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Manipulation of the Gut 
Microbiome Alters Acetaminophen 
Biodisposition in Mice
Michael A. Malfatti1*, edward A. Kuhn1, Deepa K. Murugesh1, Melanie e. Mendez1,2, 
nicholas Hum1,2, James B. thissen1, crystal J. Jaing1 & Gabriela G. Loots1,2

the gut microbiota is a vast and diverse microbial community that has co-evolved with its host to 
perform a variety of essential functions involved in the utilization of nutrients and the processing 
of xenobiotics. Shifts in the composition of gut microbiota can disturb the balance of organisms 
which can influence the biodisposition of orally administered drugs. To determine how changes in 
the gut microbiome can alter drug disposition, the pharmacokinetics (pK), and biodistribution of 
acetaminophen were assessed in C57Bl/6 mice after treatment with the antibiotics ciprofloxacin, 
amoxicillin, or a cocktail of ampicillin/neomycin. Altered PK, and excretion profiles of acetaminophen 
were observed in antibiotic exposed animals. plasma cmax was significantly decreased in antibiotic 
treated animals suggesting decreased bioavailability. Urinary metabolite profiles revealed decreases 
in acetaminophen-sulfate metabolite levels in both the amoxicillin and ampicillin/neomycin treated 
animals. the ratio between urinary and fecal excretion was also altered in antibiotic treated animals. 
Analysis of gut microbe composition revealed that changes in microbe content in antibiotic treated 
animals was associated with changes in acetaminophen biodisposition. these results suggest that 
exposure to amoxicillin or ampicillin/neomycin can alter the biodisposition of acetaminophen and that 
these alterations could be due to changes in gut microbiome composition.

The effectiveness of drug treatments can vary wildly between individuals which can lead to decreased efficacy 
or increased adverse reactions. Much of the variation can be contributed to genetics, but environmental factors 
such as nutritional status, disease state, and gut bacterial composition can also profoundly influence the meta-
bolic phenotype1. In recent years, the contribution of the gut microbiome on drug processing has been at the 
forefront of many studies investigating variations in drug response by the host. The gut microbiota is a vast and 
diverse microbial community residing in the human body that has co-evolved with its host to perform a variety 
of essential functions through a network of metabolism and signaling processes involved in the utilization of 
nutrients and the processing of xenobiotics2. Disruption of the microbiota whether induced by dietary changes, 
antibiotic administration or invasive pathogens can disturb the balance of the microbiota and alter metabolic 
networks. Such perturbations can affect the biodisposition of certain drugs, which can ultimately lead to adverse 
drug reactions. There are many diverse mechanisms the gut microbiome can use to alter the disposition, efficacy, 
and toxicity of drugs and xenobiotics3. These can include the expression of enzymes that can activate or inacti-
vate drugs, the direct binding of drugs to a bacterial organism, the reactivation of drugs by microbial expressed 
enzymes and the direct competition between the host and microbes for host metabolizing enzymes. For example, 
an association between pre-dose, gut derived urinary metabolites and response to the commonly used analge-
sic acetaminophen has been reported1. Higher levels of predose urinary p-cresol sulphate predicted a reduc-
tion in the acetaminophen-sulphate: acetaminophen-glucuronide ratio post dose, indicating that gut derived 
microbial metabolites may increase acetaminophen toxicity by competing for the host enzyme sulfotransferase 
1A1. Additionally, studies have shown that microbial derived reductive metabolism of digoxin can alter drug 
bioavailability leading to increased potentiation of the drug resulting in increased toxicity4–6. Although many 
studies have shown a relationship between gut microbiome composition and drug disposition, uncertainty still 
exists as to the specific interactions distinct microbial population might have on influencing drug biodisposition. 
Studies in germ-free and antibiotic treated rodents have shown that these conditions can affect the metabolic 
processing of acetaminophen. Germ-free mice have shown to have a greater sulfation capacity for acetaminophen 
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conjugation7, while antibiotic treated rats have shown to have a diminished capacity to sulfate acetaminophen8,9. 
These conflicting results, and the lack of microbial characterization in these studies makes it difficult to ascertain 
the specific role the gut biome plays in acetaminophen metabolism. Microbes may also affect the rate at which 
drugs are absorbed from the gut. When orally administered probitics were given to mice the gut microbiome 
was altered, which caused changes in the pharmacokinetics of orally administered acetaminophen. Treatment 
with Lactobacillus reuteri caused a reduction of the acetaminophen area under the curve whereas treatment with 
Lactobacillus rhamnosus did not, indicating that gut microbial composition may affect the absorption of orally 
administered drugs10.

The current study lends further understanding to the contribution of the gut microbiota on acetaminophen 
biodisposition by investigating how specific changes in microbial composition can alter the metabolism and 
biodistribution of acetaminophen in C57Bl/6 mice. Treatment with the antibiotics ciprofloxacin, amoxicillin, or 
a cocktail of ampicillin/neomycin induced differential changes in gut microbe composition determined by the 
Lawrence Livermore Microbial Detection Array (LLMDA) and 16S rRNA sequencing. These particular antibi-
otics were chosen due to their broad-spectrum characteristics and different mechanisms of action which allow 
them to act on different bacterial phyla. Their relatively slow absorption rate allows for longer residence time 
in the gut after oral administration and have been shown to be affective at disrupting the gut microbiota11–15. 
Following exposure to carbon-14 labeled acetaminophen (14C-acetaminophen), altered plasma pharmacokinetics 
(PK), drug metabolism, and excretion profiles were observed in animals treated with antibiotics. The extent of 
observed changes in acetaminophen biodisposition were correlated with the changes in microbiome composition 
due to individual antibiotic treatments. The results suggest that disruption of specific gut bacterial composition 
can differentially alter the bioavailability of acetaminophen and that these alterations could potentially affect drug 
efficacy.

Results
plasma concentration of acetaminophen. The plasma concentration of acetaminophen was obtained 
after administration of a single 100 mg/kg oral dose of 14C-acetaminophen, following either a 10-day exposure to 
antibiotics through drinking water or control water without antibiotic. Mean plasma concentrations of acetami-
nophen (based on total radioactivity) over time are illustrated in Fig. 1. The mean pharmacokinetic parameters 
are presented in Table 1. The plasma concentration time curves for all exposure groups were similar with the Tmax 
occurring at the first measured time point of 0.25 h. There was a statistically significant (p < 0.05) decrease in 
the Cmax of acetaminophen in the amoxicillin and ampicillin/neomycin treated groups compared to the control 
antibiotic-free group. The mean acetaminophen Cmax for animals receiving amoxicillin or ampicillin/neomycin 
was 80.9 µg/ml plasma and 62.8 mg/ml plasma, respectively, whereas the Cmax for the control group was higher at 

Figure 1. Plasma concentration time profiles of acetaminophen. Plasma concentration time profiles of a 
single oral dose acetaminophen (100 mg/kg) following a 10-day oral exposure to antibiotics in male C57Bl/6 
mice. Control (•), ciprofloxacin (♦), amoxicillin (▲), ampicillin/neomycin (■). Data is expressed as the mean 
(n = 4) ± SE. *p < 0.05.

Treatment Cmax (µg/mL) Tmax (hr) T1/2 (hr) AUC (µg•hr/mL)

control 105.6 0.25 0.46 55.3

ciprofloxacin 98.6 0.25 0.48 49.9

amoxicillin 80.9* 0.25 0.48 45.8

ampicillin/neomycin 62.8* 0.25 0.66 43.9

Table 1. Pharmacokinetic parameters of acetaminophen from a single oral administration of 100 mg/kg 
14C-acetaminophen following exposure to antibiotics in C57Bl/6 mice. *Significantly different from controls. 
(p < 0.05).
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105.6 µg/ml plasma. These reductions in Cmax suggest reduced bioavailability in the amoxicillin and ampicillin/ 
neomycin treated groups compared to controls. There was no observed significant difference in Cmax in the cip-
rofloxacin treated group compared to controls. The mean half-life (T1/2) for the ampicillin/neomycin exposed 
animals was 0.66 hr which was 1.4X longer compared to the control animals (0.46 hr). There was no change in the 
T1/2 from the amoxicillin or ciprofloxacin treated groups (Table 1).

tissue distribution of acetaminophen. 14C-Acetaminophen was detected in all tissues examined from all 
treatment groups with the stomach having the highest levels averaging between 0.4–1.3 nmol/mg tissue, followed 
by the kidney, intestine, and liver. In the amoxicillin and ampicillin/neomycin treated animals, higher levels of 
acetaminophen were measured in the stomach and intestine compared to controls, although these observations 
were not statistically significant (Fig. S1).

Acetaminophen metabolism. Chromatographic analysis of the urine samples revealed 2 major radio-
active peaks accounting for approximately 90% of the detected radiolabel. In the control animals, the first peak 
eluting at 5 minutes accounted for 10.84% of the radiolabel and corresponded to an acetaminophen-sulfate 
conjugate; a peak eluding at 20 minutes accounted for 78.87% of the radiolabel and was identified as the 
acetaminophen-glucuronide conjugate (Table 2). Metabolite identification was based on susceptibility to sulfatase 
and β-glucuronidase. All other metabolites were relatively minor and were not characterized. In both the amox-
icillin and the ampicillin/neomycin treated animals, the sulfate metabolite was decreased to 7.49% and 2.71% 
of the recovered radioactivity respectively, relative to controls, with the ampicillin/neomycin samples having a 
statistically significant decrease (p ≤ 0.05) relative to controls. (Table 2). There was also a concomitant increase in 
the glucuronide metabolite. Interestingly, in the ciprofloxacin treated samples the opposite trend was observed, 
with the sulfate metabolite increasing in concentration to 15.11% and the glucuronide metabolite decreasing to 
67.52%. These changes were reflected in the sulfate-to glucuronide ratios (Table 2). In the control samples the 
sulfate-to-glucuronide ratio was 0.14, whereas for the amoxicillin and ampicillin/neomycin treated samples it 
was 0.09, and 0.03, respectively, and for the ciprofloxacin treated samples it was 0.22. Fecal metabolites were not 
analyzed since urinary excretion is the major route of elimination for acetaminophen16.

Recovery of urinary and fecal radioactivity. Clearance of acetaminophen occurred primarily through 
the renal elimination route with the majority of the recovered radiolabel being excreted in the urine. In control 
and ciprofloxacin treated animals over 93% of the radiolabel was excreted in urine with less than 7% in the feces 
(Table 3). However, in amoxicillin and ampicillin/neomycin treated animals the amount excreted in the urine was 
reduced to 87.5% and 87.4%, respectively, with concomitant increases in the amount recovered in the feces. The 
greatest change in the urine to feces excretion ratio was from the ampicillin/neomycin treated animals followed by 
the amoxicillin treated group. This trend is similar to the observations reported in the plasma showing the great-
est change in plasma Cmax occurring in the ampicillin/neomycin group followed by amoxicillin treated animals 
compared to the control and ciprofloxacin treated groups.

Microbial characterization. A qualitative representation of the microbial species detected in fecal samples 
derived from each treatment group by LLMDA are shown in Table 4. The analysis revealed significant decreases in 
microbial diversity in both the amoxicillin and ampicillin/neomycin treated groups compared to the no antibiotic 
group. In the control group Firmicutes Actinobacteria, Bacteroidetes and Proteobacteria were the dominant phyla. 
In the amoxicillin treated group only Proteobacteria and a Trypanosomatidae were detected. Four Proteobacterial 
families not detected in the control group were observed in the amoxicillin treated group. These included the 
gram negative, Alcaligenaceae, Burkholderiaceae, Piscirickettsiaceae, and Succinivibrionaceae families. In the ampi-
cillin/neomycin treated group, no microbes were detected above the threshold limit set for the assay. Treatment 
with ciprofloxacin had the least effect on microbial diversity with 14 microbial families detected; 11 overlapping 

Treatment group Sulfate Glucuronide Sulfate/Glucuronide

Control 10.84 ± 2.85 78.87 ± 2.99 0.14

Ciprofloxacin 15.11 ± 2.51 67.52 ± 5.19* 0.22*

Amoxicillin 7.49 ± 1.34 79.91 ± 1.39 0.09

Ampicillin/neomycin 2.71 ± 0.26* 87.54 ± 1.27* 0.03*

Table 2. Acetaminophen metabolites recovered in mouse urine after a single oral administration of 100 mg/kg 
14C-acetaminophen following exposure to antibiotics in C57Bl/6 mice. Data is expressed as the mean percent 
recovered radioactivity (n = 4 ± SD). *Significantly different from controls. (p < 0.05).

excretion route control Ciprofloxacin Amoxicillin Ampicillin/neomycin

urine 93.3 ± 1.4 95.7 ± 1.3 87.5 ± 5.1 87.4 ± 1.0*

feces 6.7 ± 1.4 4.3 ± 1.3 12.5 ± 5.1 12.6 ± 1.0*

Table 3. Urinary and fecal excretion of total radioactivity over 24 hr. Expressed as percent of recovered 14C 
radiolabel. Data are expressed as the percent of recovered 14 C radiolabel ± SD from 4 mice per treatment 
group. *Change in urine and fecal recovery of radioactivity statistically different from control. (p < 0.05).
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with controls, and 3 not seen in the control group (Table 4). 16S rRNA sequencing of the isolated fecal DNA 
revealed similar compositional makeup of phyla between the controls, the ciprofloxacin treated groups, and the 
ampicillin//neomycin treated group with Proteobacteria being the dominant phyla followed by Firmicutes and 
Actinobacteria (Fig. 2A). A significant decrease in bacterial diversity was observed in the amoxicillin treated 
group with 100% of the operational taxonomic units (OTUs) mapping to Proteobacteria. This decrease in diver-
sity was accompanied by an increase in the total number of Proteobacteria OTUs compared to controls. OTUs 
are defined as sequence reads clustered into bins based on a similarity threshold of 97%. When total OTUs are 
considered, there was a 47.2% and 98.4% reduction in total OTUs in the ciprofloxacin and ampicillin/neomycin  
treated groups, respectively (Fig. 2B). In the amoxicillin group a 204.3% increase in total OTUs was observed.

Discussion
The effects the gut microbiome has on human health are well documented17. In addition to their ability to per-
form numerous important biochemical functions for the host, they are also capable of performing a range of 
biotransformations on xenobiotics, such as drugs and their metabolites in ways that can affect absorption and 
bioavailability. The current study investigated how manipulation of the gut microbiome through treatment with 
antibiotics can alter the biodisposition of the analgesic acetaminophen. This in the first study to show how spe-
cific changes in gut microbiome diversity and abundance, using microarray and 16SrRNA sequencing, can affect 
acetaminophen biodisposition. Results show that exposure to amoxicillin or a cocktail of ampicillin and neomy-
cin daily for 10 days prior to an oral exposure to acetaminophen caused a decrease in the plasma concentration of 
acetaminophen. This was evidenced by a significant decrease in the plasma Cmax. A small non-statistically signif-
icant decrease in AUC0−t was also observed. This lack of change in AUC is not uncommon for altered absorption 
kinetics for acetaminophen18. These changes reflect a decrease in whole body exposure and bioavailability of the 
drug resulting in the possibility of reduced efficacy. These observations are in contrast to a previous study that 
reported an increase in both plasma Cmax and AUC in pseudo germ-free rats orally exposed to a 200 mg/kg dose 
of acetaminophen compared to control conventional animals8. The pseudo germ-free status was obtained by 
orally administering an antibiotic cocktail consisting of bacitracin, streptomycin and neomycin twice daily for 5 
days. The differences in Cmax and AUC between the studies could be attributed to differences in acetaminophen 

Phyla Family
10-day 
water only

10-day Cipro 
125 mg/L

10-day amox 
950 mg/L

10-day amp/
neo 1.0 g/L

Actinobacteria

Bifidobacteriaceae x

Coriobacteriaceae x

Intrasporangiaceae x x

Pseudonocardiaceae x

Bacteroidetes

Marinilabiliaceae x

Prevotellaceae x x

Rikenellaceae x

Euglenozoa Trypanosomatidae x

Firmicutes

Carnobacteriaceae x

Clostridiaceae x x

Clostridiales x x

Erysipelotrichaceae x x

Eubacteriaceae x x

Lachnospiraceae x x

Lactobacillaceae x x

Peptococcaceae x x

Ruminococcaceae x

Proteobacteria

Alcaligenaceae x

Burkholderiaceae x

Burkholderiales x

Desulfohalobiaceae x x

Gammaproteobacteria x x x

Legionellaceae x

Neisseriaceae x

Piscirickettsiaceae x

Succinivibrionaceae x

Spirochetes Spirochaetaceae x

Synergistetes Synergistaceae x

Tenericutes Mycoplasmataceae x

Verrucomicrobia Verrucomicrobiaceae x x

Table 4. Microorganisms detected by LLMDA from microbial DNA isolated from mouse fecal samples.
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dose administered, the difference in antibiotic exposure time, or the distinctive changes in the microbial compo-
sition of the gut, specific to the different antibiotic treatments, or to the antibiotics themselves.

Studies have shown that the rate of drug absorption from the gut into the systemic circulation can be influ-
enced by the diversity and abundance of gut microbes. Matuskova et al. has reported that the oral administration 
of E.coli strain Nissle 1917 to rats increased the absorption of the drug amiodarone from the gastrointestinal 
tract19. It has also been reported that several bacterial membrane proteins found in gut microbes can function as 
drug transporters facilitating transport of drugs across the gastrointestinal tract20. Therefore, it can be inferred 
that the absence of these bacteria and bacterial transporters from the gut biome can decrease the absorption of 
drugs into the circulation. Most studies have shown, however, that absorption of acetaminophen into the systemic 
circulation occurs primarily through passive diffusion and that the greatest amount of absorption occurs in the 
proximal portion of the small intestine with very little being absorbed from the stomach. Thus, the rate limiting 
step in acetaminophen absorption is gastric emptying (reviewed 18). The higher levels (although not statistically 
significant) of acetaminophen in the stomach from the amoxicillin and ampicillin/neomycin treated animals 
compared to controls suggests that treatment with these antibiotics can possibly slow gastric emptying time lim-
iting absorption into the systemic circulation. The decrease in the elimination rate constant (kel) for the stomach 
from the antibiotic treated animals re-enforces this concept. The elimination rate constant was determined by 
obtaining the slope from the linear regression derived from the semi-log plot of the concentration vs time data. 
The slope of the line is equal to −kel. It would also be expected that a slower gastric emptying time would delay 
the plasma Tmax. This, however, was not observed in the current study. Although, the mean plasma T1/2 for the 
ampicillin/neomycin treated animals was 1.4x longer compared to the control animals. The lack of change in Tmax 
could be attributed to the observed higher levels of acetaminophen in the stomach, after antibiotic treatment, not 
being significant enough to change the Tmax to any great extent. Furthermore, since the plasma sampling interval 
was 15 min (15–30 min) it is possible that a small delay in Tmax would not have been captured with the current 
sampling interval. Therefore, to consider these factors, the decrease in bioavailability, due to alterations in the 
gut microbiome from antibiotic treatment may not be due to a decrease in absorption per se but to a decrease in 
gastric emptying, therefore, limiting the amount of drug entering the systemic circulation.

Antibiotic treatment also affected acetaminophen metabolism, as shown by the decrease in the 
acetaminophen-sulfate conjugate in the urine of amoxicillin and ampicillin/neomycin treated ani-
mals. Similar results were reported in previous studies showing a decrease in the ratio of the AUC of the 

Figure 2. 16S rRNA sequencing analysis of isolated fecal DNA. 16S rRNA sequencing analysis of fecal DNA 
following a 10-day oral exposure to ciprofloxacin, amoxicillin, or ampicillin/neomycin antibiotics in male 
C57Bl/6 mice. (A) relative abundance of all detected phyla in each treatment group. Data is expressed as percent 
of total OTUs. (B) Total number of OTUs per detected phyla in each treatment group.
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acetaminophen-sulfate conjugate in the plasma of rats orally administered bacitracin, streptomycin and neo-
mycin prior to an oral acetaminophen exposure8, and in rats treated with a cocktail of chloramphenicol, nys-
tatin, streptomycin, erythromycin and penicillin followed by acetaminophen exposure, a 15% decrease in the 
acetaminophen sulfate conjugate was observed compared to controls9. Conversely, studies in germ-free mice 
have reported increases in the sulfate conjugate in the urine of acetaminophen treated mice compared to con-
ventional controls7. These differential effects could have resulted from many factors including variation in the 
expression of metabolizing enzymes in the host animal and/or competitive inhibition of enzyme capacity by 
microbial-derived compounds in animals with a full complement of intestinal bacteria. Changes in drug metab-
olizing capabilities in both the gut and liver, due to differential expression of bacterial populations, have been 
reported21. Results obtained from comparing liver preparations from germ-free and conventional rats revealed 
differences in the expression of cytochrome P450s capable of bioactivating mutagenic heterocyclic amines22. 
Some of these same cytochrome P450s are involved in the metabolism of acetaminophen23. Although the pos-
sibility of bacteria contributing to acetaminophen metabolism cannot be dismissed10, there is no evidence that 
acetaminophen itself is metabolized to any great extent by the gut microbiota21,24. One study did show that the 
administration of the probiotic Lactobacillus reuteri to mice caused a degradation of acetaminophen when 
incubated with a mouse fecal suspension. This degradation was attributed to the probiotics affecting the rate of 
absorption of acetaminophen by altering the composition of the gut microbiota10. No evidence was presented to 
support the direct metabolism of acetaminophen by the gut microbiota.

Another factor to consider is the hydrolysis of the conjugated metabolites by microbial enzymes affecting 
urinary metabolite levels. A major effect of these enzymes is the hydrolysis of biliary-excreted conjugated metab-
olites (such as glycine, glucuronide and sulfate conjugates) and the re-establishment of the aglycone which ena-
bles reabsorption of the drug via enterohepatic recirculation21. It has been established that β-glucuronidases 
can deconjugate the acetaminophen-glucuronide allowing for reabsorption of the parent drug, at which point, 
it can be further metabolized and re-conjugated as the sulfate and/or glucuronide conjugate. β-Glucuronidases 
are widely distributed across many gut bacterial species including members of the Proteobacteria, Firmicute, 
and Actinobacteria phyla25 providing for efficient deconjugation of acetaminophen-glucuronide in animals 
with a normal population of gut bacteria. Therefore, of consideration in the current study, the decrease in the 
acetaminophen-sulfate metabolite in the urine of the amoxicillin and ampicillin/neomycin treated animals could 
be due to a lack of bacterial glucuronidase activity due to decreased bacterial populations, as well as increased 
biliary excretion. Therefore, the amount of reabsorption of the parent acetaminophen would be limited, con-
sequently diminishing the potential of further sulfate conjugation as evidenced by the decrease in urinary 
acetaminophen-sulfate metabolite in the antibiotic treated animals. A decrease in acetaminophen sulfate was 
also observed in rats pre-treated with an antibiotic cocktail of chloramphenicol, nystatin, streptomycin, eryth-
romycin and penicillin9. In the control animals it would be expected that reabsorption of acetaminophen would 
be increased, evidenced by an increase in the plasma concentration at later time points. This, however, was not 
observed when plasma was monitored out to 24 hr (data not shown). There was no detectable 14C in any of the 
plasma samples post 2 hr after dosing.

A leading question with the current results is: are the observed effects on acetaminophen biodisposition due 
to the exposure to antibiotics or to the changes in gut biome composition as a consequence of antibiotic expo-
sure? The LLMDA results together with the 16S rRNA analysis showed a differential response to the different 
antibiotic treatments and the differential response observed in acetaminophen plasma concentration and urinary 
metabolism profiles from the 3 antibiotic treatment groups suggests that the effects are due to changes in bacterial 
composition and not to antibiotic exposure. The LLMDA assay allowed for a survey of fecal bacteria diversity and 
16S rRNA sequencing provided the relative abundance of each phyla present in the gut biome before and after 
antibiotic treatment.

The microbial diversity was relatively unchanged between the control and ciprofloxacin treated groups with 
Proteobacteria and Firmicutes constituting of the largest proportions of bacteria, whereas in the amoxicillin 
treated groups, the diversity was significantly reduced with Proteobacteria dominating post treatment. Overall 
bacterial abundance, measured as the total number of OTUs, was affected by antibiotic treatment with the cip-
rofloxacin treated group showing a slight decrease in abundance and the ampicillin/neomycin group having the 
greatest effect, depleting nearly all of the detectable phyla. The ciprofloxacin finding is to be expected due to 
its limited effect against anerobic bacteria26. These results corresponded with the results showing ciprofloxacin 
treatment having no observable effect on acetaminophen plasma concentrations or metabolism and ampicil-
lin/neomycin treatment having the greatest effect. Interestingly, in the amoxicillin group the total number of 
Proteobacteria OTUs actually increased compared to controls suggesting that the reduction in bacterial diver-
sity stimulated the growth of opportunistic Proteobacteria presumably due to less competition for resources. 
An increase in Proteobacteria OTUs was also reported in a similar study in rats treated with amoxicillin. 16S 
rRNA sequencing revealed a significant decrease in bacterial diversity coupled with an with an increase in 
Protobacteria density and a reduction in Firmicutes compared to untreated controls27. Additionally, in a study 
investigating the effect of antibiotics on the human gut microbiome, sequence analysis from humans treated with 
amoxicillin-clavulanate showed significantly decreased microbial diversity while increasing the microbial load of 
gram negative bacteria by 2-fold28.

These results reinforce the concept that the composition of the gut microbiome is an essential consideration 
in determining the metabolic response of the host to xenobiotics. Manipulation of the gut microbiome can have 
consequences for drug disposition. Therefore, for optimal drug efficacy, one’s microbial composition should be 
considered when determining the response to pharmacological therapies.
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Materials and Methods
chemicals. 14C-acetamenophen (specific activity, 80 mCi/mmol) was purchased from American Radiolabeled 
Chemicals, Inc. (St Louis, MO). Radio-chemical purity was assessed by HPLC and determined to be >98% pure. 
Unlabeled acetaminophen, ciprofloxacin, ampicillin, and neomycin were purchased from Sigma –Aldrich (St. 
Louis, MO). Amoxicillin was obtained from Virbac AH Inc. (Fort Worth, TX).

Animal study design. Animal experiments were conducted at the Lawrence Livermore National Laboratory 
(LLNL) AAALAC accredited animal care facility. The animal study protocol was reviewed and approved by the 
LLNL Institutional Animal Care and Use Committee (IACUC) prior to the initiation of the study. All exper-
iments were performed in accordance with relevant guidelines and regulations set forth by the Guide for the 
Care and Use of Laboratory Animals (Eighth Ed. 2011). Male C57Bl/6 mice weighing 25–30 g were obtained 
from The Jackson Laboratory (Bar Harbor, Me). Mice were housed in groups of four in polystyrene cages con-
taining corncob bedding and kept on a 12 h light/dark cycle in a ventilated room maintained at 24 °C. Food and 
water were provided ad libitum. Mice were randomly divided into 4 treatment groups according to Table S1. 
Each mouse was exposed to either ciprofloxacin (125 mg/L)13, amoxicillin (950 mg/L)14 or an ampicillin/neo-
mycin cocktail (1 g/L:0.5 g/L)15 in their drinking water for 10 days, or sterile tap water as a control. Antibiotic 
solutions were renewed every 3rd day. On day 10 mice were treated with a single oral gavage dose of 100 mg/
kg 14C-acetaminophen (specific activity, 0.37 µCi/mmol). Following 14C-acetaminophen administration animals 
were euthanized by CO2 asphyxiation at the time points designated in Table S1, and blood and tissues collected. 
Within one hour of collection the plasma was separated from the whole blood by centrifugation (8,000 × g for 
2 min). The volume of plasma obtained was recorded and the samples were stored at −80 °C until analysis by 
accelerator mass spectrometry (AMS). Tissues (liver, kidney, stomach, intestine) were excised from the carcass, 
rinsed in PBS and subsequently placed in clean 20 ml volume glass vials and stored at −20 °C until analysis by 
liquid scintillation counting (Packard, Perkin Elmer, Waltham, MA). Fecal pellets were collected before antibiotic 
exposure and prior to acetaminophen dosing for isolation of bacterial DNA present in the pellets to determine 
gut microbe composition, before and after antibiotic treatment. A subset of animals was placed in metabolism 
cages and urine and feces were collected for 24 h after 14C-acetaminophen administration for metabolite analysis.

plasma concentration over time. The concentration of acetaminophen in plasma was determined by 
quantifying the amount of 14C equivalents in plasma, using AMS, at time points up to and including 2 h and 
constructing concentration vs. time curves29. A two-stage approach was used to independently fit the plasma con-
centration data from each mouse, and then determine the means ± standard errors. The maximal concentration 
observed in plasma (Cmax) was determined from the concentration-versus-time data. The area under the curve 
(AUC) was calculated for the intervals from time zero to time t (AUC0−t), where t is the time of the last measured 
concentration, using the linear trapezoidal method.

tissue distribution of acetaminophen. The concentration of acetaminophen in tissue was assessed by 
quantifying the levels of C-14 in each collected tissue after tissue homogenization and digestion, with subsequent 
analysis by liquid scintillation counting (LSC). A 100–200 mg portion of each tissue was rinsed with phosphate 
buffered saline until no radioactivity could be detected in the wash buffer. Tissues were subsequently solubilized 
by adding 1–2 ml of Soluene-350 tissue solubilizer (PerkinElmer Inc., Waltham, MA) and incubated in a 60 ° C 
water bath with occasional vortexing for 1–4 hr, to ensure complete solvation of the tissue. After incubation the 
samples were allowed to cool to room temperature and then 0.2 ml of 30% hydrogen peroxide was added in 
two 0.1 ml aliquots with swirling between additions. Samples were then heated at 60 ° C for 1 hr to complete 
the decolorization process. For analysis of feces, approximately 100 mg of fecal material was added to 1.0 mL 
sodium hypochlorite. The samples were vortexed mixed and then incubated in a water bath at 60 ° C for 1 hr with 
occasional vortexing. After the 1 hr incubation an additional 1.0 ml of sodium hypochlorite was added and the 
samples were incubated an additional 1–2 hr until complete digestion. All samples were allowed to cool to room 
temperature. Finally, 10 mL of Hionic-Fluor scintillation cocktail (PerkinElmer Inc., Waltham, MA) was added to 
each sample and placed in the dark for 24 hr prior to counting by LSC. (PerkinElmer, Packard).

Acetaminophen metabolism. To assess the extent of acetaminophen metabolism, urine was collected over 
24 h post exposure of the 14C-acetaminophen dose and immediately frozen at −20 °C. Prior to HPLC analysis, 
each urine sample was thawed, and a 0.1–0.5 mL aliquot from each fraction was analyzed by liquid scintillation 
counting to determine the total 14-carbon content. Each sample was then analyzed by reversed-phase HPLC 
for acetaminophen and acetaminophen metabolites. After centrifugation of approximately 150 µL of each urine 
sample at 10,000 RPM for 5 min, 100 µl of the supernatant was directly injected into an Alliance HPLC sys-
tem (Waters, Milford, MA) equipped with a 4 μm, 4.6 × 250 mm Synergi Max-RP 80 A column (Phenomenex, 
Torrance, CA), and monitored at 248 nm. Metabolites were eluted at 1.0 ml/min using a solvent of 88% 0.1 M 
KH2PO4 containing 0.75% glacial acetic acid and 12% methanol. The column eluent was collected at 1 min inter-
vals, and radioactivity was quantified by liquid scintillation counting.

Acetaminophen glucuronide and sulfate conjugates were determined based on their susceptibility to 
β-glucuronidase and sulfatase, respectively30.

Microbial detection array. Microbial diversity in the collected fecal samples was assessed using the 
Lawrence Livermore Microbial Detection Array (LLMDA). The LLMDA is the most comprehensive microor-
ganism detection platform built to date and the first high throughput microarray that contains DNA probes 
capable of whole genome resolution for identifying all sequenced microbes31. This array can detect any sequenced 
viruses or bacteria within 24 h. It has been used to detect a wide range of both bacteria and viruses32,33 and has 
been validated to probe for all known microbiological agents for which whole genomes are available. Proof of 
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concept has been demonstrated by the application of microarrays for use in clinical medicine, food safety testing, 
environmental monitoring, and for biodefense34–40. Fecal samples were collected from individually housed anti-
biotic treated and control mice and stored at −20 °C until DNA extraction. For extraction of DNA, 0.25 g of fecal 
material from each sample was extracted using the QIAmp PowerFecal DNA kit (Qiagen, #12830–50) following 
standard manufacturer procedures. DNA samples were resuspended in Buffer C6 and quantitated using the Qubit 
fluorometer (ThermoFisher Scientific). LLMDA processing utilized the version (v7 4 × 180 K) of the LLMDA 
manufactured by Agilent Technologies and contains probes designed to detect the following number of microbial 
species: 3,856 viruses, 3,855 bacteria, 254 archaebacteria, 100 fungi, and 36 protozoa41. Following DNA extrac-
tion, 750 ng of each sample was fluorescently labeled using Cy3 5′ labeled random nonamer primers as described 
previously33,41–43. After labeling, the samples were loaded onto the LLMDA and hybridized at 65 °C for 40 hours in 
a rotating oven. At the end of 40 hours, the microarrays were washed using standard manufacturer procedures 
with CGH wash buffers (Agilent, #5188–5226). Microarrays were scanned utilizing a Roche MS200 microarray 
scanner at a resolution of 2 µm. The intensity of each feature on the array was calculated and extracted using the 
Feature Extraction Software (Agilent). The extracted data was then analyzed using the CLiMax method in which 
the log likelihood of each of the potential microbial targets is estimated from the BLAST similarity scores of the 
array feature and target sequences, together with the feature sequence complexity and other covariates derived 
from the BLAST results, as described previously31.

16S rRNA sequence analysis. To determine microbial relative abundance in the collected fecal 
samples 16S rRNA sequencing was utilized44–47. DNA was extracted from fecal samples as described 
above. The resulting DNA was suspended in TE buffer. 16S rRNA gene sequences, corresponding to the 
hypervariable V3-V4 region were generated from each isolated DNA in separate PCR-reactions using 
the Illumina MiSeq sequencing platform (Illumina, San Diego, CA). Primers used were adapted from 
Klindworth et al.48 with Illumina adapter overhang sequences added to the gene-specific sequence: V3F: 
5 ′-F:TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTACGGGNGGCWGCAG-3 ′ ;V4R: 
5′-GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGACTACHVGGGTATCTAATCC-3′. Dual index  
codes were added to each sample using Nextera XT index kit v2 Set B (Illumina) prior to sequencing. 
Metagenomic analysis of amplified regions were performed using MiSeq reporter (Illumina) to classify bacterial 
identities.

Statistics. All values are expressed as the mean of 4 replicates per treatment group ± the standard deviation. All 
comparisons were done using the Students t-test. Comparisons with p-values < 0.05 were considered statistically  
significant.

Data availability
The datasets generated during and/or analyzed during the current study are available from the corresponding 
author on reasonable request.

Received: 21 March 2019; Accepted: 19 February 2020;
Published: xx xx xxxx

References
 1. Clayton, T. A., Baker, D., Lindon, J. C., Everett, J. R. & Nicholson, J. K. Pharmacometabonomic identification of a significant host-

microbiome metabolic interaction affecting human drug metabolism. Proc. Natl. Acad. Sci. USA 106, 14728–14733 (2009).
 2. Zheng, X. et al. The footprints of gut microbial_mammalian co-metabolism. J. Proteome Res. 10, 5512–5522 (2011).
 3. Swanson, H. I. Drug metabolism by the host and gut Microbiota: A partnership or rivalry? Drug. Metab. Dispos. 43, 1499–1504 

(2015).
 4. Lindenbaum, J., Tse-Eng, D., Butler, V. P. Jr. & Rund, D. G. Urinary excretion of reduced metabolites of digoxin. Am. J. Med. 71, 

67–74 (1981).
 5. Dobkin, J. F., Saha, J. R., Butler, V. P. Jr., Neu, H. C. & Lindenbaum, J. Inactivation of digoxin by Eubacterium lentum, an anaerobe of 

the human gut flora. Trans. Assoc. Am. Physicians 95, 22–29 (1982).
 6. Mathan, V. I., Wiederman, J., Dobkin, J. F. & Lindenbaum, J. Geographic differences in digoxin inactivation, a metabolic activity of 

the human anaerobic gut flora. Gut. 30, 971–977 (1989).
 7. Possamai, L. A. et al. The role of intestinal microbiota in murine models of acetaminophen induced hepatotoxicity. Liver Int. 35, 

764–773 (2015).
 8. Lee, S. H., An, J. H., Lee, H. J. & Jung, B. H. Evaluation of pharmacokinetic differences of acetaminophen in pseudo germ-free rats. 

Biopharm. Drug. Dispos. 33, 292–303 (2012).
 9. Kim, D.-H. & Kobashi, K. The role of intestinal flora in the metabolism of phenolic sulfate esters. Biochemical Pharmacol. 35(20), 

3507–3510 (1986).
 10. Kim, J.-K. et al. Effect of Probiotics on Pharmacokinetics of Orally Administered Acetaminophen in Mice. Drug. Metab. Dispos. 

46(2), 122–130 (2018).
 11. Xu, C. et al. Antibiotics-induced gut microbiota dysbiosis promotes tumor initiation via affecting APC-Th1 development in mice. 

Biochem. Biophys. Res. Commun. 488(2), 418–424 (2017).
 12. Mikov, M., Caldwell, J., Dolphin, C. T. & Smith, R. L. The role of intestinal microflora in the formation of the methylthio adduct 

metabolites of paracetamol. Biochem. Pharmacol. 37, 1445–1449 (1988).
 13. Velders, G. A. et al. Reduced stem cell mobilization in mice receiving antibiotic modulation of the intestinal flora: involvement of 

endotoxins as cofactors in mobilization. Blood 103, 340–346 (2004).
 14. McIntyre, A. & Lipman, N. S. Amoxicillin–Clavulanic acid and trimethoprim–sulfamethoxazole in rodent feed and water: Effects of 

compounding on antibiotic stability. J. Am. Assoc. Lab. Anim. Sci. 46, 26–32 (2007).
 15. Carvajal-Aldaz, D. G. et al Simultaneous delivery of antibiotics neomycin andampicillin in drinking water inhibits fermentation of 

resistant starch in rats. Mol. Nutr. Food Res. 61, Epub 2016 Dec 22. (2017)
 16. Fischer, L. J., Green, M. D. & Harman, A. W. Studies on the fate of the glutathione and cysteine conjugates of acetaminophen in mice. 

Drug. Metab. Dispos. 13(2), 121–126 (1985).
 17. Kinross, J. M., Darzi, A. W. & Nicholson, J. K. Gut microbiome-host interactions in health and disease. Genome Med. 3, 14 (2011).

https://doi.org/10.1038/s41598-020-60982-8


9Scientific RepoRtS |         (2020) 10:4571  | https://doi.org/10.1038/s41598-020-60982-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

 18. Raffa, R. B., Pergolizzi, J. V. Jr., Taylor, R. Jr., Decker, J. F. & Patrick, J. T. Acetaminophen (paracetamol) oral absorption and clinical 
influences. Pain. Pract. 14, 668–677 (2014).

 19. Matuskova, Z. et al. Administration of a probiotic can change drug pharmacokinetics: Effect of E. coli Nissle 1917 on amidarone 
absorption in rats. Plos One 9, e87150 (2014).

 20. Stojančević, M., Bojić, G., Al Salami, H. & Miko, M. The influence of intestinal tract and probiotics on the fate of orally administered 
drugs. Curr. Issues Mol. Biol. 16, 55–68 (2014).

 21. Wilson, I. D. & Nicholson, J. K. Gut microbiome interactions with drug metabolism, efficacy, and toxicity. Transl. Res. 179, 204–222 
(2017).

 22. Rowland, I. R., Mallet, A. K., Cole, C. B. & Fuller, R. Mutagen activation by hepatic fractions from conventional, germ free and 
monoassociated rats. Arch. Toxicol. Suppl. 11, 261–263 (1987).

 23. Patten, C. J. et al. Cytochrome P450 enzymes involved in acetaminophen activation by rat and human liver microsomes and their 
kinetics. Chem. Res. Toxicol. 6, 511–518 (1993).

 24. Li, H., He, J. & Jia, W. The influence of gut microbiota on drug metabolism and toxicity. Expert. Opin. Drug. Metab. Toxicol. 12, 
31–40 (2016).

 25. Carmody, R. N. & Turnbaugh, P. J. Host-microbial interactions in the metabolism of therapeutic and diet-derived xenobiotics. J. 
Clin. Invest. 124, 4173–4181 (2014).

 26. Appelbaum, P. C. Quinolone activity against anaerobes. Drugs. 58(Suppl 2), 60–64 (1999).
 27. Khan, I. et al. Metagenomic Analysis of Antibiotic-Induced Changes in Gut Microbiota in a Pregnant Rat Model. Front. Pharmacol. 

7, 104 (2016).
 28. Panda, S. et al. Short-Term Effect of Antibiotics on Human Gut Microbiota. PLoS One 9(4), e95476 (2014).
 29. Malfatti, M. A., Lao, V., Ramos, C. L., Ong, V. S. & Turteltaub, K. W. Use of microdosing and accelerator mass spectrometry to 

evaluate the pharmacokinetic linearity of a novel tricyclic GyrB/ParE inhibitor in rats. Antimicrob. Agents Chemother. 58(11), 
6477–6483 (2014).

 30. Malfatti, M. A. et al. The identification of [2-14C]2-amino-1-methyl-6-phenylimidazo[4,5-b]pyridine (PhIP) metabolites in 
humans. Carcinogenesis 20, 705–713 (1999).

 31. Gardner, S. N. et al. A microbial detection array (MDA) for viral and bacterial detection. BMC Genomics 11(1), 668 (2010).
 32. Erlandsson, L., Rosenstierne, M. W., McLoughlin, K., Jaing, C. & Fomsgaard, A. The Microbial Detection Array Combined with 

Random Phi29-Amplification Used as a Diagnostic Tool for Virus Detection in Clinical Samples. PLoS One 6, e22631 (2011).
 33. Devault, A. M. et al. Ancient pathogen DNA in archaeological samples detected with a Microbial Detection Array. Sci. Rep. 4, 4245 

(2014).
 34. Barrette, R. W. et al. Discovery of swine as a host for the Reston ebolavirus. Sci. 32, 204–206 (2009).
 35. Jaing, C., Gardner, S., McLoughlin, K., Thissen, J. B. & Slezak, T. Detection of adventitious viruses from biologicals using a broad-

spectrum microbial detection array. PDA J. Pharm. Sci. Technol. 65, 668–674 (2011).
 36. McLoughlin, K. S. Microarrays for pathogen detection and analysis. Brief. Funct. Genomics 10, 342–353 (2011).
 37. Palacios, G. et al. Panmicrobial oligonucleotide array for diagnosis of infectious diseases. Emerg. Infect. Dis. 13, 73–81 (2007).
 38. Palka-Santini, M., Cleven, B. E., Eichinger, L., Krönke, M. & Krut, O. Large scale multiplex PCR improves pathogen detection by 

DNA microarrays. BMC Microbiol. 9, 1 (2009).
 39. Wang, D. et al. Microarray-based detection and genotyping of viral pathogens. Proc. Natl Acad. Sci. USA 99, 15687–15692 (2002).
 40. Wong, C. W. et al. Optimization and clinical validation of a pathogen detection microarray. Genome Biol. 8, R93 (2007).
 41. Jaing, C. J. et al. Application of a pathogen microarray for the analysis of viruses and bacteria in clinical diagnostic samples from 

pigs. J. Veterinary Diagnostic Investigation 27(3), 313–325 (2015).
 42. Rosenstierne, M. W. et al. The microbial detection array for detection of emerging viruses in clinical samples–a useful panmicrobial 

diagnostic tool. Plos One 9(6), e100813 (2014).
 43. Thissen, J. B. et al. Analysis of sensitivity and rapid hybridization of a multiplexed Microbial Detection Microarray. J. Virol. Methods 

201, 73–8 (2014).
 44. George, M. Weinstock Genomic approaches to studying the human microbiota. Nat. 489, 250–256 (2012).
 45. Dethlefsen, L., Huse, S., Sogin, M. L. & Relman, D. A. The pervasive effects of an antibiotic on the human gut microbiota, as revealed 

by deep 16S rRNA sequencing. Plos Biol. 6(11), e280, https://doi.org/10.1371/journal.pbio.0060280 (2008).
 46. Pollock, J., Glendinning, L., Wisedchanwet, T. & Watson, M. The Madness of Microbiome: Attempting to Find Consensus “Best 

Practice” for 16S Microbiome Studies Applied and Environmental Microbiology. 84 (2018).
 47. Maurice, C. F., Haiser, H. J. & Turnbaugh, P. J. Xenobiotics Shape the Physiology and Gene Expression of the Active Human Gut 

Microbiome. Cell 152, 39–50 (2013).
 48. Klindworth, A. et al. Evaluation of general 16S ribosomal RNA. gene PCR Prim. classical next-generation sequencing-based diversity 

studies. Nuckeic Acids Res. 41, e1 (2013).

Acknowledgements
This work was performed under the auspices of the U.S. DOE by LLNL under Contract DE-AC52-07NA27344 
and supported by LLNL-PLS-LDRD: 16-ERD-007, and the National Institute of Health General Medical Sciences 
[2P41GM103483-16].

Author contributions
M.A.M. designed and planned the experiments, wrote the main manuscript text and prepared all tables and 
figures with input from all authors. E.K. performed animal exposures, sample prep. and analysis. D.M. performed 
animal exposure and sample collection. M.E.M. performed sample prep and analysis. N.H. performed sample 
collection and DNA isolation and analysis. J.T. performed microarray analysis, C.J. supervised the microarray 
experiments. G.L. supervised the project. All authors provided critical feedback and helped shape the research, 
analysis and manuscript.

competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s41598-020-60982-8.
Correspondence and requests for materials should be addressed to M.A.M.
Reprints and permissions information is available at www.nature.com/reprints.

https://doi.org/10.1038/s41598-020-60982-8
https://doi.org/10.1371/journal.pbio.0060280
https://doi.org/10.1038/s41598-020-60982-8
http://www.nature.com/reprints


1 0Scientific RepoRtS |         (2020) 10:4571  | https://doi.org/10.1038/s41598-020-60982-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative 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 per-
mitted 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) 2020

https://doi.org/10.1038/s41598-020-60982-8
http://creativecommons.org/licenses/by/4.0/

	Manipulation of the Gut Microbiome Alters Acetaminophen Biodisposition in Mice
	Results
	Plasma concentration of acetaminophen. 
	Tissue distribution of acetaminophen. 
	Acetaminophen metabolism. 
	Recovery of urinary and fecal radioactivity. 
	Microbial characterization. 

	Discussion
	Materials and Methods
	Chemicals. 
	Animal study design. 
	Plasma concentration over time. 
	Tissue distribution of acetaminophen. 
	Acetaminophen metabolism. 
	Microbial detection array. 
	16S rRNA sequence analysis. 
	Statistics. 

	Acknowledgements
	Figure 1 Plasma concentration time profiles of acetaminophen.
	Figure 2 16S rRNA sequencing analysis of isolated fecal DNA.
	Table 1 Pharmacokinetic parameters of acetaminophen from a single oral administration of 100 mg/kg 14C-acetaminophen following exposure to antibiotics in C57Bl/6 mice.
	Table 2 Acetaminophen metabolites recovered in mouse urine after a single oral administration of 100 mg/kg 14C-acetaminophen following exposure to antibiotics in C57Bl/6 mice.
	Table 3 Urinary and fecal excretion of total radioactivity over 24 hr.
	Table 4 Microorganisms detected by LLMDA from microbial DNA isolated from mouse fecal samples.




