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A B S T R A C T   

Treatment of multidrug-resistant tuberculosis (MDR-TB) is challenging due to high treatment failure rate and 
adverse drug events. This study aimed to develop and validate a simple LC-MS/MS method for simultaneous 
measurement of five TB drugs in human plasma and to facilitate therapeutic drug monitoring (TDM) in MDR-TB 
treatment to increase efficacy and reduce toxicity. Moxifloxacin, levofloxacin, prothionamide, pyrazinamide and 
ethambutol were prepared in blank plasma from healthy volunteers and extracted using protein precipitation 
reagent containing trichloroacetic acid. Separation was achieved on an Atlantis T3 column with gradient of 0.1% 
formic acid in water and acetonitrile. Drug concentrations were determined by dynamic multiple reaction 
monitoring in positive ion mode on a LC-MS/MS system. The method was validated according to the United 
States’ Food and Drug Administration (FDA) guideline for bioanalytical method validation. The calibration 
curves for moxifloxacin, levofloxacin, prothionamide, pyrazinamide and ethambutol were linear, with the 
correlation coefficient values above 0.993, over a range of 0.1–5, 0.4–40, 0.2–10, 2–100 and 0.2–10 mg/L, 
respectively. Validation showed the method to be accurate and precise with bias from 6.5% to 18.3% for lower 
limit of quantification and −5.8% to 14.6% for LOW, medium (MED) and HIGH drug levels, and with coefficient 
of variations within 11.4% for all levels. Regarding dilution integrity, the bias was within 7.2% and the coef-
ficient of variation was within 14.9%. Matrix effect (95.7%–112.5%) and recovery (91.4%–109.7%) for all drugs 
could be well compensated by their isotope-labelled internal standards. A benchtop stability test showed that the 
degradation of prothionamide was over 15% after placement at room temperature for 72 h. Clinical samples 
(n = 224) from a cohort study were analyzed and all concentrations were within the analytical range. The signal 
of prothionamide was suppressed in samples with hemolysis which was solved by sample dilution. As the method 
is robust and sample preparation is simple, it can easily be implemented to facilitate TDM in programmatic MDR- 
TB treatment.   
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1. Introduction 

As one of the major infectious diseases, tuberculosis (TB) was re-
sponsible for 1.45 million deaths worldwide in 2018 [1]. Considered a 
global public health crisis by the United Nations [2], new multidrug- 
resistant or rifampicin-resistant tuberculosis (MDR/RR-TB) cases were 
estimated to be 500,000 in 2018 [1], with an annual increase of over 
20% between 2009 and 2016 [3]. As a middle-income country with 
high TB burden, China harbors the second largest number of MDR/RR- 
TB cases globally [1]. The treatment success rate for MDR-TB, defined 
as TB with resistance to at least rifampicin and isoniazid, was far below 
the rate for drug-susceptible TB (56% vs 85%) [1]. Indeed, most of the 
recommended second-line drugs are believed to be less effective against 
TB and more toxic than first-line drugs [1,4–6]. 

In 2019, the World Health Organization (WHO) treatment guide-
lines for MDR/RR-TB were updated [4], and kanamycin and capreo-
mycin were excluded from the list of recommended MDR-TB drugs due 
to their association with poorer outcomes and impairment of kidney 
function and hearing. Instead, drugs such as linezolid and bedaquiline 
are now recommended for all MDR-TB patients [4], although they are 
not readily used in most Chinese regions because of the high costs and 
out-of-pocket expenditures. According to national MDR-TB treatment 
guideline [7], the commonly used standardized drug regimen for MDR- 
TB is a 6-month intensive phase using pyrazinamide, kanamycin 
(amikacin, capreomycin), levofloxacin (moxifloxacin), cycloserine 
(PAS, ethambutol) and prothionamide, followed by an 18-month con-
solidation phase using pyrazinamide, levofloxacin (moxifloxacin), cy-
closerine (PAS, ethambutol) and prothionamide. An individual drug 
regimen should be designed when drug susceptibility testing results for 
second-line drugs are available. In Chinese MDR-TB designated hospi-
tals, moxifloxacin was frequently used to replace levofloxacin due to 
comparable effectiveness and less phototoxicity [8,9]. Similar to line-
zolid and bedaquiline, cycloserine is frequently replaced by ethambutol 
due to the high costs, routinely paid for by patients themselves in China  
[10]. As for the new TB drugs, such as delamanid and pretomanid, they 
are still not available in most settings in China. 

The unavailability of new TB drugs in China means there is an ur-
gent need to optimize MDR-TB treatment based on the currently re-
commended drug regimens. Therapeutic drug monitoring (TDM) has 
been recommended to ensure adequate drug concentrations for efficacy 
and also to avoid toxicity, thus improving the MDR-TB treatment  

[4,11,12]. To guide TDM, the area under the drug concentration–time 
curve/minimum inhibitory concentration (AUC/MIC) is generally be-
lieved to be the best pharmacokinetic/pharmacodynamic (PK/PD) in-
dices predicting efficacy for moxifloxacin, levofloxacin, pyrazinamide 
and ethambutol [11], although the indices have scarce clinical valida-
tion and are mainly defined by hollow fiber infection models [13–16]. 
As for prothionamide, there is no information on the best PK/PD index 
and clinical threshold. Based on the available literature on ethionamide  
[17], AUC/MIC is assumed to be the best index for prothionamide since 
these two drugs are closely linked. However, most laboratories still 
collect blood samples at 2 and 6 h after oral intake of the drugs and 
have not yet moved to AUC/MIC guided TDM [18]. 

Implementing TDM in programmatic MDR-TB treatment in China re-
quires a multi-analyte assay that is fit for purpose, hence it may differ from 
multi-analyte assays in other settings. Several LC-MS/MS methods for 
second-line drugs have been reported [19–25], but only three of them were 
designed to measure three or more second-line drugs simultaneously. A 
research group from Korea developed an LC-MS/MS method for simulta-
neous quantification of nine second-line drugs in human plasma and a se-
parate method for dried blood spots, but the sample preparation was 
complex due to a multi-step operation of acidification and neutralization  
[23,25]. In the assay by Kim et al., 20 TB drugs were divided into two 
groups based on their chemical properties, and were extracted and analyzed 
differently, causing an increased workload [24]. As ionized polar com-
pounds, aminoglycosides cannot be clearly separated from other polar in-
terference peaks on reversed phase columns [26], a repurposed commercial 
immunoassay might be a better option to implement their TDM [27] rather 
than developing a separate method on a hydrophilic interaction chroma-
tographic (HILIC) column [28]. In this study, we aimed to develop and 
validate an LC-MS/MS method with simple sample preparation for si-
multaneous determination of moxifloxacin, levofloxacin, prothionamide, 
pyrazinamide and ethambutol, a method which can minimize the workload 
and turnaround time and can be easily implemented in other laboratories to 
facilitate the clinical practice of TDM in MDR-TB treatment in China. 

2. Materials and methods 

2.1. Chemicals and reagents 

The reference standards of moxifloxacin, levofloxacin, prothionamide, 
pyrazinamide and ethambutol, as well as their internal standards of 

Fig. 1. Structures of the analytes under study and their corresponding internal standards.  
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moxifloxacin-d4, levofloxacin-d8, prothionamide-d7, pyrazinamide-15N,d3 
and ethambutol-d4, were purchased from the Toronto Research Chemicals 
Co. (North York, ON, Canada) (Fig. 1). Methanol, acetonitrile, tri-
chloroacetic acid (TCA), and formic acid were HPLC or ACS grade and were 
obtained from Sigma Chemical Co. (St Louis, MO, USA). Ultrapure water 
was prepared by Millipore Milli Q water purification system (Merck KGaA, 
Darmstadt, Germany). Eighteen healthy volunteers who had not taken the 
aforementioned antibiotics during the previous 3 months were enrolled in 
China. Each had 10 mL of blank human plasma taken and stored at −80 °C. 

2.2. Standard solutions 

The stock solutions for moxifloxacin, levofloxacin, prothionamide, 
pyrazinamide and ethambutol were prepared at 1, 4, 2, 10, 2 mg/mL, 
respectively. Two batches of stock solutions were prepared separately 
for the subsequent preparation of calibration (CAL) standards and 
quality control (QC) samples. All internal standard stock solutions were 
prepared at 1 mg/mL. Moxifloxacin, moxifloxacin-d4, levofloxacin, le-
vofloxacin-d8, prothionamide and prothionamide-d7 stock solutions 
were prepared in 50% methanol and 50% water. Pyrazinamide, 
ethambutol and their respective internal standards were dissolved in 
ultrapure water. All stock solutions were stored at −20 °C before use. 

Concentrations of the CAL standards and QC samples in this study 
were decided on the basis of a previous review [29], and were listed in  
Table 1. CAL standards and QC samples were prepared by spiking stock 
solution of moxifloxacin, levofloxacin, prothionamide, pyrazinamide 
and ethambutol to the blank human plasma, of which the amount did 
not exceed 4% of the total volume. CAL standards at different con-
centrations were prepared separately rather than using serial dilution. 
All CAL standards and QC samples were made freshly, one day prior to 
the validation, since a previous study indicated that they remained 
stable at −80 °C for at least four weeks [24]. The samples were divided 
into small portions and were stored at −80 °C, except for those used for 
evaluation of benchtop stability (20 °C) and stabilities at 4 °C and 
−20 °C. Stock solutions of internal standards were mixed and diluted in 
water to produce working solution with final concentrations of 2.5, 20, 
5, 50 and 5 mg/L for moxifloxacin-d4, levofloxacin-d8, prothionamide- 
d7, pyrazinamide-15N, d3 and ethambutol-d4, respectively. The pre-
cipitation reagent used in this study was 20% TCA in methanol–ace-
tonitrile (20:80, v/v). 

2.3. Sample preparation 

For sample preparation, 100 μL human plasma were mixed with 
100 μL working solution of internal standards in Eppendorf poly-
propylene tubes. Subsequently, 400 μL precipitation reagent were 
added. After vortexing for 3 min, the tubes were centrifuged at 4 °C for 
10 min at 11,000 × g in an Allegra 64R Centrifuge coupled with a 45° 

fixed-angle rotor (Beckman Coulter, Indianapolis, IN, USA). Then 
200 μL aliquots of the supernatants were transferred into screw cap 
autosampler vials made of transparent glass, and loaded into the au-
tosampler. Finally, 1 μL of the supernatant was injected into the LC-MS/ 
MS system. 

2.4. LC-MS/MS conditions 

The assay was developed and validated on an Agilent 1260 Infinity 
LC system, consisting of a G1312B binary pump, a G1367E auto-
sampler, a G1330B thermostat, and a G1316A thermostatted column 
compartment, coupled with an Agilent 6430 triple-quadrupole mass 
spectrometer (Agilent, Santa Clara, CA, USA). The temperature of the 
autosampler was set at 4 °C. The chromatographic separation was 
performed on an Atlantis T3 column (2.1 × 100 mm, 3 μm; Waters Co., 
Milford, MA, USA), and temperature was set at 30 °C. The mobile phase 
was a gradient of 0.1% formic acid in water (solvent A) and 100% 
acetonitrile (solvent B), with a constant flow rate of 0.3 mL/min 
(Table 2). The total running time was 10.50 min for each injection. 

Mass spectrometric analysis was carried out in positive ion mode 
and dynamic multiple reaction monitoring (MRM) with a gas tem-
perature of 350 °C, a gas flow of 9 L/min, a nebulizer pressure of 30 psi 
and a positive capillary voltage of 2,000 V. Mass transitions and re-
levant mass spectrometer conditions for all drugs and internal standards 
are summarized in Table 1. Integration of peak height and peak area, as 
well as data analysis were performed using Agilent MassHunter soft-
ware version B.06.00 (Agilent, Santa Clara, CA, USA). 

2.5. Validation of the assay 

With reference to the 2018 United States’ Food and Drug 
Administration (FDA) guideline for bioanalytical method validation  
[30], selectivity, specificity, accuracy, precision, linearity, matrix ef-
fect, recovery, dilution integrity, carryover and stabilities under dif-
ferent conditions were validated. The blank plasma from six different 
healthy volunteers were individually used to evaluate the effect of en-
dogenous substances by preparing blank plasma samples with and 
without adding internal standards. The absence of interfering sub-
stances was confirmed where the responses were < 20% of the lower 
limit of quantification (LLOQ) for each drug and < 5% for their internal 
standards. Carryover was evaluated by sequential injection of pre-
treated LLOQ-QC, upper limit of quantification (ULOQ)-QC samples 
and blank plasma, and the values should be within 20% of LLOQ. Ac-
curacy and precision (within- and between-run) were measured by 
using 15 replicated QC samples for each concentration level, i.e. LLOQ, 
LOW, medium (MED) and HIGH levels, on three consecutive days (five 
replicated QC samples at each concentration level per day), and were 
calculated by the calibration curve generated by freshly prepared CAL 

Table 1 
The mass spectrometer conditions and concentrations of calibration and quality control samples.              

Analyte Mass transition (m/z) Fragmentor (V) CE (eV) CAV (V) Calibration concentrations (mg/L) QC sample concentrations (mg/L) 

Parent Product LLOQ LOW MED HIGH  > ULOQ  

Ethambutol  205.2  116.1 90 10 1 0.2, 0.4, 1, 2, 4, 6, 8, 10 0.2 0.7 5 8 25 
Ethambutol-d4  209.2  120.1 90 10 1       
Pyrazinamide  124.1  81.1 100 16 2 2, 4, 10, 20, 40, 60, 80, 100 2 7 50 80 200 
Pyrazinamide-15 N,d3  128.1  84.1 110 16 2       
Prothionamide  181.0  154.0 120 18 8 0.2, 0.4, 1, 2, 4, 6, 8, 10 0.2 0.7 5 8 25 
Prothionamide-d7  188.1  161.1 130 20 8       
Levofloxacin  362.2  318.2 120 16 8 0.4, 1, 2, 5, 10, 20, 40 0.4 0.7 20 32 100 
Levofloxacin-d8  370.1  326.2 130 16 8       
Moxifloxacin  402.2  384.2 140 20 4 0.1, 0.2, 0.5, 1, 2, 4, 5 0.1 0.2 2.5 4 12.5 
Moxifloxacin-d4  406.2  388.2 140 20 5       

CE: collision energy; CAV: cell accelerator voltage; QC: quality control; LLOQ: lower limit of quantification; MED: medium; > ULOQ: above the upper limit of 
quantification (five-time dilution by pooled blank plasma before sample preparation).  
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standards each day. The linearity was assessed based on the 7-point, 1/ 
x2 weighted calibration curves for moxifloxacin and levofloxacin, and 
the 8-point, 1/x weighted calibration curves for prothionamide, pyr-
azinamide and ethambutol. The weighting function was used to im-
prove the performance of calibration curves at LLOQ and LOW levels, 
especially when a wide calibration range was used [31]. Inter-assay 
variability of calibration curves was evaluated on four consecutive 

days, consisting of three days on accuracy and precision tests and one 
day on stability tests. To evaluate accuracy and precision, bias to 
nominal concentration and coefficient of variation (CV) were calculated 
per run and the values should be within 20% for LLOQ and 15% for the 
other QC levels. 

To evaluate recovery and matrix effect, three sets of solutions (A, B 
and C) were prepared in quintuplicate at LOW, MED and HIGH levels, 
and were measured in a single run. In this study, sets A, B and C re-
presented the extract of the spiked matrix, the spiked extract of the 
blank matrix and the spiked extraction solution, respectively. The cal-
culation of recovery was made by dividing the peak area of A by the 
peak area of B, while matrix effect was calculated by dividing the peak 
area of B by the peak area of C. An additional test on matrix effect and 
recovery was performed in accordance to the European Medicines 
Agency guideline on bioanalytical method validation [32]. In brief, 
working solution of internal standards was added for compensation and 
all calculations were performed using the response ratio of analyte and 
internal standard. Procedures to determine dilution integrity were si-
milar to accuracy and precision tests. In brief, three portions of QC 
samples, prepared at levels above the ULOQ, were diluted five times by 

Table 2 
Chromatographic conditions (gradient).      

Time (min) A (%)a B (%)b Flow (ml/min)   

0.00 100 0  0.3  
0.01 95 5  0.3  
1.50 95 5  0.3  
5.50 60 40  0.3  
8.50 60 40  0.3  
8.51 100 0  0.3  

10.50 100 0  0.3 

a Mobile phase A: 0.1% formic acid in water. 
b Mobile phase B: 100% acetonitrile.  

Fig. 2. Representative LC-MS/MS dynamic multiple reaction monitoring chromatograms for each drug compound and internal standard.  
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pooled blank plasma and measured in quintuplicate on three con-
secutive days. The bias and CV were not allowed to exceed 15%. 

The stability tests, including autosampler stability, freeze and thaw 
stability, short-term and one-month storage stability, were performed 
for each drug using QC samples at LOW and HIGH levels. The auto-
sampler stability was tested by reinjecting pretreated QC samples after 
placing them in the autosampler for 24 and 48 h. Stability was also 
tested after three cycles of freeze and thaw, storage in ambient (20 °C) 
for 6 and 72 h, in 4 °C and −20 °C for 72 h, as well as in −20 °C and 
−80 °C for 1 month. All stability tests were done in five replicates per 
concentration and a deviation above 15% of the nominal value was 
considered as unstable. 

2.6. Measurement of clinical samples 

A registered cohort study (ClinicalTrials.gov, NCT02816931) was 
conducted in Xiamen, China to enroll the MDR-TB patients and the 
study protocol has been previously published [33]. In brief, MDR-TB 
patients were enrolled before initiation of second-line anti-TB treat-
ment. Patients took moxifloxacin and levofloxacin once daily at doses of 
0.4 and 0.5 g. Prothionamide was given three times a day at doses of 
0.2 g for patient weight  <  50 kg and 0.25 g for patient 
weight ≥ 50 kg. The drug dose for pyrazinamide was 0.4 g three times 
a day. Ethambutol was given once daily at doses of 0.75 g for patient 
weight  <  50 kg and 1.0 g for patient weight ≥ 50 kg. After two weeks 
in-patient treatment, venous blood samples were collected from pa-
tients via a venous catheter at pre-dose, and at 1, 2, 4, 6, 8 and 10 h 
after witnessed intake of second-line drugs. Blood samples were im-
mediately centrifuged at 1,600 × g for 10 min and the upper layer of 
plasma was stored at −80 °C within an hour of sample collection. The 
method validated in this study was used to measure the drug con-
centrations in the collected clinical samples. 

3. Results 

3.1. Method development 

Optimized MS conditions for each compound are listed in Table 1. 
TCA was added to the precipitation reagent as an ion-pairing reagent to 
achieve a satisfactory retention time for ethambutol. After adding a 
flushing step into the gradient from 5.50 to 8.50 min (Table 2), the 
carryover for moxifloxacin, levofloxacin, prothionamide, pyrazinamide 
and ethambutol was reduced to insignificant levels. Representative LC- 
MS/MS chromatograms for each compound are shown in Fig. 2. The 
mean retention times for moxifloxacin, levofloxacin, prothionamide, 
pyrazinamide and ethambutol were 6.50, 5.80, 5.50, 3.55 and 
2.65 min, respectively. 

3.2. Method validation 

3.2.1. Selectivity and carryover 
The blank plasma collected from 18 healthy volunteers were in-

dividually tested for endogenous substances and no interfering peaks 
were observed at the retention time of study drugs and internal stan-
dards. Results of carryover test showed that blank injections following 
ULOQ level had peaks well below LLOQ level for all study drugs 
(15.6%, 9.6%, 1.2%, 0.0% and 1.0% for moxifloxacin, levofloxacin, 
prothionamide, pyrazinamide and ethambutol, respectively). The bias 
for successive injections of LLOQ level after ULOQ level ranged from 
−2.4% to 3.8%. 

3.2.2. Linearity, accuracy and precision 
The calibration curves for moxifloxacin, levofloxacin, prothiona-

mide, pyrazinamide and ethambutol were linear over a range of 0.1–5, 
0.4–40, 0.2–10, 2–100 and 0.2–10 mg/L respectively, and all the 
coefficients of determination (R2) were above 0.993. Inter-assay 
variability of calibration curves is shown in Table 3. The bias calculated 

Table 3 
Calibration curve, accuracy, precision and dilution integrity (n = 5).           

Compound Inter-assay variability of calibration curves (n = 4) Nominal conc. (mg/L) a Accuracy (% bias) Precision (% CV) 

Slope (SD) Intercept (SD) R2 (SD) Weight Within-run Between-run  

Ethambutol 0.229 (0.007) −0.014 (0.001) 0.998 (0.001) 1/x 0.2  18.3  1.9  2.1      
0.7  2.5  1.7  2.2      
5  −2.9  3.1  4.1      
8  −5.8  3.4  4.6      
25  −3.2  5.6  12.0 

Pyrazinamide 0.032 (0.001) −0.017 (0.003) 0.997 (0.002) 1/x 2  17.0  1.8  3.8      
7  8.0  2.2  1.3      
50  6.5  3.3  3.9      
80  2.4  2.9  3.1      
200  5.3  5.5  13.7 

Prothionamide 0.343 (0.031) 0.017 (0.006) 0.998 (0.001) 1/x 0.2  9.1  2.2  3.0      
0.7  9.6  2.3  11.4      
5  6.6  2.4  3.4      
8  3.9  3.3  6.3      
25  −2.9  4.3  9.2 

Levofloxacin 0.062 (0.006) −0.007 (0.001) 0.996 (0.002) 1/x2 0.4  6.5  1.9  7.4      
0.7  −2.0  3.7  6.8      
20  4.7  2.8  4.9      
32  0.0  3.8  5.8      
100  3.2  5.4  14.9 

Moxifloxacin 0.747 (0.046) −0.019 (0.003) 0.993 (0.002) 1/x2 0.1  13.3  2.4  3.7      
0.2  4.7  4.1  3.4      
2.5  14.6  3.1  4.2      
4  7.2  4.2  10.3      
12.5  7.2  4.9  9.3 

R2: coefficient of determination; SD: standard deviation; CV: coefficient of variation. 
a Nominal concentration from top to bottom: the presented lower limit of quantification, low, medium, high and above the upper limit of quantification levels for 

each drug.  
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in comparison with the nominal concentration for the five drugs ranged 
from 6.5% to 18.3% at LLOQ level and −5.8% to 14.6% at LOW, MED 
and HIGH levels. Within-run precision for the study drugs ranged from 
1.8% to 2.4% at LLOQ level and 1.7% to 4.2% at LOW, MED and HIGH 
levels, while between-run precision ranged from 2.1% to 7.4% at LLOQ 
level and 1.3% to 11.4% at the other three levels. All the results met the 
acceptance criteria stated in the FDA guideline, i.e. within 20% for 
LLOQ level and 15% for LOW, MED and HIGH levels. For levels above 
the ULOQ, the bias in reference to the nominal concentration, the 
within- and between-run precision ranged from −3.2% to 7.2%,4.3% 
to 5.6% and 9.2% to 14.9%, respectively. 

3.2.3. Matrix effect and recovery 
Matrix effect and recovery of the five drugs were determined in 

pooled blank plasma. As shown in Table 4, significant ion enhancement 
exceeding 15% was observed for moxifloxacin (116.6% to 124.9%) and 
the recovery for ethambutol at LOW level was 120.7%. The use of in-
ternal standards perfectly compensated the ion enhancement and re-
covery, whereas the compensated matrix effect and recovery ranged 
from 95.7% to 112.5%, and 91.4% to 109.7%, respectively. 

3.2.4. Stability 
Stabilities of moxifloxacin, levofloxacin, prothionamide, pyr-

azinamide and ethambutol under different test conditions were de-
termined using 2 concentrations of QC samples in 5 replicates. As 
shown in Table 5, autosampler stability was assessed to be at least 48 h 
for all drugs after sample preparation. Freeze and thaw stability was 
assessed to be acceptable for all drugs for at least 3 cycles. The stabi-
lities of moxifloxacin, levofloxacin, pyrazinamide and ethambutol were 
assessed to be acceptable for at least 72 h under room temperature 
(20 °C), 4 °C and −20 °C. As for prothionamide, it was found to be 
stable for at least 6 h at room temperature but decreased more than 
15% after placement at room temperature for 72 h, both at LOW and 
HIGH levels. The stabilities for all drugs were acceptable for at least one 
month when stored at −20 °C and −80 °C. 

3.3. Clinical measurement 

In total, 32 MDR-TB patients were eligible for inclusion in the pilot 
study and 224 blood samples were collected after two weeks of MDR-TB 
treatment. The median age was 32.5 (interquartile range, 25.3–43.8) 
years and 43.8% were male. The median weight was 51.0 (interquartile 
range, 46.0–56.3) kg and 34.4% of patients were below 50 kg. Chest X- 
ray results showed that patients with unilateral infiltration, bilateral 
infiltration, single cavity and multiple cavities accounted for 31.3%, 

65.6%, 28.1% and 46.9%, respectively. Comorbidities were generally 
uncommon, but two patients had diabetes mellitus type 2 and one pa-
tient had concurrent pneumoconiosis. Overall, moxifloxacin, levo-
floxacin, prothionamide, pyrazinamide and ethambutol were measured 
in 168, 49, 203, 210 and 126 clinical samples, respectively. The con-
centrations for moxifloxacin, levofloxacin, prothionamide, pyr-
azinamide and ethambutol ranged between 0.12 and 3.85, 0.43–6.43, 
0.21–3.89, 2.31–50.80 and 0.22–2.86 mg/L, respectively. All con-
centrations were within the defined analytical range, indicating fitness 
for clinical practice. 

4. Discussion 

In this study, we developed and validated a simple LC-MS/MS 
method for simultaneous determination of moxifloxacin, levofloxacin, 
prothionamide, pyrazinamide and ethambutol in human plasma using 
their corresponding isotope-labelled internal standards. TCA was added 
into the precipitation reagent as an ion-pairing reagent to achieve re-
tention time for high-polar analytes. The LC-MS/MS method was vali-
dated and results showed good selectivity, specificity, accuracy and 
precision. Simple sample preparation and instrumentation setting en-
ables the method to be used for drug monitoring in laboratories 
equipped with mass spectrometry with limited sensitivities, facilitating 
the application and generalization of TDM in Chinese programmatic 
MDR-TB treatment. 

Ion suppression, a phenomenon generally occurring among com-
pounds with high polarity when a reversed phase column is used  
[34,35], was observed for ethambutol. As previous studies have in-
dicated, the use of an HILIC column to replace the reversed phase 
columns might be a solution to this problem [28,36]. However, it was 
difficult to achieve good peak shapes for all study compounds using a 
HILIC column in our preliminary tests. To control ion suppression, in 
the subsequent test we added TCA to the precipitation reagent to 
achieve a satisfactory retention time for ethambutol. As a commonly 
used protein precipitant [37], TCA also acted as an ion-pairing reagent  
[26]. However, adding TCA directly to the mobile phase has been found 
to be a contamination risk of the ion source, causing the suppression of 
signal [38,39]. Therefore, we chose to avoid these problems by adding 
TCA to the sample during the sample preparation. The amount of TCA 
was optimized to ensure that all ions were fully paired without causing 
signal suppression. 

Carryover for moxifloxacin has also been reported in previous stu-
dies, with some failing to solve this problem [19,40]. In our study, after 
repeating the gradient several times in the same run, the peaks for 
moxifloxacin and levofloxacin could be observed until the fourth 

Table 4 
Matrix effect and recovery (n = 5).a           

Compound Nominal conc. Guidelinesc LOW concentration MEDIUM concentration HIGH concentration 

(mg/L)b ME (CV) RE (CV) ME (CV) RE (CV) ME (CV) RE (CV)  

Ethambutol 0.7, 5, 8 Absolute 100.5 (1.6) 120.7 (2.5) 104.5 (2.9) 102.0 (6.0) 101.5 (2.6) 95.7 (3.9) 
Compensated 96.7 (0.8) 109.7 (2.3) 100.1 (0.3) 103.8 (2.8) 95.7 (0.7) 100.9 (3.4) 

Pyrazinamide 7, 50, 80 Absolute 93.7 (2.2) 100.3 (2.4) 99.7 (2.7) 88.1 (4.2) 100.2 (3.7) 88.9 (5.0) 
Compensated 98.2 (1.5) 101.3 (1.4) 101.9 (1.2) 98.3 (4.2) 99.0 (1.2) 102.3 (4.3) 

Prothionamide 0.7, 5, 8 Absolute 89.6 (2.8) 93.3 (3.9) 100.3 (3.5) 90.2 (2.5) 99.1 (0.6) 90.7 (3.2) 
Compensated 105.5 (1.7) 100.9 (3.0) 112.5 (0.5) 102.2 (1.6) 109.5 (0.8) 91.4 (2.6) 

Levofloxacin 0.7, 20, 32 Absolute 101.1 (3.8) 98.4 (3.0) 106.9 (3.3) 91.0 (2.7) 105.3 (1.5) 98.2 (3.4) 
Compensated 100.6 (1.9) 101.5 (2.5) 101.3 (0.6) 108.8 (3.8) 100.2 (1.2) 106.9 (3.6) 

Moxifloxacin 0.2, 2.5, 4 Absolute 116.6 (2.5) 105.3 (4.8) 124.9 (5.3) 93.2 (6.8) 119.3 (3.4) 96.5 (4.0) 
Compensated 102.7 (2.0) 108.6 (3.5) 102.9 (1.0) 104.5 (2.2) 97.4 (0.8) 102.5 (3.2) 

ME: matrix effect; RE: recovery; CV: coefficient of variation. 
a All data are presented in percentage 
b Nominal concentrations for each compound are shown in the order of LOW, MEDIUM and HIGH levels. 
c “Absolute” indicated the results were obtained according to the United States’ Food and Drug Administration 2018 guideline for bioanalytical method validation 

while “compensated” indicated the results were obtained according to the European Medicines Agency guideline on bioanalytical method validation 2012.  
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gradient cycle. It indicated a typical memory effect influencing the 
column, hence an additional flushing step in the gradient was necessary  
[41]. With an optimized gradient, carryover for moxifloxacin and le-
vofloxacin could be reduced to insignificant levels at 0.1 and 0.4 mg/L, 
respectively. Notably, after an injection of ULOQ level, the bias of 
following successive injections of LLOQ level was observed to be mar-
ginal. 

Several issues were encountered when measuring prothionamide in 
clinical samples. Firstly, matrix effect on prothionamide varied between 
subjects but its internal standard corrected well for that; secondly, the 
signal of prothionamide was suppressed in the samples with severe 
hemolysis, where dilution was found to be an effective solution [42]; 
thirdly, the benchtop stability test showed that the degradation of 
prothionamide in plasma was over 15% both at LOW and HIGH levels 
after placement at room temperature for 72 h, indicating the need of 
prompt storage at −80 °C. Significant degradation of prothionamide in 
room temperature has also been reported in a previous study [24]. 
However, our benchtop stability test showed that prothionamide was 
stable at room temperature for at least 6 h, which should provide en-
ough time for sample preparation in a single analytical run. 

The benefits of using TDM for second-line TB drugs have been 
previously reported. In the Netherlands, TDM was performed to adjust 
doses for several drugs to reduce toxicity during MDR-TB treatment and 
contributed to the high success rate of the treatment [43,44]. A retro-
spective study in China found that a lower concentration of pyr-
azinamide was associated with longer time to culture conversion [45]. 
Another study in Virginia retrospectively measured the drug con-
centrations of second-line drugs in MDR-TB patients and observed 
common individual pharmacokinetic variabilities [46]. Thus, quantifi-
cation of moxifloxacin, levofloxacin, prothionamide, pyrazinamide and 
ethambutol in a single assay with simple sample preparation and low 
requirement for mass spectrometry capabilities, is rational and practical 
for TDM implementation in China. The use of this multi-analyte assay 
will help us better understand the variability in drug exposure of 
second-line drug concentrations in Chinese MDR-TB patients in relation 
to treatment response and adverse drug effects. 

This study has several limitations. Firstly, we didn’t include all 
second-line drugs available in Chinese programmatic MDR-TB treat-
ment into the assay but only those frequently used. Secondly, the 

aminoglycoside class of antibiotics and capreomycin were not included 
due to difficulties in clear separation from other polar interference 
peaks on reversed phase columns due to their high polarity. 
Considering the accessibility of commercial kits for aminoglycoside  
[27] and the exclusion of capreomycin from the recommended MDR-TB 
drug list [4], the need to develop a separate assay for these drugs is less 
urgent. Thirdly, cycloserine was not included due to its high cost, 
routinely paid for by patients themselves in China. Ethambutol was 
included in lieu of cycloserine, as it is commonly used in MDR-TB re-
gimens. 

5. Conclusion 

In conclusion, we developed and validated a simple LC-MS/MS 
method for simultaneous measurement of moxifloxacin, levofloxacin, 
prothionamide, pyrazinamide and ethambutol in human plasma using 
their isotope-labelled internal standards. This method can be applicable 
for drug monitoring in routine clinical practice in China, and for future 
clinical studies to explore the added value of TDM. 

Funding 

This study was supported by the National Natural Science 
Foundation of China (grant number 81874273), the joint project (VR- 
NSFC) between the Swedish Research Council (grant number 540-2013- 
8797) and the National Natural Science Foundation of China (grant 
number 81361138019), and the Swedish Heart Lung Foundation (grant 
number 20150508). 

CRediT authorship contribution statement 

Xubin Zheng: Methodology, Software, Validation, Formal analysis, 
Data curation, Writing - original draft. Erwin M. Jongedijk: 
Methodology, Software, Validation, Data curation, Writing - review & 
editing, Supervision. Yi Hu: Conceptualization, Investigation, 
Resources, Data curation, Writing - review & editing, Supervision, 
Project administration, Funding acquisition. Johanna Kuhlin: 
Investigation, Resources, Data curation, Writing - review & editing. 
Rongrong Zheng: Investigation, Resources, Project administration. 

Table 5 
Stability results under different conditions (n = 5).               

Stability Condition QC level Ethambutol Pyrazinamide Prothionamide Levofloxacin Moxifloxacin 

CV (%) Bias (%) CV (%) Bias (%) CV (%) Bias (%) CV (%) Bias (%) CV (%) Bias (%)  

Autosampler stability (4 °C) After 24 h in autosampler LOW  2.4  2.7  2.5  7.1  1.8  8.7  2.1 −3.6  2.8  7.7  
HIGH  4.1  −2.6  4.6  4.4  3.7  −2.8  4.5 4.6  4.5  13.1 

After 48 h in autosampler LOW  3.2  3.1  2.5  9.6  2.7  1.6  2.8 −2.2  2.6  3.7  
HIGH  4.2  −1.8  5.1  5.1  3.0  −5.7  4.1 7.1  5.0  12.3 

Freeze and thaw stability After 1st cycle at −80 °C LOW  1.5  1.7  1.1  6.7  1.0  4.0  0.9 −3.6  2.8  2.1  
HIGH  0.9  −4.8  0.9  3.3  0.9  −3.4  0.8 3.5  0.7  9.8 

After 2nd cycle at −80 °C LOW  1.3  1.8  1.6  8.4  1.8  5.4  1.7 −3.6  1.6  2.2  
HIGH  0.9  −4.3  1.0  4.0  0.6  −3.8  1.0 3.6  1.8  7.9 

After 3rd cycle at −80 °C LOW  0.6  1.0  0.8  6.5  0.5  4.3  1.7 −4.2  2.4  1.8  
HIGH  2.1  −3.7  1.7  4.9  1.3  −2.8  1.0 2.3  2.8  7.8 

Benchtop stability After 6 h at ambient (20 °C) LOW  3.1  7.7  3.7  13.3  3.9  7.2  3.9 1.2  4.2  8.1  
HIGH  2.4  2.7  2.7  11.9  2.1  3.3  2.6 10.3  1.6  14.9 

After 72 h at ambient (20 °C) LOW  2.8  −1.4  2.2  5.8  3.5  –23.9  3.3 −8.1  4.2  −4.3  
HIGH  1.7  −7.2  1.3  2.5  0.8  −17.2  1.3 −4.0  1.5  0.7 

Short term stability After 72 h at 4 °C LOW  0.8  1.0  0.7  8.8  1.9  0.3  1.9 −7.2  2.4  −3.1  
HIGH  4.8  −3.9  4.6  7.3  4.4  −4.4  4.7 −1.6  4.7  4.3 

After 72 h at −20 °C LOW  2.2  0.2  1.6  6.9  2.6  5.7  2.5 −7.5  2.8  −2.6  
HIGH  3.4  −5.5  4.0  5.2  1.7  −4.7  3.8 −4.9  3.0  1.8 

One-month stability After 1 month at −20 °C LOW  4.4  1.9  3.0  8.4  2.8  2.2  4.8 −2.9  5.6  3.7  
HIGH  1.5  −4.3  1.7  5.3  0.9  −2.8  1.5 2.8  1.3  7.4 

After 1 month at −80 °C LOW  3.6  1.7  2.4  9.5  2.8  4.0  3.1 −4.3  2.7  1.0  
HIGH  0.6  −3.1  1.2  5.8  0.9  −1.2  0.5 3.8  0.4  8.3 

QC: quality control; CV: coefficient of variation.  

X. Zheng, et al.   Journal of Chromatography B 1158 (2020) 122397

7



Katarina Niward: Investigation, Data curation, Writing - review & 
editing. Jakob Paues: Investigation, Data curation. Biao Xu: 
Resources, Writing - review & editing, Supervision, Project adminis-
tration, Funding acquisition. Lina Davies Forsman: Investigation, 
Resources, Data curation, Writing - review & editing. Thomas Schön: 
Supervision, Project administration, Writing - review & editing. Judith 
Bruchfeld: Conceptualization, Resources, Project administration, 
Funding acquisition. Jan-Willem C. Alffenaar: Conceptualization, 
Methodology, Validation, Writing - review & editing, Supervision, 
Project administration. 

Declaration of Competing Interest 

The authors declare that they have no known competing financial 
interests or personal relationships that could have appeared to influ-
ence the work reported in this paper. 

Acknowledgements 

We thank Brian Davies for language revision. 

Appendix A. Supplementary material 

Supplementary data to this article can be found online at https:// 
doi.org/10.1016/j.jchromb.2020.122397. 

References 

[1] World Health Organization, Global Tuberculosis Report 2019. https://www.who. 
int/tb/publications/global_report/en/, 2019 (Accessed 6 May 2020). 

[2] World Health Organization, United Nations High-Level Meeting on the fight to end 
tuberculosis. https://www.who.int/docs/default-source/un-high-level-meeting-on- 
tb/unhlm-visualization-final.pdf, 2018 (Accessed 6 May 2020). 

[3] C. Lange, D. Chesov, J. Heyckendorf, C.C. Leung, Z. Udwadia, K. Dheda, Drug- 
resistant tuberculosis: An update on disease burden, diagnosis and treatment, 
Respirology 23 (2018) 656–673, https://doi.org/10.1111/resp.13304. 

[4] World Health Organization, WHO consolidated guidelines on drug-resistant tu-
berculosis treatment. https://www.who.int/tb/publications/2019/consolidated- 
guidelines-drug-resistant-TB-treatment/en/, 2019 (Accessed 6 May 2020). 

[5] E. Bloss, L. Kuksa, T.H. Holtz, V. Riekstina, V. Skripconoka, S. Kammerer, 
V. Leimane, Adverse events related to multidrug-resistant tuberculosis treatment, 
Latvia, 2000–2004, Int. J. Tuberc. Lung D 14 (2010) 275–281. 

[6] G.R. Voogt, H.S. Schoeman, Ototoxicity of aminoglycoside drugs in tuberculosis 
treatment, S. Afr. J. Commun. Disord. 43 (1996) 3–6. 

[7] Y. Wang, Guidelines for the Prevention and control of multidrug-resistant tu-
berculosis, Military Science Publishing House, Beijing, 2012. 

[8] G. Viola, L. Facciolo, M. Canton, D. Vedaldi, F. Dall'Acqua, G.G. Aloisi, M. Amelia, 
A. Barbafina, F. Elisei, L. Latterini, Photophysical and phototoxic properties of the 
antibacterial fluoroquinolones levofloxacin and moxifloxacin, Chem. Biodivers. 1 
(2004) 782–801, https://doi.org/10.1002/cbdv.200490061. 

[9] W.J. Koh, S.H. Lee, Y.A. Kang, C.H. Lee, J.C. Choi, J.H. Lee, S.H. Jang, K.H. Yoo, 
K.H. Jung, K.U. Kim, S.B. Choi, Y.J. Ryu, K.C. Kim, S. Um, Y.S. Kwon, Y.H. Kim, 
W.I. Choi, K. Jeon, Y.I. Hwang, S.J. Kim, Y.S. Lee, E.Y. Heo, J. Lee, Y. WoonKi, 
T.S. Shim, J.J. Yim, Comparison of levofloxacin versus moxifloxacin for multidrug- 
resistant tuberculosis, Am. J. Resp. Crit. Care 188 (2013) 858–864, https://doi.org/ 
10.1164/rccm.201303-0604OC. 

[10] Y. Wang, H.J. Chen, Z.F. Huang, E.B. McNeil, X.L. Lu, V. Chongsuvivatwong, Drug 
non-adherence and reasons among multidrug-resistant tuberculosis patients in 
Guizhou, China: A cross-sectional study, Patient Prefer Adher. 13 (2019) 
1641–1653, https://doi.org/10.2147/Ppa.S219920. 

[11] M.A. Zuur, M.S. Bolhuis, R. Anthony, A. den Hertog, T. van der Laan, B. Wilffert, 
W. de Lange, D. van Soolingen, J.W.C. Alffenaar, Current status and opportunities 
for therapeutic drug monitoring in the treatment of tuberculosis, Expert Opin. Drug 
Metab. Toxicol. 12 (2016) 509–521, https://doi.org/10.1517/17425255.2016. 
1162785. 

[12] P. Nahid, S.R. Mase, G.B. Migliori, G. Sotgiu, G.H. Bothamley, J.L. Brozek, 
A. Cattamanchi, J.P. Cegielski, L. Chen, C.L. Daley, T.L. Dalton, R. Duarte, 
F. Fregonese, C.R. Horsburgh Jr., F. Ahmad Khan, F. Kheir, Z. Lan, A. Lardizabal, 
M. Lauzardo, J.M. Mangan, S.M. Marks, L. McKenna, D. Menzies, C.D. Mitnick, 
D.M. Nilsen, F. Parvez, C.A. Peloquin, A. Raftery, H.S. Schaaf, N.S. Shah, 
J.R. Starke, J.W. Wilson, J.M. Wortham, T. Chorba, B. Seaworth, Treatment of drug- 
resistant tuberculosis. An official ATS/CDC/ERS/IDSA clinical practice guideline, 
Am. J. Respir. Crit. Care Med. 200 (2019) e93–e142, https://doi.org/10.1164/ 
rccm.201909-1874ST. 

[13] T. Gumbo, A. Louie, M.R. Deziel, L.M. Parsons, M. Salfinger, G.L. Drusano, Selection 
of a moxifloxacin dose that suppresses drug resistance in Mycobacterium tubercu-
losis, by use of an in vitro pharmacodynamic infection model and mathematical 

modeling, J. Infect. Dis. 190 (2004) 1642–1651, https://doi.org/10.1086/424849. 
[14] D. Deshpande, J.G. Pasipanodya, S.G. Mpagama, P. Bendet, S. Srivastava, T. Koeuth, 

P.S. Lee, S.M. Bhavnani, P.G. Ambrose, G. Thwaites, S.K. Heysell, T. Gumbo, 
Levofloxacin pharmacokinetics/pharmacodynamics, dosing, susceptibility break-
points, and artificial intelligence in the treatment of multidrug-resistant tubercu-
losis, Clin. Infect. Dis. 67 (2018) S293–S302, https://doi.org/10.1093/cid/ciy611. 

[15] T. Gumbo, C.S. Dona, C. Meek, R. Leff, Pharmacokinetics-pharmacodynamics of 
pyrazinamide in a novel in vitro model of tuberculosis for sterilizing effect: a 
paradigm for faster assessment of new antituberculosis drugs, Antimicrob. Agents 
Chemother. 53 (2009) 3197–3204, https://doi.org/10.1128/AAC.01681-08. 

[16] S. Srivastava, S. Musuka, C. Sherman, C. Meek, R. Leff, T. Gumbo, Efflux-pump- 
derived multiple drug resistance to ethambutol monotherapy in Mycobacterium 
tuberculosis and the pharmacokinetics and pharmacodynamics of ethambutol, J. 
Infect. Dis. 201 (2010) 1225–1231, https://doi.org/10.1086/651377. 

[17] D. Deshpande, J.G. Pasipanodya, S.G. Mpagama, S. Srivastava, P. Bendet, T. Koeuth, 
P.S. Lee, S.K. Heysell, T. Gumbo, Ethionamide pharmacokinetics/pharmacody-
namics-derived dose, the role of MICs in clinical outcome, and the resistance arrow 
of time in multidrug-resistant tuberculosis, Clin. Infect. Dis. 67 (2018) S317–S326, 
https://doi.org/10.1093/cid/ciy609. 

[18] C. Lange, R.E. Aarnoutse, J.W.C. Alffenaar, G. Bothamley, F. Brinkmann, J. Costa, 
D. Chesov, R. van Crevel, M. Dedicoat, J. Dominguez, R. Duarte, H.P. Grobbel, 
G. Gunther, L. Guglielmetti, J. Heyckendorf, A.W. Kay, O. Kirakosyan, O. Kirk, 
R.A. Koczulla, G.G. Kudriashov, L. Kuksa, F. van Leth, C. Magis-Escurra, 
A.M. Mandalakas, B. Molina-Moya, C.A. Peloquin, M. Reimann, R. Rumetshofer, 
H.S. Schaaf, T. Schon, S. Tiberi, J. Valda, P.K. Yablonskii, K. Dheda, Management of 
patients with multidrug-resistant tuberculosis, Int. J. Tuberc. Lung Dis. 23 (2019) 
645–662, https://doi.org/10.5588/ijtld.18.0622. 

[19] A.D. Pranger, J.W. Alffenaar, A.M. Wessels, B. Greijdanus, D.R. Uges, Determination 
of moxifloxacin in human plasma, plasma ultrafiltrate, and cerebrospinal fluid by a 
rapid and simple liquid chromatography- tandem mass spectrometry method, J. 
Anal. Toxicol. 34 (2010) 135–141. 

[20] J.W. Alffenaar, M. Bolhuis, K. van Hateren, M. Sturkenboom, O. Akkerman, W. de 
Lange, B. Greijdanus, T. van der Werf, D. Touw, Determination of bedaquiline in 
human serum using liquid chromatography-tandem mass spectrometry, 
Antimicrob. Agents Chemother. 59 (2015) 5675–5680, https://doi.org/10.1128/ 
AAC.00276-15. 

[21] J.A. Dijkstra, M.G. Sturkenboom, K. Hateren, R.A. Koster, B. Greijdanus, 
J.W. Alffenaar, Quantification of amikacin and kanamycin in serum using a simple 
and validated LC-MS/MS method, Bioanalysis 6 (2014) 2125–2133, https://doi. 
org/10.4155/bio.14.191. 

[22] Z. Mao, X. Wang, B. Li, J. Jin, M. Xu, Y. Liu, X. Di, A simplified LC-MS/MS method 
for rapid determination of cycloserine in small-volume human plasma using protein 
precipitation coupled with dilution techniques to overcome matrix effects and its 
application to a pharmacokinetic study, Anal. Bioanal. Chem. 409 (2017) 
3025–3032, https://doi.org/10.1007/s00216-017-0249-2. 

[23] K. Lee, S.H. Jun, M. Han, S.H. Song, J.S. Park, J.H. Lee, K.U. Park, J. Song, Multiplex 
assay of second-line anti-tuberculosis drugs in dried blood spots using ultra-per-
formance liquid chromatography-tandem mass spectrometry, Ann. Lab. Med. 36 
(2016) 489–493, https://doi.org/10.3343/alm.2016.36.5.489. 

[24] H.J. Kim, K.A. Seo, H.M. Kim, E.S. Jeong, J.L. Ghim, S.H. Lee, Y.M. Lee, D.H. Kim, 
J.G. Shin, Simple and accurate quantitative analysis of 20 anti-tuberculosis drugs in 
human plasma using liquid chromatography-electrospray ionization-tandem mass 
spectrometry, J. Pharm. Biomed. Anal. 102 (2015) 9–16, https://doi.org/10.1016/ 
j.jpba.2014.08.026. 

[25] M. Han, S.H. Jun, J.H. Lee, K.U. Park, J. Song, S.H. Song, Method for simultaneous 
analysis of nine second-line anti-tuberculosis drugs using UPLC-MS/MS, J. 
Antimicrob. Chemother. 68 (2013) 2066–2073, https://doi.org/10.1093/jac/ 
dkt154. 

[26] C. Cheng, S.R. Liu, D.Q. Xiao, S. Hansel, The application of trichloroacetic acid as an 
ion pairing reagent in LC-MS-MS method development for highly polar aminogly-
coside compounds, Chromatographia 72 (2010) 133–139, https://doi.org/10. 
1365/s10337-010-1614-x. 

[27] J.A. Dijkstra, A.J. Voerman, B. Greijdanus, D.J. Touw, J.W. Alffenaar, Immunoassay 
analysis of kanamycin in serum using the tobramycin kit, Antimicrob. Agents 
Chemother. 60 (2016) 4646–4651, https://doi.org/10.1128/AAC.03025-15. 

[28] R. Oertel, V. Neumeister, W. Kirch, Hydrophilic interaction chromatography com-
bined with tandem-mass spectrometry to determine six aminoglycosides in serum, 
J. Chromatogr. A 1058 (2004) 197–201. 

[29] A. Alsultan, C.A. Peloquin, Therapeutic drug monitoring in the treatment of tu-
berculosis: an update, Drugs 74 (2014) 839–854, https://doi.org/10.1007/s40265- 
014-0222-8. 

[30] Food and Drug Administration, Bioanalytical Method Validation Guidance for 
Industry. https://www.fda.gov/regulatory-information/search-fda-guidance-docu-
ments/bioanalytical-method-validation-guidance-industry, 2018 (Accessed 6 May 
2020). 

[31] G.K. Szabo, H.K. Browne, A. Ajami, E.G. Josephs, Alternatives to least-squares 
linear-regression analysis for computation of standard curves for quantitation by 
high-performance liquid-chromatography - applications to clinical-pharmacology, 
J. Clin. Pharmacol. 34 (1994) 242–249, https://doi.org/10.1002/j.1552-4604. 
1994.tb03993.x. 

[32] European Medicines Agency, Guideline on bioanalytical method validation. https:// 
www.ema.europa.eu/en/documents/scientific-guideline/guideline-bioanalytical- 
method-validation_en.pdf, 2012 (Accessed 6 May 2020). 

[33] L. Davies Forsman, K. Niward, Y. Hu, R. Zheng, X. Zheng, R. Ke, W. Cai, C. Hong, 
Y. Li, Y. Gao, J. Werngren, J. Paues, J. Kuhlin, U.S.H. Simonsson, E. Eliasson, 
J.W. Alffenaar, M. Mansjo, S. Hoffner, B. Xu, T. Schon, J. Bruchfeld, Plasma 

X. Zheng, et al.   Journal of Chromatography B 1158 (2020) 122397

8

https://doi.org/10.1016/j.jchromb.2020.122397
https://doi.org/10.1016/j.jchromb.2020.122397
https://doi.org/10.1111/resp.13304
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0025
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0025
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0025
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0030
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0030
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0035
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0035
https://doi.org/10.1002/cbdv.200490061
https://doi.org/10.1164/rccm.201303-0604OC
https://doi.org/10.1164/rccm.201303-0604OC
https://doi.org/10.2147/Ppa.S219920
https://doi.org/10.1517/17425255.2016.1162785
https://doi.org/10.1517/17425255.2016.1162785
https://doi.org/10.1164/rccm.201909-1874ST
https://doi.org/10.1164/rccm.201909-1874ST
https://doi.org/10.1086/424849
https://doi.org/10.1093/cid/ciy611
https://doi.org/10.1128/AAC.01681-08
https://doi.org/10.1086/651377
https://doi.org/10.1093/cid/ciy609
https://doi.org/10.5588/ijtld.18.0622
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0095
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0095
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0095
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0095
https://doi.org/10.1128/AAC.00276-15
https://doi.org/10.1128/AAC.00276-15
https://doi.org/10.4155/bio.14.191
https://doi.org/10.4155/bio.14.191
https://doi.org/10.1007/s00216-017-0249-2
https://doi.org/10.3343/alm.2016.36.5.489
https://doi.org/10.1016/j.jpba.2014.08.026
https://doi.org/10.1016/j.jpba.2014.08.026
https://doi.org/10.1093/jac/dkt154
https://doi.org/10.1093/jac/dkt154
https://doi.org/10.1365/s10337-010-1614-x
https://doi.org/10.1365/s10337-010-1614-x
https://doi.org/10.1128/AAC.03025-15
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0140
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0140
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0140
https://doi.org/10.1007/s40265-014-0222-8
https://doi.org/10.1007/s40265-014-0222-8
https://doi.org/10.1002/j.1552-4604.1994.tb03993.x
https://doi.org/10.1002/j.1552-4604.1994.tb03993.x


concentrations of second-line antituberculosis drugs in relation to minimum in-
hibitory concentrations in multidrug-resistant tuberculosis patients in China: a 
study protocol of a prospective observational cohort study, e023899, BMJ Open 8 
(2018), https://doi.org/10.1136/bmjopen-2018-023899. 

[34] Y.Z. Deng, H.W. Zhang, J.T. Wu, T.V. Olah, Tandem mass spectrometry with online 
high-flow reversed-phase extraction and normal-phase chromatography on silica 
columns with aqueous-organic mobile phase for quantitation of polar compounds in 
biological fluids, Rapid Commun. Mass Spectrom. 19 (2005) 2929–2934, https:// 
doi.org/10.1002/rcm.2144. 

[35] H. Luo, L.J. Ma, C. Paek, P.W. Carr, Application of silica-based hyper-crosslinked 
sulfonate-modified reversed stationary phases for separating highly hydrophilic 
basic compounds, J. Chromatogr. A 1202 (2008) 8–18, https://doi.org/10.1016/j. 
chroma.2008.06.014. 

[36] P. Hemstrom, K. Irgum, Hydrophilic interaction chromatography, J. Sep. Sci. 29 
(2006) 1784–1821, https://doi.org/10.1002/jssc.200600199. 

[37] C. Polson, P. Sarkar, B. Incledon, V. Raguvaran, R. Grant, Optimization of protein 
precipitation based upon effectiveness of protein removal and ionization effect in 
liquid chromatography-tandem mass spectrometry, J. Chromatogr. B Analyt. 
Technol. Biomed. Life Sci. 785 (2003) 263–275. 

[38] S.M. Gao, S. Bhoopathy, Z.P. Zang, D.S. Wright, R. Jenkins, H.T. Karnes, Evaluation 
of volatile ion-pair reagents for the liquid chromatography-mass spectrometry 
analysis of polar compounds and its application to the determination of methadone 
in human plasma, J. Pharm. Biomed. Anal. 40 (2006) 679–688, https://doi.org/10. 
1016/j.jpba.2005.05.022. 

[39] O.A. Chiesa, J. von Bredow, D. Heller, C. Nochetto, M. Smith, K. Moulton, 
M. Thomas, Use of tissue-fluid correlations to estimate gentamicin residues in 
kidney tissue of Holstein steers, J. Vet. Pharmacol. Ther. 29 (2006) 99–106, https:// 

doi.org/10.1111/j.1365-2885.2006.00720.x. 
[40] M. Paal, M. Zoller, C. Schuster, M. Vogeser, G. Schutze, Simultaneous quantification 

of cefepime, meropenem, ciprofloxacin, moxifloxacin, linezolid and piperacillin in 
human serum using an isotope-dilution HPLC-MS/MS method, J. Pharm. Biomed. 
Anal. 152 (2018) 102–110, https://doi.org/10.1016/j.jpba.2018.01.031. 

[41] N.C. Hughes, E.Y. Wong, J. Fan, N. Bajaj, Determination of carryover and con-
tamination for mass spectrometry-based chromatographic assays, AAPS J. 9 (2007) 
E353–E360, https://doi.org/10.1208/aapsj0903042. 

[42] N.C. Hughes, N. Bajaj, J.A. Fan, E.Y.K. Wong, Assessing the matrix effects of he-
molyzed samples in bioanalysis, Bioanalysis 1 (2009) 1057–1066, https://doi.org/ 
10.4155/Bio.09.91. 

[43] R. van Altena, G. de Vries, C.H. Haar, W.C. de Lange, C. Magis-Escurra, S. van den 
Hof, D. van Soolingen, M.J. Boeree, T.S. van der Werf, Highly successful treatment 
outcome of multidrug-resistant tuberculosis in the Netherlands, 2000–2009, Int. J. 
Tuberc. Lung Dis. 19 (2015) 406–412, https://doi.org/10.5588/ijtld.14.0838. 

[44] R. van Altena, O.W. Akkerman, J.C. Alffenaar, H.A. Kerstjens, C. Magis-Escurra, 
M.J. Boeree, D. van Soolingen, W.C. de Lange, M.S. Bolhuis, W. Hoefsloot, G. de 
Vries, T.S. van der Werf, Shorter treatment for multidrug-resistant tuberculosis: the 
good, the bad and the ugly, Eur. Respir. J. 48 (2016) 1800–1802, https://doi.org/ 
10.1183/13993003.01208-2016. 

[45] Q. Lei, H. Wang, Y. Zhao, L.Y. Dang, C.S. Zhu, X.H. Lv, H. Wang, J. Zhou, 
Determinants of serum concentration of first-line anti-tuberculosis drugs from 
China, Medicine, 98 (2019). ARTN e17523 10.1097/MD.0000000000017523. 

[46] S.K. Heysell, J.L. Moore, C.A. Peloquin, D. Ashkin, E.R. Houpt, Outcomes and use of 
therapeutic drug monitoring in multidrug-resistant tuberculosis patients treated in 
Virginia, 2009–2014, Tuberc. Respir. Dis. 78 (2015) 78–84, https://doi.org/10. 
4046/trd.2015.78.2.78.  

X. Zheng, et al.   Journal of Chromatography B 1158 (2020) 122397

9

https://doi.org/10.1136/bmjopen-2018-023899
https://doi.org/10.1002/rcm.2144
https://doi.org/10.1002/rcm.2144
https://doi.org/10.1016/j.chroma.2008.06.014
https://doi.org/10.1016/j.chroma.2008.06.014
https://doi.org/10.1002/jssc.200600199
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0185
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0185
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0185
http://refhub.elsevier.com/S1570-0232(20)31273-3/h0185
https://doi.org/10.1016/j.jpba.2005.05.022
https://doi.org/10.1016/j.jpba.2005.05.022
https://doi.org/10.1111/j.1365-2885.2006.00720.x
https://doi.org/10.1111/j.1365-2885.2006.00720.x
https://doi.org/10.1016/j.jpba.2018.01.031
https://doi.org/10.1208/aapsj0903042
https://doi.org/10.4155/Bio.09.91
https://doi.org/10.4155/Bio.09.91
https://doi.org/10.5588/ijtld.14.0838
https://doi.org/10.1183/13993003.01208-2016
https://doi.org/10.1183/13993003.01208-2016
https://doi.org/10.4046/trd.2015.78.2.78
https://doi.org/10.4046/trd.2015.78.2.78

	Development and validation of a simple LC-MS/MS method for simultaneous determination of moxifloxacin, levofloxacin, prothionamide, pyrazinamide and ethambutol in human plasma
	1 Introduction
	2 Materials and methods
	2.1 Chemicals and reagents
	2.2 Standard solutions
	2.3 Sample preparation
	2.4 LC-MS/MS conditions
	2.5 Validation of the assay
	2.6 Measurement of clinical samples

	3 Results
	3.1 Method development
	3.2 Method validation
	3.2.1 Selectivity and carryover
	3.2.2 Linearity, accuracy and precision
	3.2.3 Matrix effect and recovery
	3.2.4 Stability

	3.3 Clinical measurement

	4 Discussion
	5 Conclusion
	Funding
	CRediT authorship contribution statement
	Declaration of Competing Interest
	Acknowledgements
	Appendix A Supplementary material
	References




