11

Signal Transduction and Targeted Therapy            (2021) 6:22 

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Novel therapeutic evaluation biomarkers of lipid metabolism targets in uncomplicated pulmonary tuberculosis patients
	Introduction
	Results
	Raw mass spectrometry data preprocessing
	Plasma lipid metabolite profile of active TB
	Changes of plasma lipid profile after antituberculosis treatment
	KEGG pathway analysis and changes of enrichment pathway under antituberculosis treatment
	The lipid biomarkers for the potential therapeutic evaluation of active TB
	Evaluation of the therapeutic effect of lipid markers on active TB

	Discussion
	Materials and methods
	Study cohort
	Plasma pretreatment in the study of lipidomics
	UPLC-MS/MS analysis
	Raw data processing
	Statistical analysis

	Supplementary information
	Acknowledgements
	Author contributions
	ADDITIONAL INFORMATION
	References




