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Abstract
Objective: Microbial community profiling using 16S rRNA gene has provided invaluable insights into diverse
microbial communities. Recently a few studies have attempted to use 16S rRNA gene microbiota profiling in combination with the conventional culture methods to explore bacterial communities. In this “culture-enriched microbiota
profiling” approach, microbes in a sample are cultured on solid media, and the resulting colonies are combined and
subjected to 16S rRNA gene microbiota profiling. Here we investigated the effect of cell densities as determined by
varying levels of sample dilution on the culture-enriched microbiota profiles using De Man, Rogosa and Sharpe (MRS)
agar medium as a model system.
Results: Cecal samples collected from 10 healthy chickens were serially diluted to 1 02 fold (M-LOW), 104 fold
(M-MEDIUM), and 1 06 fold (M-HIGH), and the dilutions were plated on MRS agar. 16S rRNA gene profiling showed
that the relative abundance of certain genera showed gradual increase (Pediococcus and Enterococcus) or decrease
(Lactobacillus and Turicibacter) with higher dilutions, though it was significant only for Pediococcus (p < 0.05). The
result indicates that the dilution levels of the samples can alter the resulting microbiota profiles via unknown densitydependent mechanisms and thus should be considered for designing experiments using culture-enriched microbiota
profiling.
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Introduction
One of the goals of exploring gut microbiota in food-producing animals is to exploit the abundant bioresources in
gut environment to promote gut health, control of enteric
diseases and thus overall growth performance of the
animals [1–3]. In recent years, some limitations in 16S
rRNA gene microbiota profiling approach and the need
for retrieval of cultured live bacteria for subsequent use
for probiotic applications have created a new approach
combining culture-independent microbiota profiling
approach with conventional culture methods [4, 5]. This
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new branch in microbiomics, called “culture-enriched
microbiota profiling”, attempts to use the culture methods to grow live microbes, which are then further analyzed by 16S gene microbiota profiling [6].
In the study by Sibley et al. (2011), the authors directly
evaluated the cultivability of the airway microbiota by
analyzing samples from cystic fibrosis patients using culture-enriched molecular profiling approach. The results
demonstrated that combining culture-dependent and
culture-independent approaches enhances the sensitivity
of either approach alone. In a more recent study by Lau
et al. (2016), the similar approach was used to investigate the fecal microbiotas that were readily recovered on
culture media [7]. They demonstrated that the majority
of OTUs (Operational taxonomic unit) detected from

© The Author(s) 2020. 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://creativeco
mmons.org/licenses/by/4.0/. The Creative Commons Public Domain Dedication waiver (http://creativecommons.org/publicdomain/
zero/1.0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.

Adhikari and Kwon BMC Res Notes

(2020) 13:269

metagenomic DNA could be detected through cultureenriched molecular profiling, and culture-enriched profiling detected greater diversity than culture-independent
method [7]. The utility of the culture-enriched molecular
profiling was further demonstrated by successful target
culturing of the family Lachnospiraceae from the specific
growth conditions where this family was significantly
enriched [7].
In the study by Brown et al. [8], the culture-enriched
molecular profiles of human fecal microbiota were compared with direct 16S rRNA gene profiles, and there was
a statistically significant correlation between the two
types of profiles at the species level [8]. Our group also
analyzed the bacterial populations recovered on MRS
agar by 16S rRNA gene profiling to compare lactic acid
bacterial populations in different regions of chicken gut
[9].
In the current study we sought to explore the experimental variables that might have influence on the
microbiota profiles obtained from culture-enriched bacterial populations. Specifically, we were interested in the
importance of cell density as determined by dilution levels of the microbiota samples in assessing the structure
of culture-recovered bacterial populations. We used MRS
agar medium as a simple model system to study the role
of the dilution factor in the composition and structure
of MRS-recovered bacterial populations originated from
chicken cecal contents.

Main text
Materials and methods

Ten breeder hens of 32 weeks old were humanely
euthanized by C
 O2 inhalation, and one whole cecum
from each hen was collected aseptically. The cecal contents were removed, serially diluted with 1X PBS to 1
 02
4
6
fold (M-LOW), 
10 fold (M-MEDIUM), and 
10 fold
(M-HIGH) dilutions. These dilutions were plated on
MRS agar plates and incubated for 24 h under a microaerophilic condition at 37 °C. The average log10 colonies
forming units (CFUs) per ceca recovered on MRS plates
was 9.84 ± 0.157 (mean ± standard error). There were
on average 125 ± 27.76 CFUs/plate on M-HIGH group
for 10 cecal samples. Genomic DNA was extracted from
both cecal contents (T-ZERO) and bacterial cells recovered from MRS agar plates using QIAamp DNA Mini
Kit, Qiagen. Thus, altogether 40 DNA samples were
used to amplify V1–V3 region of 16S rRNA gene using
barcode-tagged universal primers: 27F (5′-AGRGTT
YGATYMTGGCTCAG-3′) and 533R (5′-TTACCG
CGGCTGCTGGCAC-3′) with attached Illumina adapters as described previously [9, 10]. The resulting PCR
amplicons were analyzed via MiSeq sequencing with
paired-end read 300 cycle option. Quantitative Insights
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into Microbial Ecology (QIIME) version 1.9.1 was used
to analyze the MiSeq Illumina reads [11]. Reference
sequences and taxonomy file from NCBI RefSeq 16S
RNA sequence database were used for picking OTU and
taxonomic classification [12]. OTU BIOM (biological
observation matrix) table was normalized with cumulative sum scaling (CSS) method with QIIME [13], which
was then used for alpha and beta diversity analyses.
Results

There were total 1,707,295 reads after demultiplexing and
quality filtering whose sizes ranged from 410 to 580 bp.
Summarizing OTU BIOM table after removing low coverage samples (< 100) and CSS normalization resulted
mean sample depth of 115.71 ± 6.93 reads per sample.
Taxonomic analysis among MRS selected groups revealed
that at genus level there were mainly five major genera
(> 1%) recovered on MRS agar plates from three different
dilutions as shown in Fig. 1. Among them, Lactobacillus
(76.16%) was dominant genera followed by Enterococcus
(11.59%), Citrobacter (4.97%), Turicibacter (2.03%) and
Pediococcus (1.67%). Occurrence of different genera that
do not belong to Lactic acid bacteria (LAB) suggests nonstringent selectivity of MRS agar plates, which confirms
to our previous observation [9]. At species level within
Lactobacillus species recovered on MRS agar, L. salivarius (21.44%) was the predominant one, followed by L.
agilis (12.62%), L. crispatus (11.21%), L. gasseri (10.07%),
L. ingluviei (6.77%), L. johnsonii (4.09%) and L. saerimneri (3.17%) as shown in Fig. 2. L. salivarius and L. agilis
were consistently predominant across all dilutions.
The result of alpha diversity analysis as measured by
observed OTUs metric showed that the alpha diversity
was similar among the 3 MRS groups, while T-ZERO

Fig. 1 Relative abundance of major bacterial genera recovered on
MRS plates from different dilutions. M-LOW, M-MEDIUM, and M-HIGH
represent bacterial population recovered on MRS from 102, 104, and
106 fold dilutions, respectively
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Fig. 2 Relative abundance of major Lactobacillus species recovered
on MRS plates from different dilutions. M-LOW, M-MEDIUM, and
M-HIGH represent bacterial population recovered on MRS from 102,
104, and 106 fold dilutions, respectively

group had significantly higher alpha diversity as compared to the 3 MRS dilution groups (p < 0.05) (Additional file 1: Figure S1). The result agrees with the
expectation, because only a subset of bacterial species
in the cecal samples can grow on MRS agar medium
while T-ZERO should capture all species that are represented in the extracted metagenomic DNA.

To investigate the effect of cell density in cecal samples
as determined by dilution levels on the relative abundance of different taxonomic groups, we performed
statistical analysis as summarized in Table 1. The relative abundance of all OTUs found in MRS groups were
also determined from the directly isolated DNA samples (T-ZERO) and included in the statistical analysis as
a reference for comparison. At the phylum level, there
was no significant difference in the relative abundance
of either Firmicutes or Proteobacteria across all 4 groups
(Table 1). Although there was no statistical significance,
the relative abundance of Firmicutes was consistently
higher in 3 MRS groups as compared to T-ZERO, which
is largely due to the enrichment of the dominant genus
Lactobacillus on MRS agar plates. At genus level, Turicibacter showed the clear trend of decreasing relative
abundance levels with increasing dilutions (11.8%, 3.1%,
1.9%, and 1.2% in T-ZERO, M-LOW, M-MEDIUM, and
M-HIGH, respectively). In case of Lactobacillus, similar decreasing trend was observed with increasing dilutions among MRS groups (81.2%, 77.8%, and 70.0% in
M-LOW, M-MEDIUM, and M-HIGH, respectively). On
the contrary, two genera Enterococcus and Pediococcus showed increasing levels of relative abundance as
the dilution increased. However, statistical difference
was observed only with Pediococcus across the different
groups (p < 0.05). Interestingly, no Pediococcus was found

Table 1 Summary of the relative abundance levels of different taxonomic groups
Level
Phylum

Taxa
Firmicutes
Proteobacteria

Genus

Lactic acid bacteria (LAB)
Lactobacillus
Enterococcus
Pediococcus
Streptococcus
Other than LAB
Bacillus
Turicibacter
Citrobacter
Other grouping
Non Lactobacillus
LAB other than Lactobacillus*
Other than LAB

Species

L. johnsonii
L. reuteri
L. salivarius
L. ultunensis

T-ZERO (%)

M-LOW (%)

M-MEDIUM (%)

M-HIGH (%)

(82.03 ± 7.52)a

(93.35 ± 3.82)a

(94.91 ± 3.97)a

(91.68 ± 5.84)a

(69.01 ± 6.15)a

(81.21 ± 4.48)a

(77.82 ± 5.27)a

(70.01 ± 5.07)a

(17.97 ± 7.52)a

(1.24 ± 1.24)b
b

(0.00 ± 0.00)

a

(0.00 ± 0.00)

(0.00 ± 0.00)a

(11.76 ± 1.72)
(1.69 ± 1.69)

(6.12 ± 3.33)a

(5.62 ± 2.31)ab
b

(0.00 ± 0.00)

a

(1.78 ± 1.22)

a
a

(0.59 ± 0.59)a

b

(3.11 ± 1.85)

a

(4.03 ± 3.40)

(5.09 ± 3.97)a

(12.11 ± 3.66)a

ab

(1.31 ± 0.67)

a

(0.49 ± 0.49)
(0.00 ± 0.00)a

b

(7.98 ± 5.85)a

16.37 ± 5.64)a
(3.50 ± 1.47)a
(0.66 ± 0.66)a

(0.00 ± 0.00)a

a

(1.16 ± 0.77)b

(1.93 ± 0.99)
(4.03 ± 4.03)

(6.74 ± 5.96)a

(30.99 ± 6.15)a
c

(18.79 ± 4.48)a

(22.18 ± 5.27)a

(29.99 ± 5.07)a

(29.74 ± 6.00)

a

b

b

(9.47 ± 5.76)b

(6.76 ± 1.77)

a

(1.24 ± 1.24)
b

(0.00 ± 0.00)

(16.38 ± 1.56)
b

(0.00 ± 0.00)

bc

(7.99 ± 2.98)

(10.80 ± 4.80)

a

b

(4.66 ± 1.44)

b

(1.70 ± 0.84)

ab

(18.85 ± 1.74)

ab

(0.64 ± 0.64)

ab

(13.91 ± 4.08)
(8.27 ± 3.90)

a

(4.56 ± 1.23)
b

(0.00 ± 0.00)

ab

21.66 ± 2.13)

a

(1.72 ± 0.87)

(20.52 ± 5.24)a

(3.12 ± 1.39)ab
(1.00 ± 1.00)b

(23.53 ± 3.19)a

(0.54 ± 0.54)ab

Values are presented in mean ± SEM (Standard Errors of Means). Different letters across each row show statistically significance at p < 0.05 (ANOVA, Student t test). L.
acidophilus only present on M-HIGH, absent in all other groups (0.33 ± 0.33) %. Other species didn’t show any significant differences among different groups

Adhikari and Kwon BMC Res Notes

(2020) 13:269

in both T-ZERO and M-LOW, while it increased to 1.3%
(M-MEDIUM) and 3.5% (M-HIGH) with higher dilutions. In addition to Pediococcus, other genera such as
Streptococcus and Bacillus also were not recovered from
T-ZERO, while recovered on MRS groups. When the
relative abundance of all LAB (Enterococcus, Pediococcus,
and Streptococcus) excluding genus Lactobacillus was
compared, it showed consistently increasing trends as the
dilution increased (p < 0.05). On the contrary, L. reuteri
present at 6.8% in T-ZERO was significantly lower or not
detected among MRS groups (< 0.05).
Discussion

Recent approaches attempting to characterize microbial
community in a high-throughput manner using bacterial
colonies recovered on various agar media have successfully isolated novel bacterial species and spore-formers
that have escaped detection by culture-independent
method alone [4, 7]. Multiple studies using culturomics
approach have successfully isolated numerous novel species, which remained previously uncultured members
[14–17]. On the contrary, studies in which the microbiota
profiles were compared between culture-dependent and
culture-independent approaches have reported that each
approach captured unique subsets of microorganism [5,
18]. These studies strongly suggest that the limitation of
16S rRNA gene profiling approach can be overcome at
least partially by the use of culture-enriched microbiota
profiling or culturomics approaches.
In the present study, we sought to evaluate the hypothesis that the relative abundance levels of bacterial taxa
in microbial communities as determined by 16S rRNA
gene profiling of culture-enriched bacteria change with
different levels of sample dilution. The hypothesis was
built on the followings: (1) there are a number of interaction mechanisms operating among the bacterial cells in
microbial community and (2) the assumption that the cell
density of the samples, which in turn changes the physical distance between the cells on solid medium when
plated, would influence those antagonistic interactions
during formation of colonies on solid media.
In the recent studies using culture-enriched microbiota profiling, the researchers used slightly different
procedures to recover the bacterial colonies to represent taxa that are recovered on a solid media in terms
of the dilution levels of the original samples. For example, Browne et al. [8] plated serial dilutions of the samples, and the lowest dilutions that allowed the growth
of distinct colonies on agar plates were used to collect
the colonies for microbiota profiling [8]. Rettedal et al.
combined multiple dilutions (2–3 consecutive dilutions) of the human fecal samples from each media
in equal proportions to better represent the bacteria
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capable of growing on each media, and cells were typically recovered from samples diluted 100,000- to
1,000,000-fold [5].
The results in this study demonstrated that the levels
of dilution of the chicken cecal samples plated on MRS
plates changed the resulting microbiota profiles in a
dilution level-dependent manner. The changes in many
taxa at genus and species levels were not random, but
they followed the patterns closely associated with the
level of dilution. There are multiple antagonistic mechanisms in microbial communities that govern interactions
among the members, including colicins, bacteriocins,
contact-dependent growth inhibition systems, and type
VI secretion systems [19]. Quorum sensing is also an
important mechanism influencing microbial community
in a cell density-dependent manner [20]. In case of Lactobacillus, the bacteria acidify their environment during
their metabolism and fermentation, restricting growth
of other bacteria in the surroundings [21]. One of the
clear trends observed was that the relative abundance
of the genus Lactobacillus decreased consistently as the
dilution increased, indicating the presence of concentration-dependent inhibition mechanism by Lactobacillus against non-Lactobacillus (Table 1). However, closer
examination at species level revealed that the responses
are species-dependent. The result in Table 1 shows that
the different Lactobacillus species displayed different patterns of relative abundance in relation to varying levels of
sample dilution. For example, unlike other Lactobacillus
species, L. reuteri was 6.7% in T-ZERO but was reduced
significantly in all MRS-dilution groups (p < 0.05). On the
contrary, L. johnsonii and L. ultunensis, which were not
detected in T-ZERO, became detectable in MRS-groups
at various levels. It was interesting to observe that some
other genera such as Pediococcus, Streptococcus, and
Bacillus were detected only in MRS groups, while undetected in T-ZERO.
Since the antagonistic action would be more effective in
a close physical distance, the colony growth on the plates
with the samples of high cell density would be altered by
the inhibition mechanisms. On the contrary, when the
samples are diluted to an appropriate level the inhibitory
effects would be reduced significantly or completely disappeared, leading to unhindered growth of all colonies.
This line of reasoning suggests that the microbiota profiles from the samples highly diluted would resemble the
profiles of the direct profiling more closely. However,
the result shown in Additional file 1: Figure S2 does not
support this hypothesis in a clear way. It might be possible that the samples in M-LOW ( 102-fold diluted) were
already diluted sufficiently to allow unhindered growth
of the colonies. Overall, the results of this study suggest
that dilution factors should be considered carefully for
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future studies using culture-enriched microbiota profiling approach.
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Limitations
This study was conducted in a small scale using only
MRS media as a model system. Therefore, it remains to
be tested if similar concentration-dependent changes of
culture-enriched microbiota profiles would happen when
different microbiota samples and culture conditions (e.g.
media and gas atmosphere) are used.

References
1. O’Toole PW, Marchesi JR, Hill C. Next-generation probiotics: the spectrum
from probiotics to live biotherapeutics. Nat Microbiol. 2017;2:17057.
2. Piewngam P, Zheng Y, Nguyen TH, Dickey SW, Joo H-S, Villaruz AE, Glose
KA, Fisher EL, Hunt RL, Li B, Chiou J, Pharkjaksu S, Khongthong S, Cheung
GYC, Kiratisin P, Otto M. Pathogen elimination by probiotic Bacillus via
signalling interference. Nature. 2018;562:532–7.
3. Clavel T, Lagkouvardos I, Stecher B. From complex gut communities to minimal microbiomes via cultivation. Curr Opin Microbiol.
2017;38:148–55.
4. Sommer MOA. Advancing gut microbiome research using cultivation.
Curr Opin Microbiol. 2015;27:127–32.
5. Rettedal EA, Gumpert H, Sommer MOA. Cultivation-based multiplex
phenotyping of human gut microbiota allows targeted recovery of previously uncultured bacteria. Nat Commun. 2014;5:4714.
6. Sibley CD, Grinwis ME, Field TR, Eshaghurshan CS, Faria MM, Dowd SE,
Parkins MD, Rabin HR, Surette MG. Culture enriched molecular profiling of
the cystic fibrosis airway microbiome. PLoS ONE. 2011;6:e22702.
7. Lau JT, Whelan FJ, Herath I, Lee CH, Collins SM, Bercik P, Surette MG.
Capturing the diversity of the human gut microbiota through cultureenriched molecular profiling. Genome Med. 2016;8:72.
8. Browne HP, Forster SC, Anonye BO, Kumar N, Neville BA, Stares MD,
Goulding D, Lawley TD. Culturing of “unculturable” human microbiota
reveals novel taxa and extensive sporulation. Nature. 2016;533:543–6.
9. Adhikari B, Kwon YM. Characterization of the Culturable Subpopulations
of Lactobacillus in the Chicken Intestinal Tract as a Resource for Probiotic
Development. Front Microbiol. 2017;8:1389.
10. Mandal RK, Jiang T, Al-Rubaye AA, Rhoads DD, Wideman RF, Zhao J,
Pevzner I, Kwon YM. An investigation into blood microbiota and its
potential association with Bacterial Chondronecrosis with Osteomyelitis
(BCO) in Broilers. Sci Rep. 2016;6:25882.
11. Navas-Molina JA, Peralta-Sánchez JM, González A, McMurdie PJ, VázquezBaeza Y, Xu Z, Ursell LK, Lauber C, Zhou H, Song SJ, Huntley J, Ackermann
GL, Berg-Lyons D, Holmes S, Caporaso JG, Knight R. Advancing our
understanding of the human microbiome using QIIME. Meth Enzymol.
2013;531:371–444.
12. O’Leary NA, Wright MW, Brister JR, Ciufo S, Haddad D, McVeigh R, Rajput
B, Robbertse B, Smith-White B, Ako-Adjei D, Astashyn A, Badretdin A, Bao
Y, Blinkova O, Brover V, Chetvernin V, Choi J, Cox E, Ermolaeva O, Farrell
CM, Goldfarb T, Gupta T, Haft D, Hatcher E, Hlavina W, Joardar VS, Kodali
VK, Li W, Maglott D, Masterson P, McGarvey KM, Murphy MR, O’Neill K,
Pujar S, Rangwala SH, Rausch D, Riddick LD, Schoch C, Shkeda A, Storz SS,
Sun H, Thibaud-Nissen F, Tolstoy I, Tully RE, Vatsan AR, Wallin C, Webb D,
Wu W, Landrum MJ, Kimchi A, Tatusova T, DiCuccio M, Kitts P, Murphy TD,
Pruitt KD. Reference sequence (RefSeq) database at NCBI: current status,
taxonomic expansion, and functional annotation. Nucleic Acids Res.
2016;44:D733–45.
13. Paulson JN, Stine OC, Bravo HC, Pop M. Differential abundance analysis
for microbial marker-gene surveys. Nat Methods. 2013;10:1200–2.
14. Bilen M, Dufour J-C, Lagier J-C, Cadoret F, Daoud Z, Dubourg G, Raoult
D. The contribution of culturomics to the repertoire of isolated human
bacterial and archaeal species. Microbiome. 2018;6:94.
15. Lagier J-C, Khelaifia S, Alou MT, Ndongo S, Dione N, Hugon P, Caputo
A, Cadoret F, Traore SI, Seck EH, Dubourg G, Durand G, Mourembou G,
Guilhot E, Togo A, Bellali S, Bachar D, Cassir N, Bittar F, Delerce J, Mailhe
M, Ricaboni D, Bilen M, Dangui Nieko NPM, Dia Badiane NM, Valles C,
Mouelhi D, Diop K, Million M, Musso D, Abrahão J, Azhar EI, Bibi F, Yasir
M, Diallo A, Sokhna C, Djossou F, Vitton V, Robert C, Rolain JM, La Scola
B, Fournier P-E, Levasseur A, Raoult D. Culture of previously uncultured
members of the human gut microbiota by culturomics. Nat Microbiol.
2016;1:16203.
16. Greub G. Culturomics: a new approach to study the human microbiome.
Clin Microbiol Infect. 2012;18:1157–9.
17. Ito T, Sekizuka T, Kishi N, Yamashita A, Kuroda M. Conventional culture
methods with commercially available media unveil the presence of novel
culturable bacteria. Gut Microbes. 2019;10:77–91.

Supplementary information
Supplementary information accompanies this paper at https://doi.
org/10.1186/s13104-020-05113-2.
Additional file 1: Figure S1. Alpha diversity of the different groups as
measured by observed OTUs. Bars with different letters represent statistically significant at p < 0.05. T-ZERO represent total bacterial populations
recovered directly from cecal contents whereas M-LOW, M-MEDIUM, and
M-HIGH represent bacterial population recovered on MRS from 102, 104,
and 106 fold dilutions respectively.
Additional file 2: Figure S2. PCoA plot showing the distances among
total bacteria (T-ZERO) and MRS-selected dilution groups (M-LOW,
M-MEDIUM, and M-HIGH) based on Weighted UniFrac distance metric. For
T-ZERO in this analysis, only the OTUs in T-ZERO that were also found in
MRS-dilution groups were used.
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