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Third generation cephalosporins 
and piperacillin/tazobactam have 
distinct impacts on the microbiota 
of critically ill patients
Hasinika K. A. H. Gamage1,9, Carola Venturini2,9, Sasha G. Tetu1, Masrura Kabir2,8, 
Vineet Nayyar3, Andrew N. Ginn2,4, Belinda Roychoudhry2, Lee Thomas2, Mitchell Brown4, 
Andrew Holmes5, Sally R. Partridge2, Ian Seppelt6,7, Ian T. Paulsen1* & Jonathan R. Iredell2* 

Effective implementation of antibiotic stewardship, especially in critical care, is limited by a lack of 
direct comparative investigations on how different antibiotics impact the microbiota and antibiotic 
resistance rates. We investigated the impact of two commonly used antibiotics, third-generation 
cephalosporins (3GC) and piperacillin/tazobactam (TZP) on the endotracheal, perineal and faecal 
microbiota of intensive care patients in Australia. Patients exposed to either 3GC, TZP, or no 
β-lactams (control group) were sampled over time and 16S rRNA amplicon sequencing was performed 
to examine microbiota diversity and composition. While neither treatment significantly affected 
diversity, numerous changes to microbiota composition were associated with each treatment. 
The shifts in microbiota composition associated with 3GC exposure differed from those observed 
with TZP, consistent with previous reports in animal models. This included a significant increase in 
Enterobacteriaceae and Enterococcaceae abundance in endotracheal and perineal microbiota for 
those administered 3GC compared to the control group. Culture-based analyses did not identify any 
significant changes in the prevalence of specific pathogenic or antibiotic-resistant bacteria. Exposure 
to clinical antibiotics has previously been linked to reduced microbiota diversity and increased 
antimicrobial resistance, but our results indicate that these effects may not be immediately apparent 
after short-term real-world exposures.

The human gut microbiota plays an integral role in host metabolic functions and immunity. Intensive care has 
been associated with substantial changes in the intestinal microbiota of patients, including reduced micro-
bial diversity, altered composition with a propensity for expansion of pathobionts such as Proteobacteria, and 
increased levels of antibiotic resistance1–3. However, the magnitude of these changes is not uniform among 
individuals due to large interpersonal variation in baseline microbiota composition4,5. Antibiotics are heavily 
used in intensive care units (ICUs) and timely antibiotic intervention, immediately upon presentation, saves 
lives6. Antimicrobial exposure, however, can have long-lasting detrimental impacts on gut microbiota health, 
including reduced resistance against subsequent infections7–9, with recovery from dysbiosis dependent on the 
type of antibiotic treatment received5,10–12. There is therefore urgent need to define ways to preserve microbiota 
integrity in ICU patients, including the use of probiotics and selective digestive tract decontamination to reduce 
microbiota dysbiosis13–15.
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Antibiotic stewardship programs aim to reduce unnecessary and inappropriate antimicrobial use through 
optimal therapeutic choices16,17. Antibiotic regimens in critical care typically include broad-spectrum drugs 
targeting the main nosocomial pathogens18,19, and associated colonisation by antibiotic-resistant bacteria and 
perturbations of gut microbiota composition and functions are largely predictable20,21. However, different anti-
biotics vary in the spectrum of activity, route of administration, pharmacokinetics (distribution and elimination 
in the host) and pharmacodynamics (interactions between drug and pathogen)21–23. Some antibiotics may be 
more harmful to the microbiota than others20,22.

Third-generation cephalosporins (e.g. ceftriaxone, cefotaxime; 3GC) and penicillin/β-lactamase inhibitor 
combinations (piperacillin/tazobactam; TZP) are broad-spectrum antimicrobials commonly used in critical 
care24. They have very similar pharmacokinetic and pharmacodynamic characteristics and spectra of activity 
against medically important pathogens but data from animal models12,23,25 and accumulated clinical experience 
suggest different ecological outcomes3,26,27. Both antibiotic classes are associated with an increased presence of 
antibiotic-resistant Enterobacteriaceae, staphylococci, Clostridioides difficile and Pseudomonas aeruginosa in the 
microbiota28–30 but 3GC has been shown to result in poorer microbiota recovery and longer-lasting changes12,31 
and antibiotic guidelines often recommend restricted use due to concerns linked to ‘collateral damage’ to the 
commensal microbiota32. Despite this, there is a lack of direct comparative data. We, therefore, examined the 
differential impact of 3GC and TZP on the endotracheal, perineal and faecal microbiota of ICU patients in two 
hospitals in Sydney, Australia.

Results and discussion
The impact of administrating 3GC or TZP on the endotracheal, perineal and faecal microbiota composition was 
examined using 16S rRNA amplicon sequencing. A total of 222 samples were collected over time (from 24 h to 
11 days after ICU admission) from patients receiving either 3GC, TZP or no β-lactams (control group), details 
on the number of samples collected per treatment group and patient are provided in Supplementary Table S1. All 
patients in the 3GC and TZP groups received the respective antibiotics within the first 48 h of ICU admission. 
None of the patients enrolled in the study had exposure to antibiotics in the two weeks before ICU admission.

Each body site had a unique initial microbial composition.  Samples collected within 48 h of anti-
biotic administration (for 3GC and TZP groups) or ICU admission (for control group) were considered repre-
sentative of the initial microbiota of each patient. This classification was based on previous publications where 
no significant change in the gut microbiota or antibiotic resistance was observed within the first 48 h of antibi-
otic exposure3,12,33. The exact microbial composition in each body site varied significantly between individuals 
(Supplementary Fig. S1). The initial microbiota of patients receiving 3GC or TZP had differences in the relative 
abundance of some bacterial families compared to those in the control group (Supplementary Table S2), for 
example, the abundance of Enterobacteriaceae was significantly higher in the initial endotracheal microbiota of 
the 3GC group compared to the control group. This could be due to different underlying infections of patients in 
the 3GC and TZP groups compared to those receiving neither antibiotics (control group) or may be indicative 
of microbiota changes in the early stages of antibiotic therapy. Limitations inherent to real-world ICU studies, 
including a lack of samples collected before illness or antibiotic administration and the variable availability of 
some samples (especially faecal samples) add to difficulties in interpretation.

The initial composition of the perineal microbiota showed a simpler community composition with > 90% 
of taxa belonging to a single family, Staphylococcaceae, in 13 out of 24 samples collected within the first 48 h 
(Supplementary Fig. S1), similar to previous reports showing a simpler microbial community in the perineal 
microbiota34. In contrast, the other two body sites had microbiota composition distributed across three or more 
bacterial families. The endotracheal microbiota was dominated by the Pasteurellaceae, Streptococcaceae and 
Enterobacteriaceae35–37, each family contributing to > 10% of the total microbial abundance in at least 11 out 
of 39 initial endotracheal microbiota samples collected. Some members of these families represent potential 
pathogens in the lower respiratory tract38,39. The faecal microbiota samples had a higher abundance of obligate 
anaerobic gut commensal bacteria such as Bacteroidaceae and Lachnospiraceae40, each of these two families 
contributed to > 10% of the microbial abundance in at least 9 out of 24 faecal samples collected within the first 
48 h of ICU admission (control group) or antibiotic exposure (3GC and TZP).

Overall microbiota community structure and diversity were not significantly impacted by 
either antibiotic treatment.  The impact of the two antibiotic regimens on the overall microbiota com-
munity structure was examined using multi-dimensional scaling (MDS) plots based on Bray–Curtis similarity 
metrics of the operational taxonomic unit (OTU) abundance. These revealed no statistically significant differ-
ence in the overall community structure of the initial microbiota (< 48 h) between the three groups and neither 
antibiotic treatment resulted in a significant shift in the overall microbiota community in any of the three body 
sites after 48 h compared that in the control group (Supplementary Fig. S2). Integrated metrics of microbiota 
alpha diversity, Shannon diversity and Simpson’s evenness indices, showed that perineal microbiota diversity 
was lower than the faecal microbiota diversity (Fig. 1). However, microbiota alpha diversity in neither of these 
sites was significantly different to that of the endotracheal microbiota. The two antibiotic treatments were not 
associated with a significant change in the microbiota diversity over the course of this study; there was no sig-
nificant difference in the diversity or evenness indices in any of the body sites when samples collected > 48 h after 
antibiotic administration were compared against those collected < 48 h of antibiotic administration or the con-
trol group. Samples collected from day 6 to day 11 showed no significant change in alpha diversity compared to 
the control group and those collected within the first 48 h of antibiotic therapies, indicating no significant impact 
of longer-term administration of 3GC or TZP on microbiota diversity of the three body sites. The alpha diver-
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sity indices in all samples were comparable to that of other microbiota studies conducted on healthy adults5,41, 
indicating a generally diverse overall microbiota community. Compared to the control group, there was no 
significant difference in microbiota alpha diversity in those receiving either 3GC or TZP. Antimicrobial therapy, 
especially with broad-spectrum antibiotics, has previously been associated with a lower alpha diversity in the gut 
microbiota1,5,42. In this study, however, neither antibiotic regimen significantly altered overall microbial alpha-
diversity in any of the three body sites, suggesting that the use of powerful broad-spectrum β-lactams does not 
immediately result in a strong decline in microbiota diversity relative to other ICU patients that did not receive 
these antibiotics. While the observed lack of changes in the overall microbiota community structure and alpha 
diversity could be due to exposure of the control group to antibiotics other than 3GC and TZP or to antibiotic-
exposed microbiota in the ICU environment more generally, this is an inherent challenge when conducting a 
human clinical trial in a critical care setting.

Antibiotic administration altered microbial composition in all three body sites.  While neither 
antibiotic treatment had a significant impact on overall microbiota community structure and diversity, there 
were significant changes in the relative abundance of specific bacteria (Fig. 2). Bacterial families (Fig. 3 and 
Supplementary Fig. S3) and OTUs (Supplementary Table S3) with significantly different abundances between 
treatments were identified using linear discriminant analysis effect size (LEfSe) tests comparing each antibiotic 
treatment with the control group (> 48 h) for each body site. The endotracheal microbiota of patients in the 3GC 

Figure 1.   Alpha diversity of microbial communities of the 3GC, TZP and control groups presented as 
(A) Shannon diversity and (B) Simpson’s evenness indices, (3GC-third-generation cephalosporins, TZP-
piperacillin/tazobactam, control-no β-lactams). Both alpha diversity indices were determined using microbial 
abundance at the OTU level. Data are shown as mean ± standard deviation. Dots represent individual samples 
for endotracheal, faecal and perineal microbiota of each patient. Samples collected within and after 48 h of 
antibiotic administration (3GC and TZP groups) or ICU admission (control group) are shown. Diversity indices 
of microbiota samples collected between day 6 and 11 are shown in red. Significance was determined by Tukey’s 
multiple comparison tests with Geisser-Greenhouse correction (* P < 0.05) using GraphPad Prism (version 9, 
GraphPad Software, USA, www.​graph​pad.​com). Detailed information on sample size per treatment group are 
provided in Supplementary Table S1.

http://www.graphpad.com
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group had a higher relative abundance of Enterobacteriaceae compared to the control group, while administra-
tion of TZP resulted in a higher abundance of some typical airway-dwellers, such as Alicyclobacillaceae and 
Corynebacteriaceae (Fig.  3A and Supplementary Fig.  S3). Neisseriaceae were significantly reduced after both 
TZP and 3GC exposure. Streptococcaceae were significantly lower after treatment with 3GC only, while Fuso-
bacteriaceae were significantly reduced only after TZP treatment. These are all well-known early colonisers of 
endotracheal tubes in intubated patients43, but a higher abundance of Enterobacteriaceae has been associated 
with respiratory tract infections38,39 and increased antibiotic resistance upon administration of 3GC has also 
been observed in members of this family44,45.

Perineal microbiota samples from patients receiving 3GC or TZP treatment had differing abundances of a 
number of bacterial families compared to the control group (Fig. 3B and Supplementary Fig. S3). Enterococcaceae 
were significantly more abundant after 3GC treatment, but not significantly higher in the TZP treated group 
in keeping with the weaker antimicrobial activity of 3GC against Enterococcaceae than TZP. 3GC exposure was 
also associated with significantly less commensal bacterial families, Corynebacteriaceae and Dermabacteraceae, 
in the perineal microbiota compared to the control group, while the TZP group showed a significantly higher 
relative abundance of several commensal bacterial families with no significant reduction in the abundance of 
any major bacterial families. The observed increase in relative abundance of some commensal bacteria following 
TZP treatment might relate to changes in relative abundance or metabolic activities of TZP-susceptible microbes 
but further studies are needed to confirm this. The faecal microbiota also seemed to respond differently to the 
different antibiotics (Fig. 3C and Supplementary Fig. S3). In the 3GC group, several bacterial families showed a 
significant reduction in abundance compared to the control group with no significant increase in the abundance 
of any bacterial family. The abundance of Bifidobacteriaceae, Enterococcaceae and another unidentified family 
within the order Clostridiales was higher with TZP treatment compared to the control group.

Both antibiotic regimens were associated with a higher abundance of bacterial families that are generally 
linked with disease (Enterobacteriaceae and Enterococcaceae in the endotracheal and perineal samples, respec-
tively) but this was statistically significant only for 3GC in this study (Fig. 3 and Supplementary Fig. S3). In 
the faecal microbiota, this was not apparent where both treatments resulted in a higher abundance of bacterial 
families generally considered as commensal aerobes or facultative aerobes. Furthermore, compared to the 3GC 
group, the relative abundance of several bacterial families were different following TZP exposure (Supplementary 
Fig. S4) and these changes were specific to each body site. For example, the faecal microbiota of patients in the 
3GC group had a lower abundance of Staphylococcaceae compared to the TZP group. These body site-specific 
changes in the microbiota were observed across many patients, although substantial individual variation was 

Figure 2.   Family level taxonomic composition of the (A) endotracheal, (B) perineal and (C) faecal microbiota 
samples collected within and after 48 h of antibiotic administration (for 3GC and TZP groups) or admission 
to the ICU (control group). 3GC-third-generation cephalosporins, TZP-piperacillin/tazobactam, control-no 
β-lactams. OTUs that were not assigned to a family are categorised as “Family unassigned”. Bacterial families 
with a relative abundance less than 3% in all three treatments for each body site are grouped as “Other”. Family 
level taxonomic abundance for each patient is shown in Supplementary Fig. S3 with details on the sample 
size per treatment group provided in Supplementary Table S1. The relative abundance of the 16S rRNA gene 
amplicons in the families were determined using QIIME and graphed using GraphPad Prism (version 9, 
GraphPad Software, USA, www.​graph​pad.​com).

http://www.graphpad.com
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evident with some samples dominated by one or two taxa; 83% of the perineal samples and 13% each of the 
endotracheal and faecal samples were dominated by one bacterial family which contributed > 70% to total micro-
bial abundance (Supplementary Fig. S3). Observed heterogeneity in the response of the microbiota to antibiotics 
could relate to differences in underlying pathologies, age, gender, stress associated with critical illnesses and other 
lifestyle differences. Future studies with a larger sample size will be essential in investigating the effect of these 
factors on how the microbiota responds to antibiotic exposure in critical care.

LEfSe analyses conducted at the OTU level showed significant variations after both antibiotic exposures 
(Table 1 and Supplementary Table S3). While most of these changes showed similar trends as observed at the 
family level, some specific changes were only observed at the OTU level. For example, the relative abundance of 

Figure 3.   Bacterial families in the (A) endotracheal, (B) perineal, and (C) faecal microbiota showing 
significantly different abundances in the 3GC and TZP groups compared to the control group after 48 h 
(3GC-third-generation cephalosporins, TZP-piperacillin/tazobactam, control-no β-lactams). Data were 
obtained using LEfSe analyses between each antibiotic treatment and the control group. The histograms show 
the linear discriminant analysis (LDA) scores computed for each bacterial family.
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OTUs in families Lachnospiraceae and Ruminococcaceae appeared to be more strongly represented in the TZP-
exposed perineal microbiota compared to the control group, while the 3GC-exposed faecal microbiota had a 
higher abundance of six OTUs within Ruminococcaceae (mostly Faecalibacterium prausnitzii) and in Bacteroides 
compared to the control group, with relative reductions in the abundance of OTUs within Enterococcus and 
Staphylococcus genera. These results demonstrate a clear and distinct impact of short-term administration of 
3GC and TZP on the endotracheal, perineal and faecal microbiota of critically ill patients. Sampling microbiota 
following critical care will be a useful extension to the current study in elucidating associations between micro-
biota recovery following intensive care and antibiotic exposure.

Culture‑based analysis of bacterial antibiotic resistance  showed no significant change 
upon antibiotic exposure.  To identify the presence of specific culturable opportunistic pathogens (pre-
dominant clones) and changes in their antibiotic resistance phenotypes, we performed culture-based microbio-
logical analysis (on selective media) on samples from a subset of patients for whom faeces were collected both 
at ICU admission (< 48 h) and after antibiotic administration (> 48 h). As expected for such powerful broad-
spectrum antibiotics, particularly in endotracheal and perineal sites, 40% of samples failed to yield any detect-
able bacterial growth after overnight aerobic incubation on specific isolation media (Supplementary Table S4). 
Previous studies have indicated that 3GC can increase the risk of colonisation by extended-spectrum β-lactam 
resistant strains3, but the culturable microbes in this study were not significantly enriched for major aerobic 
pathogens (Supplementary Table S5). For specimens with aerobic bacterial growth on day 1, pathogenic species 
were detected with approximately the same frequency in all treatment groups and, in accordance with previous 
results3,33, there was no immediate evidence of increased resistance after either antibiotic treatment (Supple-
mentary Tables S5 and S6). Statistical analysis of the collected data did not find significant associations in the 
frequency of methicillin-resistant Staphylococcus aureus, Pseudomonas aeruginosa, or aerobic Gram-negative 
bacteria between treatments and within treatments, likely due to the small sample size.

Our results demonstrate no significant change in the presence of specific pathogens and their antibiotic resist-
ance after short-term exposure (< 11 days) to 3GC or TZP, but this examination was limited to specific culturable 
bacteria and the number of samples per treatment group was low. While the average length of stay is typically 
less than a week in ICUs of this type, the impact of longer-term exposure to these antibiotics would be a useful 
future extension to this study. Future larger scale studies with quantitative approaches to detect pathogens and 
experimental designs to analyse the gut resistome are important in obtaining a comprehensive overview of the 
impact of 3GC and TZP on the relative abundance of opportunistic pathogens and levels of antibiotic resistance, 
respectively, and are currently in progress.

Conclusions
Administration of either of two broad-spectrum antibiotics, 3GC or TZP, resulted in significant changes in the 
endotracheal, perineal and faecal microbiota of ICU patients. The relative abundance of the Enterobacteriaceae 
and Enterococcaceae, which include some of the main nosocomial antimicrobial-resistant pathogens46, was sig-
nificantly higher in the endotracheal and perineal microbiota only after 3GC exposure, while TZP treatment 
was associated with an increase in the abundance of bacteria generally considered as commensals, particularly 
in the perineal microbiota. TZP treatment was associated with an increase in relative abundance of Enterococ-
caceae in the faecal microbiota, demonstrating a clear body site-specific impact of the two antibiotic regimens.

Third-generation cephalosporins are widely believed to be more injurious to the microbiota than many 
other antibiotics with comparable safety and efficacy profiles and clinical indications in critically ill patients. 
Consequently, restriction of their use is a major goal of antibiotic stewardship programs and is associated with 
reduced costs and reduced rates of infection due to resistant pathogens, with the benefits being most marked 
in intensive care settings47. Despite the small sample size and the complexity of these responses in inherently 
dysbiotic environments, our ‘real world’ data support such clinical observations, provide direct information on 
how these different antibiotic treatments affect the microbiota and underline the value of larger scale studies.

Methods
Patient recruitment.  The target population for this study included critically ill, mechanically ventilated 
patients who had not received the specific antibiotics (3GC or TZP) for at least two weeks prior to ICU admis-
sion. The three study cohorts were: (1) patients receiving a third-generation cephalosporin (3GC; ceftriaxone or 
cefotaxime); (2) patients receiving piperacillin/tazobactam (TZP); Tazocin); and (3) patients who were critically 

Table 1.   The number of OTUs with significantly different abundances in each antibiotic treatment compared 
to the control group. Data obtained through LEfSe analyses between the relative abundance of bacterial OTUs 
in each antibiotic treatment (3GC-third-generation cephalosporins, TZP-piperacillin/tazobactam) and control 
group (no β-lactams) for each body site.

Body site

3GC TZP

Higher Lower Higher Lower

Endotracheal 12 73 3 54

Perineal 6 2 54 3

Faecal 17 48 21 34
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ill and mechanically ventilated but did not receive either TZP or 3GC during ICU stay (control group). The lat-
ter group was recruited from patients presenting with trauma, acute cardiac or cerebral ischemic events, severe 
asthma or status epilepticus, and who had not received antibiotics in the previous two weeks.

Specimen collection and storage.  Specimens were collected over a two-year time span (2015–2017) 
at two hospitals in western Sydney (Westmead and Nepean ICUs), Australia. Perineal swabs and endotracheal 
aspirates were collected from patients as a part of routine clinical praxis on day 1 (24 h from the start of antibiotic 
treatment), day 3 (72 h from the start of antibiotic treatments), day 5 and day 7 (if the patient was still in the 
ICU). Faecal specimens were collected each time a patient passed a bowel motion. Antibiotic effects were deter-
mined by comparison of samples prior to (< 48 h) and after (> 48 h) antibiotic treatment. Faecal samples were 
immediately frozen at − 20 °C, and endotracheal aspirates and perineal swabs were refrigerated (2–8 °C). After 
collection at the approved clinical sites, the specimens were transferred to the laboratories for further analysis.

Microbiota analysis.  Total microbial DNA was extracted from endotracheal aspirates, perineal swabs and 
faeces using a MoBio PowerSoil DNA extraction kit (MoBio, Australia) according to the manufacturer’s instruc-
tions. The V4 variable region of the 16S rRNA genes in extracted DNA was amplified using the 515F-806R 
primer pair with custom barcodes for Illumina MiSeq sequencing48,49. Sequencing of the amplicons was per-
formed on an Illumina MiSeq v2 platform (2 × 250 bp). Library preparation and sequencing were performed at 
the Ramaciotti Centre for Genomics (UNSW, Sydney, Australia).

Demultiplexed raw sequence data were processed using Quantitative Insights Into Microbial Ecology (QIIME) 
software (version 1.9.1)50. Full length and high quality (− q 19 and with other default parameters) reads were used 
to determine operational taxonomic units (OTUs) at 97% similarity using an open-reference protocol against 
the Greengenes database (version 13_8)51. A total of 19,638,026 reads (mean 93,291 ± 56,089) were obtained for 
a total of 231 samples prior to filtering out OTUs with less than 0.005% reads. Reads per sample were rarefied to 
10,387 reads, nine random samples failed to meet this requirement and were eliminated from further analysis. 
A total of 222 samples were retained and used for further statistical analysis.

All statistical analyses on the microbiota data were performed using rarefied and filtered OTUs.

Statistical analysis of microbiota sequence data.  The OTU abundances (Log (x + 1) transformed) 
were used for analysis using PRIMER-7 software package52 (default parameters were used unless otherwise 
stated). Overall microbiota community structure was visualised using multi-dimensional scaling (MDS) plots 
based on Bray–Curtis similarity metrics of the abundance of the OTUs. Permutational Multivariate Analysis of 
Variance (PERMANOVA) tests with 9999 permutations were conducted to investigate statistical significance 
of differences in the microbial community structure between treatments. The Shannon diversity and Simpson’s 
evenness indices per sample were also determined using PRIMER-7. Statistical significance of the differences in 
the alpha diversity indices was determined through Tukey’s multiple comparison tests with Geisser-Greenhouse 
correction using GraphPad Prism (version 9, GraphPad Software, USA, www.​graph​pad.​com).

Bacterial families and OTUs with significantly different abundances between the control group and each 
antibiotic treatment were identified using Linear discriminant analysis Effect Size (LEfSe, online Galaxy version 
1.0) analysis53. Separate LEfSe analyses were conducted on samples collected within and after 48 h of antibiotic 
exposure to determine the differences in the initial microbiota and the impact of antibiotic exposure, respec-
tively. All LEfSe analyses were conducted using antibiotic treatment groups as the subject (no subclasses) and 
all other default parameters, including Kruskal–Wallis test among classes (P < 0.05), Wilcoxon test between 
classes (P < 0.01) and the threshold on the logarithmetic LDA score for discriminative features > 2.0. Detailed 
information on the number of patients included in each analysis are provided in Supplementary Table S1. False 
discovery rate analyses on LEfSe outputs (P values) were conducted through Benjamini and Hochberg method 
using GraphPad Prism (version 9, GraphPad Software, USA, www.​graph​pad.​com). Significant differences in the 
abundance of bacterial families and OTUs that passed an adjusted P value of 0.05 are presented.

Pathogen and Enterobacteriaceae identification.  Aerobic microbiota was cultured from collected 
specimens by direct inoculation of 5 mL nutrient broth (NB; Oxoid, UK) and overnight incubation at 37 °C 
with shaking. Cultures were pelleted by centrifugation (7000×g; 10 min), supernatants discarded, and pellets 
washed in saline and then re-suspended in 1 mL 20% glycerol for long term storage at − 80 °C. Methicillin-
resistant Staphylococcus aureus and Pseudomonas aeruginosa, pathogenic species known to be highly abundant 
in ICU patients under antibiotic treatment3 and predominant Gram-negative enteric bacteria were sub-cultured 
on species-specific identification media: Brilliance MRSA Agar (Oxoid, UK), Difco Pseudomonas Isolation Agar 
(Becton Dickinson, Sparks, USA), and ChromAGAR supplemented with vancomycin (20 µg/mL, to exclude 
Gram positive species), respectively. Isolated enteric colonies identified as potential Escherichia coli (pink colo-
nies) or Klebsiella pneumoniae (blue colonies) were also tested for resistance to extended-spectrum β-lactams by 
plating on selective media (Brilliance ESBL Agar (Oxoid, UK) and LB agar (Sigma, Australia) supplemented with 
2 µg/mL cefotaxime). Bacterial isolates (six colonies per sample) from faecal specimens were also screened on a 
panel of clinically relevant antibiotics (amikacin; ampicillin; piperacillin/tazobactam; ceftriaxone; ciprofloxacin; 
gentamicin; meropenem) by automated disc-diffusion assay (BD Kiestra Becton, Dickinson and Co, Drachten, 
Netherlands). Statistical analysis of significance (P ≤ 0.05) was performed using McNemar’s test and regression 
models fitted on the data.

Ethics declaration.  All experimental procedures and protocols were reviewed and approved by the Human 
Research Ethics Committees of Nepean (LNR/14/NEPEAN/72) and Westmead (LNRSSA/14/WMEAD/313) 
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hospitals. All methods were performed in accordance with the relevant guidelines and regulations. The study 
was conducted under a waiver of consent, with the auspices of the above-mentioned Human Research Ethics 
Committees.

Data availability
The 16S rRNA gene sequence data generated and analysed in this study are available on the Sequence Read 
Archive under accession number PRJNA683977. 

Received: 5 January 2021; Accepted: 8 March 2021

References
	 1.	 McDonald, D. et al. Extreme dysbiosis of the microbiome in critical illness. mSphere https://​doi.​org/​10.​1128/​mSphe​re.​00199-​16 

(2016).
	 2.	 Akrami, K. & Sweeney, D. A. The microbiome of the critically ill patient. Curr. Opin. Crit. Care 24, 49–54. https://​doi.​org/​10.​1097/​

MCC.​00000​00000​000469 (2018).
	 3.	 Ginn, A. N. et al. The ecology of antibiotic use in the ICU: homogeneous prescribing of cefepime but not tazocin selects for anti-

biotic resistant infection. PLoS ONE 7, e38719. https://​doi.​org/​10.​1371/​journ​al.​pone.​00387​19 (2012).
	 4.	 Ruppe, E., Lisboa, T. & Barbier, F. The gut microbiota of critically ill patients: first steps in an unexplored world. Intensive Care 

Med. 44, 1561–1564. https://​doi.​org/​10.​1007/​s00134-​018-​5309-3 (2018).
	 5.	 Lankelma, J. M. et al. Critically ill patients demonstrate large interpersonal variation in intestinal microbiota dysregulation: a pilot 

study. Intensive Care Med. 43, 59–68. https://​doi.​org/​10.​1007/​s00134-​016-​4613-z (2017).
	 6.	 Kumar, A. et al. Duration of hypotension before initiation of effective antimicrobial therapy is the critical determinant of survival 

in human septic shock. Crit. Care Med. 34, 1589–1596. https://​doi.​org/​10.​1097/​01.​CCM.​00002​17961.​75225.​E9 (2006).
	 7.	 Lukovic, E., Moitra, V. K. & Freedberg, D. E. The microbiome: implications for perioperative and critical care. Curr. Opin. Anaes-

thesiol. 32, 412–420. https://​doi.​org/​10.​1097/​ACO.​00000​00000​000734 (2019).
	 8.	 Hayakawa, M. et al. Dramatic changes of the gut flora immediately after severe and sudden insults. Dig. Dis. Sci. 56, 2361–2365. 

https://​doi.​org/​10.​1007/​s10620-​011-​1649-3 (2011).
	 9.	 Kim, S., Covington, A. & Pamer, E. G. The intestinal microbiota: antibiotics, colonization resistance, and enteric pathogens. 

Immunol. Rev. 279, 90–105. https://​doi.​org/​10.​1111/​imr.​12563 (2017).
	10.	 Dethlefsen, L., Eckburg, P. B., Bik, E. M. & Relman, D. A. Assembly of the human intestinal microbiota. Trends Ecol. Evol. 21, 

517–523. https://​doi.​org/​10.​1016/j.​tree.​2006.​06.​013 (2006).
	11.	 Dethlefsen, L. & Relman, D. A. Incomplete recovery and individualized responses of the human distal gut microbiota to repeated 

antibiotic perturbation. Proc. Natl. Acad. Sci. U.S.A. 108(Suppl 1), 4554–4561. https://​doi.​org/​10.​1073/​pnas.​10000​87107 (2011).
	12.	 Venturini, C., Bowring, B., Fajardo-Lubian, A., Devine, C. & Iredell, J. Effects of antibiotic treatment with piperacillin/tazobactam 

versus ceftriaxone on the composition of the murine gut microbiota. Antimicrob. Agents Chemother. https://​doi.​org/​10.​1128/​AAC.​
01504-​20 (2020).

	13.	 Morrow, L. E. & Wischmeyer, P. Blurred lines: dysbiosis and probiotics in the ICU. Chest 151, 492–499. https://​doi.​org/​10.​1016/j.​
chest.​2016.​10.​006 (2017).

	14.	 Price, R., MacLennan, G., Glen, J. & Su, D. C. Selective digestive or oropharyngeal decontamination and topical oropharyngeal 
chlorhexidine for prevention of death in general intensive care: systematic review and network meta-analysis. BMJ 348, g2197. 
https://​doi.​org/​10.​1136/​bmj.​g2197 (2014).

	15.	 Manzanares, W., Lemieux, M., Langlois, P. L. & Wischmeyer, P. E. Probiotic and synbiotic therapy in critical illness: a systematic 
review and meta-analysis. Crit. Care 19, 262. https://​doi.​org/​10.​1186/​s13054-​016-​1434-y (2016).

	16.	 Lee, C. R., Cho, I. H., Jeong, B. C. & Lee, S. H. Strategies to minimize antibiotic resistance. Int J Environ Res Public Health 10, 
4274–4305. https://​doi.​org/​10.​3390/​ijerp​h1009​4274 (2013).

	17.	 The Australian Commission on Safety and Quality in Health Care 2018. Vol. ACSQHC (Antimicrobial Stewardship in Australian 
Health Care, 2018).

	18.	 Vincent, J. L. et al. Advances in antibiotic therapy in the critically ill. Crit. Care 20, 133. https://​doi.​org/​10.​1186/​s13054-​016-​1285-6 
(2016).

	19.	 Pea, F., Viale, P. & Furlanut, M. Antimicrobial therapy in critically ill patients: a review of pathophysiological conditions respon-
sible for altered disposition and pharmacokinetic variability. Clin. Pharmacokinet. 44, 1009–1034. https://​doi.​org/​10.​2165/​00003​
088-​20054​4100-​00002 (2005).

	20.	 Ferrer, M., Mendez-Garcia, C., Rojo, D., Barbas, C. & Moya, A. Antibiotic use and microbiome function. Biochem. Pharmacol. 
134, 114–126. https://​doi.​org/​10.​1016/j.​bcp.​2016.​09.​007 (2017).

	21.	 Sullivan, Å., Edlund, C. & Nord, C. E. Effect of antimicrobial agents on the ecological balance of human microflora. Lancet Infect. 
Dis. 1, 101–114. https://​doi.​org/​10.​1016/​s1473-​3099(01)​00066-4 (2001).

	22.	 Bhalodi, A. A., van Engelen, T. S. R., Virk, H. S. & Wiersinga, W. J. Impact of antimicrobial therapy on the gut microbiome. J. 
Antimicrob. Chemother. 74, i6–i15. https://​doi.​org/​10.​1093/​jac/​dky530 (2019).

	23.	 Ianiro, G., Tilg, H. & Gasbarrini, A. Antibiotics as deep modulators of gut microbiota: between good and evil. Gut 65, 1906–1915. 
https://​doi.​org/​10.​1136/​gutjnl-​2016-​312297 (2016).

	24.	 SA Health, Australian Commission on Safety and Quality in Health Care. Antimicrobial use in Australian Hospitals: Biennial Report 
of the National Antimicrobial Utilisation Surveillance Program, 2017–2018. Sydney. Vol. ACSQHC (2020).

	25.	 Ng, K. M. et al. Recovery of the gut microbiota after antibiotics depends on host diet, community context, and environmental 
reservoirs. Cell Host Microbe 26, 650-665.e654. https://​doi.​org/​10.​1016/j.​chom.​2019.​10.​011 (2019).

	26.	 MacVane, S. H. Antimicrobial resistance in the intensive care unit: a focus on gram-negative bacterial infections. J. Intensive Care 
Med. 32, 25–37. https://​doi.​org/​10.​1177/​08850​66615​619895 (2017).

	27.	 Ruiz, J. et al. Influence of antibiotic pressure on multi-drug resistant Klebsiella pneumoniae colonisation in critically ill patients. 
Antimicrob. Resist. Infect. Control 8, 38. https://​doi.​org/​10.​1186/​s13756-​019-​0484-8 (2019).

	28.	 Koljalg, S. et al. Persistence of Escherichia coli clones and phenotypic and genotypic antibiotic resistance in recurrent urinary tract 
infections in childhood. J. Clin. Microbiol. 47, 99–105. https://​doi.​org/​10.​1128/​JCM.​01419-​08 (2009).

	29.	 Nord, C. E., Brismar, B., Kasholm-Tengve, B. & Tunevall, G. Effect of piperacillin/tazobactam treatment on human bowel micro-
flora. J. Antimicrob. Chemother. 31, 61–65. https://​doi.​org/​10.​1093/​jac/​31.​suppl_A.​61%​JJour​nalof​Antim​icrob​ialCh​emoth​erapy 
(1993).

	30.	 Rice, L. B., Hutton-Thomas, R., Viera Lakticova, M. S. H. & Donskey, A. C. J. b-Lactam antibiotics and gastrointestinal colonization 
with vancomycin-resistant enterococci. J. Infect. Dis. 189, 1113–1118 (2004).

	31.	 Antonopoulos, D. A. et al. Reproducible community dynamics of the gastrointestinal microbiota following antibiotic perturbation. 
Infect. Immun. 77, 2367–2375. https://​doi.​org/​10.​1128/​IAI.​01520-​08 (2009).

https://doi.org/10.1128/mSphere.00199-16
https://doi.org/10.1097/MCC.0000000000000469
https://doi.org/10.1097/MCC.0000000000000469
https://doi.org/10.1371/journal.pone.0038719
https://doi.org/10.1007/s00134-018-5309-3
https://doi.org/10.1007/s00134-016-4613-z
https://doi.org/10.1097/01.CCM.0000217961.75225.E9
https://doi.org/10.1097/ACO.0000000000000734
https://doi.org/10.1007/s10620-011-1649-3
https://doi.org/10.1111/imr.12563
https://doi.org/10.1016/j.tree.2006.06.013
https://doi.org/10.1073/pnas.1000087107
https://doi.org/10.1128/AAC.01504-20
https://doi.org/10.1128/AAC.01504-20
https://doi.org/10.1016/j.chest.2016.10.006
https://doi.org/10.1016/j.chest.2016.10.006
https://doi.org/10.1136/bmj.g2197
https://doi.org/10.1186/s13054-016-1434-y
https://doi.org/10.3390/ijerph10094274
https://doi.org/10.1186/s13054-016-1285-6
https://doi.org/10.2165/00003088-200544100-00002
https://doi.org/10.2165/00003088-200544100-00002
https://doi.org/10.1016/j.bcp.2016.09.007
https://doi.org/10.1016/s1473-3099(01)00066-4
https://doi.org/10.1093/jac/dky530
https://doi.org/10.1136/gutjnl-2016-312297
https://doi.org/10.1016/j.chom.2019.10.011
https://doi.org/10.1177/0885066615619895
https://doi.org/10.1186/s13756-019-0484-8
https://doi.org/10.1128/JCM.01419-08
https://doi.org/10.1093/jac/31.suppl_A.61%JJournalofAntimicrobialChemotherapy
https://doi.org/10.1128/IAI.01520-08


9

Vol.:(0123456789)

Scientific Reports |         (2021) 11:7252  | https://doi.org/10.1038/s41598-021-85946-4

www.nature.com/scientificreports/

	32.	 Patterson, R. E. & Sears, A. D. D. Metabolic effects of intermittent fasting. Annu. Rev. Nutr. 37, 371–393. https://​doi.​org/​10.​1146/​
annur​ev-​nutr-​071816-​064634 (2017).

	33.	 Venturini, C. et al. Ecological effects of cefepime use during antibiotic cycling on the gram-negative enteric flora of ICU patients. 
Intensive Care Med. Exp. 6, 19. https://​doi.​org/​10.​1186/​s40635-​018-​0185-2 (2018).

	34.	 Gorbachinsky, I., Sherertz, R., Russell, G., Krane, L. S. & Hodges, S. J. Altered perineal microbiome is associated with vulvovaginitis 
and urinary tract infection in preadolescent girls. Ther. Adv. Urol. 6, 224–229. https://​doi.​org/​10.​1177/​17562​87214​542097 (2014).

	35.	 Sharma, N., Bhatia, S., Sodhi, A. S. & Batra, N. Oral microbiome and health. AIMS Microbiol. 4, 42–66. https://​doi.​org/​10.​3934/​
micro​biol.​2018.1.​42 (2018).

	36.	 Kelly, B. J. et al. Composition and dynamics of the respiratory tract microbiome in intubated patients. Microbiome 4, 7. https://​
doi.​org/​10.​1186/​s40168-​016-​0151-8 (2016).

	37.	 Alagna, L. et al. Microbiota in ICU, not only a gut problem. Intensive Care Med. 45, 733–737. https://​doi.​org/​10.​1007/​s00134-​018-​
05516-7 (2019).

	38.	 Lu, W. et al. Increased constituent ratios of Klebsiella sp., Acinetobacter sp., and Streptococcus sp. and a decrease in microflora 
diversity may be indicators of ventilator-associated pneumonia: a prospective study in the respiratory tracts of neonates. PLoS 
ONE 9, e87504. https://​doi.​org/​10.​1371/​journ​al.​pone.​00875​04 (2014).

	39.	 Perez-Losada, M. et al. The temporal dynamics of the tracheal microbiome in tracheostomised patients with and without lower 
respiratory infections. PLoS ONE 12, e0182520. https://​doi.​org/​10.​1371/​journ​al.​pone.​01825​20 (2017).

	40.	 Rinninella, E. et al. What is the healthy gut microbiota composition? A changing ecosystem across age, environment, diet, and 
diseases. Microorganisms https://​doi.​org/​10.​3390/​micro​organ​isms7​010014 (2019).

	41.	 Lankelma, J. M. et al. Antibiotic-induced gut microbiota disruption during human endotoxemia: a randomised controlled study. 
Gut 66, 1623–1630. https://​doi.​org/​10.​1136/​gutjnl-​2016-​312132 (2017).

	42.	 Wolff, N. S., Hugenholtz, F. & Wiersinga, W. J. The emerging role of the microbiota in the ICU. Crit Care 22, 78. https://​doi.​org/​
10.​1186/​s13054-​018-​1999-8 (2018).

	43.	 Hotterbeekx, A. et al. The endotracheal tube microbiome associated with Pseudomonas aeruginosa or Staphylococcus epidermidis. 
Sci. Rep. 6, 36507. https://​doi.​org/​10.​1038/​srep3​6507 (2016).

	44.	 Vogel, F. et al. Effect of step-down therapy of ceftriaxone plus loracarbef versus parenteral therapy of ceftriaxone on the intestinal 
microflora in patients with community-acquired pneumonia. Clin. Microbiol. Infect. 7, 376–379. https://​doi.​org/​10.​1046/j.​1198-​
743x.​2001.​00264.x (2001).

	45.	 Nilsson-Ehle, I., Nord, C. E. & Ursing, B. Ceftriaxone: pharmacokinetics and effect on the intestinal microflora in patients with 
acute bacterial infections. Scand. J. Infect. Dis. 17, 77–82. https://​doi.​org/​10.​3109/​00365​54850​90704​24 (1985).

	46.	 Antimicrobial Resistance: Global Report on Surveillance. (World Health Organization 2004).
	47.	 Karanika, S., Paudel, S., Grigoras, C., Kalbasi, A. & Mylonakis, E. Systematic review and meta-analysis of clinical and economic 

outcomes from the implementation of hospital-based antimicrobial stewardship programs. Antimicrob. Agents Chemother. 60, 
4840–4852. https://​doi.​org/​10.​1128/​AAC.​00825-​16 (2016).

	48.	 Caporaso, J. G. et al. Ultra-high-throughput microbial community analysis on the Illumina HiSeq and MiSeq platforms. ISME J. 
6, 1621–1624. https://​doi.​org/​10.​1038/​ismej.​2012.8 (2012).

	49.	 Caporaso, J. G. et al. Global patterns of 16S rRNA diversity at a depth of millions of sequences per sample. Proc. Natl. Acad. Sci. 
U.S.A. 108, 4516–4522 (2011).

	50.	 Caporaso, J. G. et al. QIIME allows analysis of high-throughput community sequencing data. Nat. Methods 7, 335–336. https://​
doi.​org/​10.​1038/​nmeth​0510-​335 (2010).

	51.	 DeSantis, T. Z. et al. Greengenes, a chimera-checked 16S rRNA gene database and workbench compatible with ARB. Appl. Environ. 
Microbiol. 72, 5069–5072. https://​doi.​org/​10.​1128/​AEM.​03006-​05 (2006).

	52.	 Clarke, K. & Gorley, R. PRIMER v7: User Manual/Tutorial (PRIMER-E, 2015).
	53.	 Segata, N. et al. Metagenomic biomarker discovery and explanation. Genome Biol 12, R60. https://​doi.​org/​10.​1186/​gb-​2011-​12-6-​

r60 (2011).

Acknowledgements
We acknowledge Dr Thomas Solano, Dr Martin Cullen, Ms Christina Whitehead and Ms Jing Kong for their 
support with patient recruitment and sampling at Westmead Hospital; Prof Jean Yang, Mr Adam Chan, Mr Ian 
Astalosh and Mr Mengbo Li for their support with statistical analysis of microbiology data; and the Australian 
National Health and Medical Research Council for funding this work (1046889).

Author contributions
H.K.A.H.G. performed microbiota data analyses, interpreted results and drafted the manuscript; C.V. designed 
and performed experiments, interpreted results and drafted the manuscript; S.G.T. contributed to microbiota 
data analyses and interpretation, and edited the manuscript; V.N. coordinated patient recruitment and speci-
men collection at Westmead Hospital ICU; M.K. coordinated clinical approvals; A.N.G. participated in design 
of microbiology experiments; B.R. and L.T. performed microbiology work including antibiotic susceptibility 
work; M.B. performed antibiotic susceptibility testing (Kiestra); A.H. and S.R.P. participated in study design 
and edited the manuscript; IS contributed to microbiota sampling protocol design and coordinated patient 
recruitment and specimen collection at Nepean Hospital; I.T.P. designed the study, supervised microbiota data 
analyses and edited the manuscript; J.R.I. designed the study, supervised all analyses and edited the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https://​doi.​org/​
10.​1038/​s41598-​021-​85946-4.

Correspondence and requests for materials should be addressed to I.T.P. or J.R.I.

Reprints and permissions information is available at www.nature.com/reprints.

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

https://doi.org/10.1146/annurev-nutr-071816-064634
https://doi.org/10.1146/annurev-nutr-071816-064634
https://doi.org/10.1186/s40635-018-0185-2
https://doi.org/10.1177/1756287214542097
https://doi.org/10.3934/microbiol.2018.1.42
https://doi.org/10.3934/microbiol.2018.1.42
https://doi.org/10.1186/s40168-016-0151-8
https://doi.org/10.1186/s40168-016-0151-8
https://doi.org/10.1007/s00134-018-05516-7
https://doi.org/10.1007/s00134-018-05516-7
https://doi.org/10.1371/journal.pone.0087504
https://doi.org/10.1371/journal.pone.0182520
https://doi.org/10.3390/microorganisms7010014
https://doi.org/10.1136/gutjnl-2016-312132
https://doi.org/10.1186/s13054-018-1999-8
https://doi.org/10.1186/s13054-018-1999-8
https://doi.org/10.1038/srep36507
https://doi.org/10.1046/j.1198-743x.2001.00264.x
https://doi.org/10.1046/j.1198-743x.2001.00264.x
https://doi.org/10.3109/00365548509070424
https://doi.org/10.1128/AAC.00825-16
https://doi.org/10.1038/ismej.2012.8
https://doi.org/10.1038/nmeth0510-335
https://doi.org/10.1038/nmeth0510-335
https://doi.org/10.1128/AEM.03006-05
https://doi.org/10.1186/gb-2011-12-6-r60
https://doi.org/10.1186/gb-2011-12-6-r60
https://doi.org/10.1038/s41598-021-85946-4
https://doi.org/10.1038/s41598-021-85946-4
www.nature.com/reprints


10

Vol:.(1234567890)

Scientific Reports |         (2021) 11:7252  | https://doi.org/10.1038/s41598-021-85946-4

www.nature.com/scientificreports/

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 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

© The Author(s) 2021

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

	Third generation cephalosporins and piperacillintazobactam have distinct impacts on the microbiota of critically ill patients
	Results and discussion
	Each body site had a unique initial microbial composition. 
	Overall microbiota community structure and diversity were not significantly impacted by either antibiotic treatment. 
	Antibiotic administration altered microbial composition in all three body sites. 
	Culture-based analysis of bacterial antibiotic resistance showed no significant change upon antibiotic exposure. 

	Conclusions
	Methods
	Patient recruitment. 
	Specimen collection and storage. 
	Microbiota analysis. 
	Statistical analysis of microbiota sequence data. 
	Pathogen and Enterobacteriaceae identification. 
	Ethics declaration. 

	References
	Acknowledgements


