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Abstract

Objective: Data on bacterial diversity and microbiota al-
terations in acromegaly are currently lacking. The effects of
somatostatin receptor analogs on gut microbiota remain

unknown. The objective of this study was to determine
microbiota alterations in patients with acromegaly and to
assess the effects of somatostatin receptor analogs on gut
microbiota.
Methods: The study was designed as a cross-sectional
case-control research and three cohorts, comprising in-
dividuals with acromegaly without medical therapy (n=5),
acromegaly receiving octreotide acetate (OCT) (n=8) and
healthy controls (n=5), were evaluated.
Results: No statistically-supported changes in Bacter-
oidetes, Firmicutes, Proteobacteria and Actinobacteria
abundance were observed. Bacteroidaceae, Odor-
ibacteraceae, Porphyromonadaceae, Prevotellaceae and
Alistipes families of Bacteroidetes and Bifidobacterium
genus of theActinobacteriaphylawere detected,without
overt differences. Variations in Clostridia, Erysipelo-
trichaceae and Veillonellaceae were not significant,
while Lactobacillales were increased in individuals
receiving OCT. Moreover, Akkermansia mucinophila was
present in patients under OCT treatment.
Conclusion: Our preliminary results suggest that the
bacterial community profile under OCT treatment may
facilitate a colonic microenvironment for improved
glucose metabolism. Alterations in the gut microbiota
may be a factor affecting diabetes development during
somatostatin analog treatment in acromegalic
patients.
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Öz

Amaç: Akromegali olgularında bakteri çeşitliliği ve mik-
robiyota değişiklikleri konusunda bilgiler kısıtlıdır. So-
matostatin reseptör analoglarının barsak mikrobiotası
üzerine etkileri bilinmemektedir. Bu çalışmada akromegali
olgularında mikrobiyota değişikliklerinin belirlenmesi ve
somatostatin reseptör analoglarının bağırsak mikro-
biyotası üzerindeki etkilerinin incelenmesi amaçlandı.
Gereç ve Yöntemler: Kesitsel bir vaka-kontrol araştırması
olarak planlanan çalışmada, tıbbi tedavi altında olmayan
akromegali olguları (n=5), oktreotid asetat (OCT) uygula-
nan akromegali olguları (n=8) ve sağlıklı kontroller (n=5)
değerlendirildi.
Bulgular: Bacteroidetes, Firmicutes, Proteobacteria and
Actinobacteria üyelerinde, gruplar arasında istatistiksel
olarak anlamlı değişiklik saptanmadı. Örneklerde Bacte-
roidetes şubesi Bacteroidaceae, Odoribacteraceae,
Porphyromonadaceae, Prevotellaceae and Alistipes ailele-
rinde ve Actinobacteria şubesi Bifidobacterium cinsinde
bakteriler, belirgin bir farklılık göstermeden izlendi. Clos-
tridia, Erysipelotrichaceae ve Veillonellaceae üyesi bakte-
rilerde izlenen varyasyonlar anlamlıdeğilken,OCT tedavisi
alan olgularda Akkermansia mucinophila saptandı ve Lac-
tobacillales üyeleri artmış olarak izlendi.
Sonuç: Ön çalışmamız, OCT tedavisi alanlarda glukoz
metabolizması yönünden olumlu olarak değerlendirilebi-
lecek bir barsak bakteri profili varlığına işaret etmektedir.
Akromegali olgularında diabet gelişiminde mikrobiota
değişikliklerinin de etkisi söz konusu olabilir.

Anahtar Kelimeler: Akromegali; Firmicutes; Lactobacillus;
mikrobiyota; somatostatin reseptör analogları.

Introduction

Acromegaly is a chronic, progressive disorder caused by
growth hormone (GH) and insulin-like growth factor-1
(IGF-1) excess [1]. If left untreated, high GH and IGF-1 levels
lead to gastrointestinal complications and various colonic
diseases [2]. Current information suggests an association of
diversity and composition of the microbiota with diverse
colonic diseases [3]. However, data on probable alterations
of the gut microbiota in individuals with acromegaly is
currently lacking.

Somatostatin receptor analogs are the most
commonly-used medication as second-line treatment in
acromegaly [4]. Although somatostatin has substantial
inhibitory effects on the gastrointestinal tract, the
impact of somatostatin receptor analogs on gut

microbiota has not been investigated previously. Hence,
this study was undertaken to characterize bacterial
populations in individuals with acromegaly, to evaluate
alterations in the colonic microbiota and to investigate
possible modifications during somatostatin receptor
analog therapy.

Materials and methods

Ethics, consent and permissions

All individuals were included in the study with written informed
consent. The study were approved by the Hacettepe University insti-
tutional non-interventional clinical research ethics board (GO18/608,
21.06.2018) and performed in accordancewith ethical standards of the
Helsinki declaration and its later amendments.

Study design and cohorts

The study groups comprised individuals with the diagnosis of acro-
megaly without octreotide acetate (OCT) therapy (n=5), receiving OCT
therapy (n=8) and healthy controls (n=5) (Supplementary File 1). The
participants, originating from same geographic region, had no history
of antibiotic use or dietary change in the last six months.

Specimen processing, 16S rDNA amplification and deep
sequencing

Fecal sampleswere collected and subjected to DNApurification, using
Qiagen Stool Mini Kit (Qiagen, Hilden, Germany) with a final DNA
amount of 50 ng/μL for each specimen. For the amplification of 16S
rDNA sequences, primers targeting the V3-V4 region were employed
[5]. Adapter attachment, amplification and library preparation were
performed using the Nextera XT Index and Nextera DNA Library Prep
kits (Illumina, San Diego, California, United States). The sequencing
runs were performed in the Illumina MiSeq system (Illumina Inc.).

Data handling, phylogenetic and statistical analyses

Sequence data handling and taxonomic assignment were carried out
using Geneious v11.1 (Biomatters Ltd, Auckland, New Zealand), MALT
v0.3.8 and Megan v6.11 [6, 7]. Alpha diversity metrics Shannon–
Weaver and Simpson’s reciprocal indices were calculated using
Megan. The trimmed bacterial reads were mapped to the NCBI-NT
RefSeq 16S database. Relative abundances of different bacterial
taxonomic levels were calculated using the reads numbers of the
corresponding operational taxonomic units (OTUs).

Descriptive variables and total reads, reads assigned to bacteria
and bacterial phyla were assessed via statistical tests. Student’s T,
Kruskal–Wallis and Mann–Whitney U tests were employed for com-
parisons among groups where appropriate. The linear correlation
between two variables was assessed via the Spearman correlation
coefficient. All analyses were performed using Analyse-it software
v4.20.1 (Analyse-it Software, Ltd. Leeds, United Kingdom).
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Results

Clinical and descriptive data

A total of 18 individuals (14males, 4 females) were enrolled
in the study, with an age range of 28–68 years (mean: 47.8,
median: 48). Patients under therapy were receiving 10–
40 mg of OCT. Five of the acromegalic patients had colon
polyps and none had colorectal cancer (Supplementary
File 1).

Bacterial communities in control and
acromegaly groups

The initial analysis of the trimmed sequences revealed no
statistically-significant difference among study groups for
total, bacterial and unassigned reads. In all groups, pre-
dominant bacterial species were Bacteroidetes and Firmi-
cutes (Figure 1). Members of the Proteobacteria and
Actinobacteria phyla were also identified in all specimens,
despite varying relative abundances (Table 1). Elusimicro-
bia, Spirochetes and Synergistetes were identified in trace
copies in patients with acromegaly.

Bacteroidetes sequences were observed to belong in
Bacteroidaceae, Odoribacteraceae, Porphyromonadaceae,
Prevotellaceae and Alistipes families, where Bacter-
oidaceae and Porphyromonadaceae predominate in the
study groups (Figure 2). Members of these families were
detected in all specimens, regardless of the study group
except Odoribacteraceae, was absent in one individual of
the control group (C3). The families with the phyla Firmi-
cutes were identified as Clostridia, Lactobacillales, Erysi-
pelotrichaceae and Veillonellaceae (Figure 3). Here,
Clostridia were ubiquitous in all specimens (Figure 3).
Bifidobacterium genus was evaluated separately, as pres-
ence and relative abundance of this genus also

demonstrated variations in control and acromegaly groups
(Table 1, Supplementary File 1). Furthermore, Akkermansia
mucinophilawas identified as the single bacterial species in
the phylum Verrucomicrobia in the acromegaly groups.

Bacterial species detected in trace copies comprised
Elusimicrobium minutum (phylum Elusimicrobia), Trepo-
nema succinifaciens (phylum Spirochetes), Pyramidobacter
piscolens and Cloacibacillus porcorum (phylum Synergis-
tetes) (Figure 1). These species were detected only in
acromegaly groups, accompanied by A. mucinophila in
three individuals (Supplementary File 1).

Comparative analysis of bacterial
communities

Variations on the relative abundance of Bacteroidetes,
Proteobacteria and Actinobacteria phyla were not
statistically-significant among study cohorts (Table 1).
Similarly, Bacteroidaceae, Odoribacteraceae, Porphyr-
omonadaceae, Prevotellaceae and Alistipes families and
Bifidobacterium genus revealed no significant varia-
tions. At the family level, relative abundance variations
of bacteria belonging in Clostridia, Erysipelotrichaceae
and Veillonellaceae were not statistically-supported
among study groups. On the contrary, Lactobacillales
abundance was significantly elevated in patients receiving
OCT (Table 1). Interestingly, when patients with detectable
A. mucinophila sequences (n=6) were overviewed, five
were observed to be receiving OCT, along with one indi-
vidual without OCT and receiving metformin for diabetes
mellitus (patient A5, Supplementary File 1). When this
individual was omitted from the analysis, A. mucinophila
detection became specific for the OCT group, with statis-
tical significance (p=0.025). No significant variation was
observed between Shannon diversity indices between
study groups.

Figure 1: Bacterial community compositions
are given as relative abundance at the
phylum level. Study cohorts and enrolled
individuals are indicated as control (C1−5),
acromegaly without OCT (OCT−) (A1−5) and
acromegaly with OCT (OCT+) (O1−8). Color
codes assigned to each phylum are shown.
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Table : Relative bacterial abundances and alpha diversity metrics in study groups.

Control (n=) Acromegaly – OCT(−)
(n=)

Acromegaly – OCT(+)
(n=)

Mean SD Mean SD Mean SD p-Value

Bacteroidetes , , , , , , ,
Bacteroides , , , , , , ,
Odoribacteraceae , , , , , , ,
Porphyromonadaceae , , , , , , ,
Prevotellaceae , , , , , , ,
Alistipes , , , , , , ,
Firmicutes , , , , , , ,
Clostridia , , , , , , ,
Lactobacillales , , , , , , ,
Erysipelotrichaceae , , , , , , ,
Veillonellaceae , , , , , , ,
Actinobacteria , , , , , , ,
Bifidobacterium , , , , , , ,
Verrucomicrobia , , , , , , ,
Proteobacteria , , , , , , ,
Shannon–Weaver index
Species , , , , , , ,
Genus , , , , , , ,
Simpson’s reciprocal index
Species , , , , , , ,
Genus , , , , , , ,

Figure 2: Bacterial community compositions
of the phyla bacteroidetes, given as relative
abundance at the family level. Study
cohorts and enrolled individuals are
indicated as control (C1−5), acromegaly
without OCT (OCT−) (A1−5) and acromegaly.
with OCT (OCT+) (O1−8). Color codes
assigned to each family are shown.

Figure 3: Bacterial community compositions
of the phyla Firmicutes, given as relative
abundance at the family level. Study
cohorts and enrolled individuals are
indicated as control (C1−5), acromegaly
without OCT (OCT−) (A1−5) and acromegaly
with OCT (OCT+) (O1−8). Color codes
assigned to each family are shown.
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Discussion

In this cross-sectional case-control study, we investigated
bacterial communities in acromegaly patients with or
without OCT therapy. We observed Bacteroidetes and Fir-
micutes phyla to predominate in acromegaly patients as
well as controls. Moreover, members of the Proteobacteria
and Actinobacteria phyla were detected in all individuals.
Our findings suggest that the general composition of
the fecal microbiota was not overtly altered in acromegaly
cohorts or controls evaluated in the study, with no statis-
tically significant variations in particular phyla/families
[8, 9].

We observed a statistically-supported elevation in
Lactobacillales abundance in individuals receiving OCT
(Table 1). Lactobacillus species are used as growth pro-
moters in poultry, associated with serum leptin and
ghrelin levels in rats and have recently been linked to
obesity in humans [10, 11]. Moreover, Lactobacillus and
Bifidobacterium can interact with other bacteria or the
host to modulate the immune system and the develop-
ment of a tolerogenic response by interacting with den-
dritic cells [12, 13]. We could not demonstrate significant
variations in Bifidobacterium genus or Actinobacteria
phyla among cohorts. Among the minor components of
the gutmicrobiota, we characterizedA.mucinophila as the
only species of the Verrucomicrobia phylum in acro-
megaly patients. Despite lack of statistically-supported
variation in detection or relative abundance, the majority
of the individuals with detectable A. mucinophila had
been observed as receiving OCT. A. mucinophila has been
associated with regulating effects on glucose metabolism
and considered as an anti-inflammatory resident of the
gut microbiota [14]. It correlates strongly with the lipid
metabolism and inflammation in adipose tissue, as well
as circulating glucose, insulin, triglycerides and leptin
levels in a mice diet-induced-obesity model [15]. More-
over, metformin treatment has been reported to enhance
Akkermansia species in gut bacterial communities, lead-
ing to improved glucose homeostasis. However, we could
not observe a correlation between A. mucinophila detec-
tion and metformin therapy in our study. Nevertheless,
frequent detection of A. mucinophila in the OCT cohort in
this study indicate a favorable effect on glucose meta-
bolism via microbiota alteration. Therefore, the bacterial
changes during OCT treatment require further investiga-
tion as a potential marker of glucose metabolism alter-
ations. The seemingly-controversial increase in
Lactobacillus species in this group also requires further
investigation.

In conclusion, our preliminary evaluation revealed
distinct microbiota alterations associated with OCT treat-
ment in patients with acromegaly.

Acknowledgments: The authors are grateful to N. Emin
Güven for graphical support.
Research funding: None declared.
Author contributions: All authors have accepted
responsibility for the entire content of this manuscript
and approved its submission.
Conflict of Interest: The authors declare that they have no
conflict of interest.
Çıkar Çatışması: Yazarlar, herhangi bir çıkar çatışması
olmadığını beyan ederler.
Informed consent: Informed consent was obtained from all
individuals included in this study.

References

1. Vilar L, Vilar CF, Lyra R, Lyra R, Naves LA. Acromegaly: clinical
features at diagnosis. Pituitary 2017;20:22–32.

2. Colao A, Ferone D, Marzullo P, Lombardi G. Systemic
complications of acromegaly: epidemiology, pathogenesis, and
management. Endocr Rev 2004;25:102–52.

3. Donaldson GP, Lee SM, Mazmanian SK. Gut biogeography of the
bacterial microbiota. Nat Rev Microbiol 2016;14:20–32.

4. Giustina A, Karamouzis I, Patelli I, Mazziotti G. Octreotide for
acromegaly treatment: a reappraisal. Expert Opin pharmacother
2013;14:2433–47.

5. Klindworth A, Pruesse E, Schweer T, Peplies J, Quast C, Horn M,
et al. Evaluation of general 16S ribosomal RNA gene PCR primers
for classical and next-generation sequencing-based diversity
studies. Nucleic Acids Res 2013;41:e1.

6. Herbig A,Maixner F, Bos KI, Zink A, Krause J, HusonDH.MALT: fast
alignment and analysis of metagenomic DNA sequence data
applied to the Tyrolean Iceman. bioRxiv 2016. https://doi.org/10.
1101/050559.

7. Huson DH, Beier S, Flade I, Gorska A, El-Hadidi M, Mitra S, et al.
MEGAN community edition – interactive exploration and analysis
of large-scale microbiome sequencing data. PLoS Comput Biol
2016;12: e1004957.

8. Eckburg PB, Bik EM, Bernstein CN, Purdom E, Dethlefsen L,
Sargent M, et al. Diversity of the human intestinal microbial flora.
Science 2005;308:1635–8.

9. Schwiertz A, Taras D, Schafer K, Beijer S, Bos NA, Donus C, et al.
Microbiota and SCFA in lean and overweight healthy subjects.
Obesity 2010;18:190–5.

10. ArmougomF, HenryM, VialettesB, RaccahD, Raoult D.Monitoring
bacterial community of human gut microbiota reveals an increase
in lactobacillus in obese patients and methanogens in anorexic
patients. PloS One 2009;4: e7125.

11. Queipo-Ortuno MI, Seoane LM, Murri M, Pardo M, Gomez-
Zumaquero JM, Cardona F, et al. Gut microbiota composition in
male rat models under different nutritional status and physical

Sendur et al.: Possible alterations in fecal microbiota in acromegaly 699

https://doi.org/10.1101/050559
https://doi.org/10.1101/050559


activity and its association with serum leptin and ghrelin levels.
PloS One 2013;8:e65465.

12. Angelakis E, Merhej V, Raoult D. Related actions of probiotics and
antibiotics on gut microbiota and weight modification. Lancet
Infect Dis 2013;13:889–99.

13. Pace F, Pace M, Quartarone G. Probiotics in digestive diseases:
focus on lactobacillus GG. Minerva Gastroenterol Dietol 2015;61:
273–92. 26657927.

14. DerrienM, Belzer C, de VosWM. Akkermansia muciniphila and its
role in regulatinghost functions.Microb Pathog 2017;106:171–81.

15. Schneeberger M, Everard A, Gomez-Valades AG, Matamoros S,
Ramirez S, Delzenne NM, et al. Akkermansia muciniphila
inversely correlates with the onset of inflammation, altered
adipose tissue metabolism and metabolic disorders during
obesity in mice. Sci Rep 2015;5:16643.

Supplementary Material: Information on the medical history of the
individuals enrolled in the study.
The online version of this article offers supplementary material
(https://doi.org/10.1515/tjb-2020-0293).

700 Sendur et al.: Possible alterations in fecal microbiota in acromegaly

https://doi.org/10.1515/tjb-2020-0293

	Probable alterations in fecal bacterial microbiota by somatostatin receptor analogs in acromegaly[Akromegali olgularında so ...
	[Akromegali olgularında somatostatin reseptör analoglarına bağlı olası fekal mikrobiyota değişiklikleri]
	Introduction
	Materials and methods
	Ethics, consent and permissions
	Study design and cohorts
	Specimen processing, 16S rDNA amplification and deep sequencing
	Data handling, phylogenetic and statistical analyses

	Results
	Clinical and descriptive data
	Bacterial communities in control and acromegaly groups
	Comparative analysis of bacterial communities

	Discussion
	Acknowledgments
	References

