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Abstract. – OBJECTIVE: Changes in the 
composition of the lung microbiome influence 
many lung diseases, including idiopathic pul-
monary fibrosis (IPF), with a demonstrated as-
sociation between the progression of IPF and 
the assessed pulmonary microbial commu-
nity. A hypothesis to explain the pathogen-
esis of IPF is that an oxidant-antioxidant im-
balance causes repeated epithelial cell injury 
and endogenous and exogenous antioxidants/
redox modulators influence fibrogenesis, pro-
tect the lung against fibrosis, and prevent its 
progression. 

MATERIALS AND METHODS: The present ar-
ticle is focused on Lung Microbiome in Idiopath-
ic Pulmonary Fibrosis and the role of Antioxi-
dant/Antibiotic Combination Therapy. 

RESULTS: N-Acetylcysteine (NAC) at concen-
trations possibly achievable by nebulization 
showed an in vitro synergy with colistin against 
S. maltophilia isolates (a common coloniser of 
the respiratory tract of patients with chron-
ic lung disease). Combined NAC plus colistin 
seems to have a beneficial role in restoring ox-
idant injury which may be related to its antioxi-
dant effect. Progress has been made in the iden-
tification of the lung microbiome and the possi-
ble causal role of bacteria in the IPF pathogen-
esis. Recent studies suggest that antibacterial 
therapy in combination with antioxidant therapy 
may be a promising avenue for the treatment of 
this untreatable disease. Novel routes of admin-
istration are also an important area of research 
and studies assessing the use of inhaled NAC in 
patients with IPF could be considered.
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Introduction

Although the history of gastric disturbances 
dates back to Hippocrates, when Marshall et al1 
put forward their theory in the early 1980s on the 
role of Helicobacter pylori, they met derision and 
disbelief. In an era when the general conviction 
was that bad diet, stress, and lifestyle were the 
major causes of gastric ulcers, proposing that 
they were caused by an infectious disease rep-
resented a seismic shift. Marshall et al1 won the 
Nobel Prize over 20 years later for the discovery 
of the bacterium H. pylori and its causative role in 
severe gastric inflammatory disease. The Nobel 
Committee commented that “thanks to the pio-
neering discovery by Marshall et al1, peptic ulcer 
disease is no longer a chronic, frequently dis-
abling condition, but a disease that can be cured 
by a short regimen of antibiotics and acid se-
cretion inhibitors”. Subsequently, others showed 
that Helicobacter pylori plays a fundamental role 
in a range of gastric conditions2. Marshall et al1 

discovery represented a sea change in how the 
scientific establishment viewed the possible in-
volvement of microbes in chronic inflammatory 
conditions and paved the way for investigation 
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of the role of microflora in other organ systems. 
Therefore, the manipulation of the flora became 
a realistic therapeutic and prophylactic strategy 
for many infectious, inflammatory, and even neo-
plastic diseases3. In particular, if the intestinal 
barrier fails, the normal physiological barrier 
function is lost and immune cells come into 
direct contact with luminal antigens and the deli-
cate balance is lost. This alteration is the basis for 
the pathogenesis of many intestinal and extrain-
testinal diseases, including infectious enterocoli-
tis, inflammatory bowel disease, irritable bowel 
syndrome, small intestinal bacterial overgrowth, 
celiac disease, hepatic fibrosis, food intolerances, 
and also allergies4-8. 

The Lung Microbiome 
In 2010 scientists began to question the long-

held scientific wisdom that healthy lungs are 
sterile and devoid of resident microbes. Par-
adoxically, while 18 body sites, including the 
nose and oral cavity, were studied in the initial 
Human Microbiome Project (HMP), the lower 
respiratory tract (LRT) was not included9,10. The 
idea that the lung was devoid of microorganisms 

does not stand up to careful scrutiny as it is a dy-
namic environment constantly bombarded with 
debris and microbes that make their way from 
the mouth and nose through the trachea. We now 
know that although it is less populated than the 
mouth or gut, the respiratory tract is colonised 
by a persistent community of microorganisms. 
It is this community of microorganisms, the 
lung microbiota, that changes when the dynamic 
homeostasis between host and microbiome is dis-
rupted11 (Figure 1). Next, the LRT was included in 
the American HMP program as a body site and 
the lung microbiome has become a fast-growing 
field of research12. 

The introduction of independent culture, com-
pared to standard microbiological techniques, 
was instrumental in showing that the respiratory 
tract of healthy subjects and patients with re-
spiratory diseases contains a complex microbial 
community, including bacteria, fungi, phages, 
and viruses13. It should be remembered, however, 
that there are major differences in the gut micro-
biota and that of the LRT. Microbes have to adapt 
to the specific conditions in the lung environment 
(highly aerated organ, antimicrobial peptides, 

Figure 1. Ecological determinants of the respiratory microbiome. The constitution of the respiratory microbiome is 
determined by three factors: microbial immigration, microbial elimination, and the relative reproduction rates of its members. 
In health, the community membership is primarily determined by immigration and elimination; in advanced lung disease, the 
membership is primarily determined by regional growth conditions [Dickson and Huffnagle 201510].
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highly immune active mucosa, phospholipid-rich 
environment, mucociliary clearance) and thus 
specialised strains are likely to be present13. In the 
GI tract, there is a high biomass (1014 bacteria), 
well-known interactions, and broad modifications 
in disease states, while in the LRT the biomass is 
low (10-100 bacteria per 1000 human cells), there 
is high noise and changes in microbial composi-
tion and function/dysbiosis occur only at a late 
stage14. It may be that in the lung the dysbiosis 
signal is confused with noise until the disease 
progresses to an advanced stage15. Emerging evi-
dence also suggests that the gut microbiome plays 
a role in lung diseases through the modulation of 
systemic immune responses. For example, dys-
biosis of the gut microbiota can cause systemic 
inflammation and an increase in opportunistic 
pathogens which in turn lead to chronic inflam-
mation in the lungs. Therefore, the lung microbi-
ota could affect or be affected by microorganisms 
or immune response at a distal site4,16. So, while 
the precise mechanisms mediating the gut-lung 
cross-talk and the role of the gut/lung microbiotas 
in maintaining this cross talk remain to be elu-
cidated, it is thought that the gut-lung axis does 
not occur in one direction but is a two-way street 
whereby stimuli to the gut are transferred to the 
lung and vice versa17. 

Current Molecular Techniques for 
Microbial Detection 

The most widely used method to study bacterial 
communities involves high-throughput sequencing 
of amplicons of the 16s ribosomal RNA (rRNA) 
gene, a small and highly conserved locus of the 
bacterial genome which is present in all bacteria 
and allows genus/species identification. However, 
16s rRNA sequencing may not be able to differ-
entiate between species with different immunoge-
nicity/pathogenicity and other methodologies have 
therefore been investigated18. For example, whole 
genome shotgun sequencing (microbial commu-
nities sampled directly from their natural environ-
ment, without prior culturing “metagenomics”) 
has been investigated but a report comparing 16S 
rRNA gene sequencing and whole genome shot-
gun sequencing showed significant differences in 
the bacterial diversities of the same sample. The 
authors concluded that 16S rRNA gene sequencing 
can profile the bacterial communities in greater 
detail than metagenomics19. Nevertheless, the use 
of culture-based techniques is still useful in the 
determination of viability, in speciation, and in 
microbial phenotyping20. 

While there are now relatively reliable methods 
for the study of the bacterial communities in the 
lung, molecular methods for the analysis of other 
microorganisms – virus and fungi – are less ad-
vanced. 

The Lung Microbiome and 
Respiratory Diseases

Just as alterations of the gut host-microbi-
al equilibrium cause a range of gastrointestinal 
and other conditions, many pulmonary diseases 
including cystic fibrosis (CF), asthma, chronic 
obstructive pulmonary disease (COPD), and id-
iopathic pulmonary fibrosis (IPF) are associated 
with modifications in the lung microbiome. Lung 
disease changes microbial elimination (cough, 
mucociliary clearance, innate/adaptive host de-
fences) and immigration (microaspiration, inha-
lation of bacteria, direct mucosal dispersion), and 
in turn regional growth conditions of the lung 
microbial system. The ability of the lung micro-
biota to modify local inflammatory responses 
may explain its role in the pathogenesis of chron-
ic lung disease (Table I). In healthy people, the 
composition of the respiratory tract microbiota is 
varied and well balanced but the lung microbiota 
in patients with lung diseases shows distinct dif-
ferences21,22. 

There is good evidence on the role of the mi-
crobiome in lung diseases but our specific focus 
in this review is the role played by the respirato-
ry microbiome in idiopathic pulmonary fibrosis 
(IPF). 

Lung Microbiome as Biomarker of 
Disease Progression in Idiopathic 
Pulmonary Fibrosis

IPF is an extremely complex disease with a 
highly variable clinical course characterized by a 
progressive and irreversible loss of lung function 
for which there is no effective therapy.

Progression involves either a slow worsening 
of the severity of dyspnoea and rapid progression 
to death or periods of relative stability punctuat-
ed with acute exacerbations contributing to the 
high disease-related morbidity and mortality23. 

Management of IPF is challenging and treatment 
options are limited to those that reduce the rate 
of functional decline24. It is proposed that re-
peated lung injury from a combination of host 
and environmental factors in people that are 
genetically susceptible, causes remodelling of 
the lung parenchyma with subsequent impaired 
gaseous exchange and ultimately respiratory fail-
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ure25. Despite years of research, we still do not 
know for sure what initiates the fibrotic process 
in genetically susceptible individuals but there 
is evidence that infection acts as a cofactor in 
fibrosis initiation/progression and as a trigger in 
exacerbations26. Han et al27 retrospectively ob-
served the microbiota of 55 patients with IPF who 
participated in the Correlating Outcomes with 
biochemical Markers to Estimate Time-progres-
sion (COMET) in IPF study. The most commonly 
detected bacteria were Prevotella sp, Veillonella 
sp, and Escherichia sp — all three make up the 
healthy lung microbiome. Streptococcus sp or 
Staphylococcus sp were associated with IPF dis-
ease progression and survival. Molyneaux et al28 
suggested that an altered lung microbiota might, 
“as has been shown in the gut, trigger a low-level 
antigenic stimulus resulting in aberrant activa-
tion of wound healing cascades”. Two mouse 
models showed that Streptococcus pneumoniae 
triggered the progression of pulmonary fibrosis 
through pneumolysin (pneumococcus produced 
toxin, which mediates fibrotic progression in ani-
mal models via injury of the alveolar epithelium) 
and that antibiotic treatment stopped infection-in-
duced fibrosis progression29. In a prospective 
case-controlled study, patients with IPF had a 
higher bacterial load in BAL and significant dif-
ferences in the composition and diversity of their 
microbiota (increased presence of Haemophilus, 
Streptococcus, Neisseria and Veillonella)30. Pa-
tients with a higher bacterial load on diagnosis 
tended to have more rapidly progressing IPF and 

a higher risk of mortality. From these results, it 
is not possible to say definitely that an altered 
microbiome is the cause or result of destruction 
of the normal lung structure, but they provide a 
strong rationale for investigating antimicrobial 
therapy in IPF. A fact reinforced by Morris et al31 
who concluded that“antibacterial therapy may be 
a promising avenue for treatment of this currently 
untreatable disease”. 

Targeting the Lung Microbiome
We know that IPF is a devastating disease 

and that current therapies reduce the disease 
progression but not mortality. We also know that 
bacterial infections may play a greater role in 
IPF than previously thought. The utility of anti-
biotics in IPF patients is not a new phenomenon 
but was first observed in 1996, when a patient 
with advanced fibrotic lung disease showed clin-
ical improvement following treatment with oral 
co-trimoxazole. Then, 14 patients with end-stage 
fibrotic lung disease also responded to oral co-tri-
moxazole. Encouraged by these observations, 
Varney et al32 conducted a double-blind, random-
ized, placebo-controlled pilot study in 20 patients 
with progressive fibrotic lung disease. Treatment 
with co-trimoxazole improved exercise capacity, 
breathlessness, and symptom scores with signif-
icant improvements in objective and subjective 
parameters which fulfilled the ATS/ERS (2000) 
criteria of “a favourable response to treatment”. 
In a double-blind follow-up, the multicentre study 
of 181 patients with IPF,for the protocol analysis 

Table I. Factors that influence the lung microbiota during acute and chronic disease.

Architectural • Airway obliteration (lung transplant, IPF)
 • Terminal bronchiole destruction (COPD)
 • Honeycombing and fibrosis (IPF)
 • Impaired mucociliary clearance (COPD, asthma)
Immunologic • Innate immune cell impairment
 • Altered PRR signaling
 • Release of anti-microbial peptides
 • Apoptosis/Autophagy
 • Inflammation
 • Cytokine alterations
Microbiologic • Overgrowth of limited bacterial species (IPF, CF)
 • Antibiotic use (esp. in CF)
 • Lytic viral infection (COPD, asthma)
 • Latent viral infection (IPF?)
 • Biofilm formation (CF, COPD)
Pathologic • Osmotic changes (CF)
 • Thickened mucus (CF)
 • Damaged cilia (COPD)
 • Changes in oxygen tension, ventilation and perfusion (IPF, COPD, CF, asthma)
 • Micro aspiration (IPF)
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of patients who successfully took co-trimoxazole 
showed significant reductions in mortality (up to 
five times) with reduced frequency of respiratory 
tract infections, improved overall health-related 
quality of life, and fewer patients requiring an in-
crease in oxygen therapy33. The intention-to-treat 
analysis for mortality (not the primary outcome) 
was negative since the treatment was not always 
well tolerated and drop-out rates were high in 
the treatment arm. In a study of 85 patients with 
acute exacerbations of IPF, mortality in patients 
treated with azithromycin was significantly lower 
than in those treated with fluoroquinolones - the 
hypothesis is that azithromycin has a direct effect 
on organizing pneumonia areas/diffuse alveolar 
damage by reducing the priming of alveolar mac-
rophages34.

Targeting the Oxidant-Antioxidant 
Imbalance

While the pathogenesis of IPF has yet to be 
fully elucidated, a hypothesis is that an ox-
idant-antioxidant imbalance causes a repeated 
epithelial cell injury, and endogenous and exog-
enous antioxidants/redox modulators influence 
fibrogenesis, protect the lung against fibrosis, 
and prevent its progression35. In addition, patients 
with IPF have been found to have reduced levels 
of reduced glutathione (GSH) in bronchoalveolar 
lavage (BAL) fluid36. Restoring the antioxidant 
capacity may, therefore, have a therapeutic role 
in IPF. N-acetyl-l-cysteine (NAC) is the antidote 
to acetaminophen overdose, acting as a precursor 
for L-cysteine in the synthesis of hepatic re-
duced glutathione (GSH) depleted through drug 
conjugation. It restores pulmonary glutathione 
levels and improves lung function in patients 
with fibrosing alveolitis. To exert its antioxidant 
activity there needs to be GSH depletion and the 
presence of functional metabolic pathways for 
the conversion of NAC to GSH. Evidence shows 
that NAC replaces GSH in deficient cells but is 
not effective in cells that are adequately supplied 
with GSH37. A novel antifibrotic mechanism has 
been suggested whereby NAC inhibits lysyl oxi-
dase (LOX) activity via elevation of lung GSH in 
BLM-induced pulmonary fibrosis38. 

The IFIGENIA (Idiopathic Pulmonary Fibro-
sis International Group Exploring N-Acetylcys-
teine I Annual) trial demonstrated that high dose 
NAC (600 mg tid), added to standard therapy 
(prednisone and azathioprine), in patients with 
IPF preserved vital capacity and single-breath 
carbon monoxide diffusing capacity better than 

the standard therapy alone39. These results were 
not confirmed in PANTHER-IPF (Prednisone, 
Azathioprine, and N-acetylcysteine: study THat 
Evaluates Response in Idiopathic Pulmonary Fi-
brosis) which showed that NAC 600 mg tid 
was not associated with preservation of FVC 
compared to a matched placebo in patients with 
mild-to-moderate impaired pulmonary function. 
However, patients treated with NAC monothera-
py reported a better mental wellbeing (SF-36 and 
ICECAP scores) over a 60-week period40.

Oldham et al41 demonstrated that NAC might 
reduce clinically meaningful endpoint risk in 
genetically predisposed individuals specifically 
those carrying an rs3750920 (TOLLIP) TT gen-
otype. In a multicentre, prospective, randomized, 
controlled trial in patients with early-stage IPF, 
inhaled NAC monotherapy stabilized the decline 
in FVC in some patients without the use of immu-
nosuppressive or anti-fibrotic agents42. 

Monotherapy vs. Combination Therapy
Landmark studies such ASCEND and INPUL-

SIS have shown that pirfenidone and nintedanib 
are effective in slowing the decrease in FVC and 
may improve life expectancy compared to the 
best supportive therapy, but the survival curves 
still show high overall mortality in IPF patients. 
It is generally accepted that monotherapy will 
not be able to meet the significant unmet medical 
needs in IPF and that combination therapy is the 
way forward43. But which combination should be 
used? Survival advantages with novel antifibrotic 
agents have not definitely been established and 
researchers are turning their attention to other 
combinations44.

Combination Therapy for the 
Management for Idiopathic Pulmonary 
Fibrosis: Role of Antioxidant/Antibiotic 
Combination Therapy

Given the evidence of the role of antibiotic and 
antioxidant therapies in IPF it is reasonable to 
propose a combination of NAC plus colistin. Ser-
gio et al45 reported a synergistic activity of N-ace-
tylcysteine in combination with colistin against 
Stenotrophomonas maltophilia, a common col-
oniser of the respiratory tract of patients with 
chronic lung disease. The NAC at concentrations 
that can be achievable by nebulization showed a 
remarkable in vitro synergy with colistin against 
S. maltophilia isolates. Combined treatment of 
colistin plus NAC seems to have a beneficial role 
in the restoration of the oxidant injury which may 
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be related to its antioxidant effect46. Of note, re-
cently Zheng et al47 demonstrated the preventive 
effect of NAC on intestinal dysbiosis with NAC 
reshaping the structure of the gut microbiota and 
improving the disturbance in glucose metabolism 
in high fat diet-fed mice.

Therapeutic Applications and 
Future Directions

IPF is a difficult disease with a depressing 
prognosis. Although major advances have been 
made, a curative therapy for this severe lung 
disease remains elusive. Progress has been made 
in the identification of the lung microbiome and 
the possible causal role of bacteria in IPF patho-
genesis. Recent studies suggest that antibacterial 
therapy in combination with antioxidant therapy 
may be a promising avenue for the treatment of 
this untreatable disease. Novel routes of adminis-
tration are also an important area of research and 
studies assessing the use of inhaled N-acetylcys-
teine in patients with IPF could be considered.

Who knows in time, the Nobel Committee may 
be commenting, as they did for Marshall et al1 
pioneering discovery, “IPF is no longer a devas-
tating deadly disease, but one that can be cured 
by a regimen of antibiotics and antioxidants”. We 
owe it to our patients. 

Conflict of Interest
The Authors declare that they have no conflict of interests.

Acknowledgements
Editorial assistance for the preparation of this manuscript 
was provided by EDRA. This assistance was funded by 
Zambon Italy.

References

 1) Marshall BJ, Warren rM. Unidentified curved ba-
cilli in the stomach of patients with gastritis and 
peptic ulceration. Lancet 1984; 16: 1311-1315.

 2) lichtMan Ma. A bacterial cause of cancer: an his-
torical essay. Oncologist 2017; 22: 542-548.

 3) Marshall B, adaMs Pc. Helicobacter pylori: a nobel 
pursuit? Can J Gastroenterol 2008; 22: 895-896.

 4) Purchiaroni F, tortora a, GaBrielli M, Bertucci F, Gi-
Gante G, ianiro G, oJetti V, scarPellini e, GasBarri-
ni a. The role of intestinal microbiota and the im-
mune system. Eur Rev Med Pharmacol Sci 2013; 
17: 323-333.

 5) loPetuso lr, scaldaFerri F, Bruno G, Petito V, Fran-
ceschi F, GasBarrini a. The therapeutic manage-

ment of gut barrier leaking: the emerging role for 
mucosal barrier protectors. Eur Rev Med Phar-
macol Sci 2015; 19: 1068-1076.

 6) daloiso V, Minacori r, reFolo P, sacchini d, craxì l, 
GasBarrini a, sPaGnolo aG. Ethical aspects of fecal 
microbiota transplantation (FMT). Eur Rev Med 
Pharmacol Sci 2015; 19: 3173-3180.

 7) GiBiino G, ianiro G, caMMarota G, GasBarrini a. The 
gut microbiota: its anatomy and physiology over 
a lifetime. Minerva Gastroenterol Dietol 2017; 63: 
329-336.

 8) GaBrielli M, d’anGelo G, di rienzo t, scarPellini e, 
oJetti V. Diagnosis of small intestinal bacterial 
overgrowth in the clinical practice. Eur Rev Med 
Pharmacol Sci 2013; 17: 30-35.

 9) turnBauGh PJ, ley re, haMady M, Fraser-liGGett cM, 
KniGht r, Gordon Ji. The human microbiome proj-
ect. Nature 2007; 449: 804-810.

10) huMan MicroBioMe ProJect consortiuM. Structure, 
function and diversity of the healthy human mi-
crobiome. Nature 2012; 486: 207-214.

11) dicKson rP, huFFnaGle GB. The lung microbi-
ome: new principles for respiratory bacteriolo-
gy in health and disease. PLoS Pathog 2015; 11: 
e1004923.

12) relMan da. The human microbiome and the fu-
ture practice of medicine. JAMA 2015; 314: 1127-
1128.

13) Faner r, siBila o, aGustí a, Bernasconi e, chalM-
ers Jd, huFFnaGle GB, Manichanh c, Molyneaux Pl, 
Paredes r, Pérez Brocal V, PonoMarenKo J, sethi s, 
dorca J, Monsó e. The microbiome in respiratory 
medicine: current challenges and future perspec-
tives. Eur Respir J 2017; 49. pii: 1602086.

14) sze Ma, diMitriu Pa, hayashi s, elliott WM, Mc-
donouGh Je, GosselinK JV, cooPer J, sin dd, Mohn 
WW, hoGG JC. The lung tissue microbiome in 
chronic obstructive pulmonary disease. Am J Re-
spir Crit Care Med 2012; 185: 1073-1080.

15) shuKla sd, Budden KF, neal r, hansBro PM. Mi-
crobiome effects on immunity, health and dis-
ease in the lung. Clin Transl Immunology 2017; 
6, e133.

16) Budden KF, Gellatly sl, Wood dl, cooPer Ma, 
Morrison M, huGenholtz P, hansBro PM. Emerging 
pathogenic links between microbiota and the gut-
lung axis. Nat Rev Microbiol 2017; 15: 55-63.

17) he y, Wen Q, yao F, xu d, huanG y, WanG J. Gut-
lung axis: the microbial contributions and clin-
ical implications. Crit Rev Microbiol 2017; 43: 
81-95.

18) zhu B, xiao d, zhanG h, zhanG y, Gao y, xu l, lV J, 
WanG y, zhanG J, shao z. MALDI-TOF MS distinct-
ly differentiates nontypable Haemophilus influen-
zae from Haemophilus haemolyticus. PLoS One 
2013; 8: e56139.

19) shah n, tanG h, doaK tG, ye y. Comparing bacte-
rial communities inferred from 16S rRNA gene se-
quencing and shotgun metagenomics. Pac Symp 
Biocomput 2011: 165-176.



Antioxidant/antibiotic combination therapy in IPF

6385

20) o’dWyer dn, dicKson rP, Moore BB. The Lung 
microbiome, immunity, and the pathogenesis of 
chronic lung disease. J Immunol 2016; 196: 4839-
4847.

21) Marsland BJ, GollWitzer es. Host-microorganism 
interactions in lung diseases. Nat Rev Immunol 
2014; 14: 827-835.

22) dicKson rP, erB-doWnWard Jr, huFFnaGle GB. The 
role of the bacterial microbiome in lung disease. 
Expert Rev Respir Med 2013; 7: 245-257.

23) aiello M, Bertorelli G, Bocchino M, chetta a, Fio-
re-donati a, Fois a, Marinari s, oGGionni t, Polla B, 
rosi e, stanziola a, Varone F, sanduzzi a. The earli-
er, the better: impact of early diagnosis on clinical 
outcome in idiopathic pulmonary fibrosis. Pulm 
Pharmacol Ther 2017; 44: 7-15.

24) Mora al, roJas M, Pardo a, selMan M. Emerging 
therapies for idiopathic pulmonary fibrosis, a pro-
gressive age-related disease. Nat Rev Drug Dis-
cov 2017; 16: 810.

25) heWitt rJ, Molyneaux Pl. The respiratory microbi-
ome in idiopathic pulmonary fibrosis. Ann Transl 
Med 2017; 5: 250.

26) Molyneaux Pl, Maher tM. The role of infection in 
the pathogenesis of idiopathic pulmonary fibrosis. 
Eur Respir Rev 2013; 22: 376-381.

27) Han MK, zhou y, Murray s, tayoB n, noth i, la-
Ma Vn, Moore BB, White es, Flaherty Kr, huFF-
naGle GB, Martinez FJ; coMet inVestiGators. 
Lung microbiome and disease progression in 
idiopathic pulmonary fibrosis: an analysis of 
the COMET study. Lancet Respir Med 2014; 2: 
548-556.

28) Molyneaux Pl, Maher tM. Respiratory microbiome 
in IPF: cause, effect, or biomarker? Lancet Respir 
Med 2014; 2: 511-513.

29) KniPPenBerG s, ueBerBerG B, Maus r, BohlinG J, dinG 
n, tort tarres M, hoyMann hG, JoniGK d, izyKoWsKi 
n, Paton Jc, oGunniyi ad, lindiG s, Bauer M, Welte 
t, seeGer W, Guenther a, sisson th, Gauldie J, KolB 
M, Maus ua. Streptococcus pneumoniae triggers 
progression of pulmonary fibrosis through pneu-
molysin. Thorax 2015; 70: 636-646.

30) Molyneaux Pl, cox MJ, Willis-oWen sa, Mallia P, 
russell Ke, russell aM, MurPhy e, Johnston sl, 
schWartz da, Wells au, cooKson Wo, Maher tM, 
MoFFatt MF. The role of bacteria in the pathogene-
sis and progression of idiopathic pulmonary fibro-
sis. Am J Respir Crit Care Med 2014; 190: 906-
913.

31) Morris a, GiBson K, collMan rG. The lung microbi-
ome in idiopathic pulmonary fibrosis. What does it 
mean and what should we do about it? Am J Re-
spir Crit Care Med 2014; 190: 850-852.

32) Varney Va, Parnell hM, salisBury dt, Ratnathee-
pan S, Tayar RB. A double blind randomised pla-
cebo controlled pilot study of oral co-trimoxazole 
in advanced fibrotic lung disease. Pulm Pharma-
col Ther 2008; 21: 178-187.

33) shulGina l, cahn aP, chilVers er, ParFrey h, clarK 
aB, Wilson ec, tWentyMan oP, daVison aG, curtin 

JJ, craWFord MB, Wilson aM. Treating idiopathic 
pulmonary fibrosis with the addition of co-trimox-
azole: a randomised controlled trial. Thorax 2013; 
68: 155-162.

34) KaWaMura K, ichiKado K, yasuda y, anan K, suGa M. 
Azithromycin for idiopathic acute exacerbation 
of idiopathic pulmonary fibrosis: a retrospective 
single-center study. BMC Pulm Med 2017; 17: 
94.

35) Kinnula Vl, MyllärnieMi M. Oxidant–antioxidant 
imbalance as a potential contributor to the pro-
gression of human pulmonary fibrosis. Antioxid 
Redox Signal 2008; 10: 727-738.

36) MuraMatsu y, suGino K, ishida F, tateBe J, Morita 
t, hoMMa s. Effect of inhaled N-acetylcysteine 
monotherapy on lung function and redox balance 
in idiopathic pulmonary fibrosis. Respir Investig 
2016; 54: 170-178.

37) rushWorth GF, MeGson il. Existing and potential 
therapeutic uses for N-acetylcysteine: the need 
for conversion to intracellular glutathione for anti-
oxidant benefits. Pharmacol Ther 2014; 141: 150-
159.

38) Li s, yanG x, li W, li J, su x, chen l, yan G. N-ace-
tylcysteine downregulation of lysyl oxidase 
activity alleviating bleomycin-induced pulmo-
nary fibrosis in rats. Respiration 2012; 84: 
509-517.

39) deMedts M, Behr J, Buhl r, costaBel u, deKhuiJzen 
r, Jansen hM, Macnee W, thoMeer M, Wallaert B, 
laurent F, nicholson a, VerBeKen e, VerschaKelen J, 
FloWer c, caPron F, Petruzzelli s, de Vuyst P, Van 
den Bosch J, rodriGuez-Becerra e, corVasce G, lanK-
horst i, sardina M, Montanari M; iFiGenia study 
GrouP. High-dose acetylcysteine in idiopathic pul-
monary fibrosis. N Engl J Med 2005; 353: 2229-
2242.

40) idioPathic PulMonary FiBrosis clinical research net-
WorK, Martinez FJ, de andrade Ja, anstroM KJ, KinG 
te Jr, raGhu G. Randomized trial of acetylcyste-
ine in idiopathic pulmonary fibrosis. N Engl J Med 
2014; 370: 2093-2101.

41) oldhaM JM, Ma sF, Martinez FJ, anstroM KJ, ra-
Ghu G, schWartz da, Valenzi e, Witt l, lee c, ViJ 
r, huanG y, streK Me, noth i; iPFnet inVestiGators. 
TOLLIP, MUC5B, and the response to N-acetyl-
cysteine among individuals with idiopathic pul-
monary fibrosis. Am J Respir Crit Care Med 2015; 
192: 1475-1482.

42) hoMMa s, azuMa a, taniGuchi h, oGura t, Mochidu-
Ki y, suGiyaMa y, naKata K, yoshiMura K, taKeuchi M, 
Kudoh s; JaPan nac clinical study GrouP. Efficacy 
of inhaled N-acetylcysteine monotherapy in pa-
tients with early stage idiopathic pulmonary fibro-
sis. Respirology 2012; 17: 467-477.

43) inchinGolo r, condoluci c, sMarGiassi a, MastroBat-
tista a, BoccaBella c, coMes a, GolFi n, richeldi l. 
Are newly launched pharmacotherapies effica-
cious in treating idiopathic pulmonary fibrosis? Or 
is there still more work to be done? Expert Opin 
Pharmacother 2017; 18: 1583-1594.



F. Varone, G. Gibiino, A. Gasbarrini, L. Richeldi

6386

44) Varone F, MonteMurro G, MacaGno F, calVello M, 
conte e, intini e, ioVene B, leone PM, Mari PV, 
richeldi L. Investigational drugs for idiopathic pul-
monary fibrosis. Expert Opin Investig Drugs 2017; 
26: 1019-1031.

45) serGio F, Pallecchi l, landini G, di MaGGio t, sotto-
tetti s, cariani l, Blasi F, rossolini GM. Synergis-
tic activity of N-acetylcysteine in combination with 
colistin against Stenotrophomonas maltophilia. 
ECCMID Vienna 2017; 50: EV0492.

46) ozyilMaz e, eBinc Fa, derici u, GulBahar o, GoKtas 
G, elMas c, oGuzulGen iK, sindel s. Could nephro-
toxicity due to colistin be ameliorated with the use 
of N-acetylcysteine? Intensive Care Med 2011; 
37: 141-146.

47) zhenG J, yuan x, zhanG c, Jia P, Jiao s, zhao x, 
yin h, du y, liu h. N-Acetyl-cysteine alleviates 
gut dysbiosis and glucose metabolic disorder in 
high-fat diet-induced mice. J Diabetes 2019; 11: 
32-45.


