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ABSTRACT In this study, a young Cheddar curd was used to produce two types of
surface-ripened cheese, using two commercial smear-culture mixes of yeasts and
bacteria. Whole-metagenome shotgun sequencing was used to screen the microbial
population within the smear-culture mixes and on the cheese surface, with compari-
sons of microorganisms at both the species and the strain level. The use of two
smear mixes resulted in the development of distinct microbiotas on the surfaces of
the two test cheeses. In one case, most of the species inoculated on the cheese es-
tablished themselves successfully on the surface during ripening, while in the other,
some of the species inoculated were not detected during ripening and the most
dominant bacterial species, Glutamicibacter arilaitensis, was not a constituent of the
culture mix. Generally, yeast species, such as Debaryomyces hansenii and Geotrichum
candidum, were dominant during the first stage of ripening but were overtaken by
bacterial species, such as Brevibacterium linens and G. arilaitensis, in the later stages.
Using correlation analysis, it was possible to associate individual microorganisms
with volatile compounds detected by gas chromatography-mass spectrometry in the
cheese surface. Specifically, D. hansenii correlated with the production of alcohols
and carboxylic acids, G. arilaitensis with alcohols, carboxylic acids and ketones, and
B. linens and G. candidum with sulfur compounds. In addition, metagenomic se-
quencing was used to analyze the metabolic potential of the microbial populations
on the surfaces of the test cheeses, revealing a high relative abundance of metag-
enomic clusters associated with the modification of color, variation of pH, and flavor
development.

IMPORTANCE Fermented foods, in particular, surface-ripened cheese, represent a
model to explain the metabolic interactions which regulate microbial succession in
complex environments. This study explains the role of individual species in a hetero-
geneous microbial environment, i.e., the exterior of surface-ripened cheese. Through
whole-metagenome shotgun sequencing, it was possible to investigate the meta-
bolic potential of the resident microorganisms and show how variations in the mi-
crobial populations influence important aspects of cheese ripening, especially flavor
development. Overall, in addition to providing fundamental insights, this research
has considerable industrial relevance relating to the production of fermented food
with specific qualities.
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Recent studies involving both metabolomic and metagenomic analyses have begun
to address the relationship between the microbiota and biochemical pathways

during the fermentation process (1–4). It is clear that in fermented food, the metabolic
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interactions which regulate the composition of the microbial population influence the
taste, shelf life, and safety of the subsequent product (5). The ability to manipulate the
microbiota of fermented food represents an important avenue for the food industry for
developing new food products with precise characteristics.

Surface-ripened cheese (e.g., Münster, Tilsit, Livarot, Limburger, and Comté) is
characterized by the growth of a heterogeneous microbiota on the cheese surface, with
the consequent development of a strong flavor. The flavor and the appearance of these
types of cheese are related to the metabolic activities of bacteria and yeasts, which
comprise the smear consortium. Generally, the cheese is brined or surface salted, which
also influences the growth of surface microbiota. In some traditional procedures, young
cheese is smeared by transferring the smear from older cheese to a younger curd
(old-young technique) (6, 7). However, today, commercial mixtures of smear bacteria
and yeasts are more commonly used to produce a more standardized product.

So far, metagenomic sequencing represents a valid method to investigate the
microbial population on the exterior of surface-ripened cheese (4, 8–10). In studies of
complex microbial communities in fermented foods, such as kefir, the information
gained through whole-metagenome shotgun sequencing allowed the variations of the
microbial population and also the metabolic pathways involved in the fermentation
process to be monitored (1).

The aim of the current study was to investigate, at both the species and the strain
level, the succession of the microbial populations present on the rind of a surface-
ripened cheese produced with young Cheddar cheese curd as a base, using two
different commercial smear-culture mixes. Studies were performed over the course of
30 days of ripening to correlate volatile analysis with data generated through whole-
metagenome shotgun sequencing in order to understand how microbial composition
relates to flavor development. Moreover, metagenomic analysis allowed for the screen-
ing of metagenomic clusters during cheese ripening, showing the involvement of the
surface microbiota in a variety of biochemical processes.

RESULTS
Microbial compositions of the smear-culture mixes. Two smear-culture mixes, D4

and S5, were used for the cheese trials and contained, as outlined in the supplier
specification sheet, Brevibacterium linens, Debaryomyces hansenii, Cyberlindnera jadinii,
and Brevibacterium casei (for D4) or Staphylococcus xylosus, B. linens, D. hansenii,
Geotrichum candidum, and Glutamicibacter arilaitensis (previously classified as Arthro-
bacter arilaitensis) (for D5). Using metagenomic analysis, performed with Kaiju (11), the
relative abundances of the individual species within the mixes were determined (Fig. 1).
Overall, Kaiju was able to assign 81.7% � 1.5% of reads from the starter mix samples
to the species level. The proportion of assigned reads for each starter mixture sample
is presented in Fig. S1 in the supplemental material. B. casei (60.83%) and C. jadinii
(15%) were the most abundant bacterial and yeast species in D4, while B. linens and
D. hansenii were minor components in the smear-culture mix, with relative abundances
of 5.25% and 1.92%, respectively (Fig. 1; Table S1). In the S5 mix, G. arilaitensis (64.25%),
D. hansenii (14.56%), and G. candidum (11.83%) were the most abundant bacteria and
yeasts; S. xylosus (0.59%) and B. linens (3.52%) were present at lower relative abun-
dances. Other species, not specified by the suppliers, were identified at low relative
abundances in the smear-culture mixes D4 and S5 and are reported in Table S1.

Microbial compositions of the cheese surfaces. Two test cheeses, D4 and S5, were
prepared by smearing young Cheddar cheese curd with the two aforementioned
commercial smear-culture mixes and ripened for 30 days at 15°C. Kaiju was used to
determine the bacterial and yeast compositions of the cheese surfaces at days 0, 18, 24,
and 30 for both the control cheese (unsmeared and ripened under vacuum) and the
two test cheeses (11). Overall, Kaiju was able to assign 57.5% � 8.3% of reads from the
cheese samples to the species level. The proportions of assigned reads for each
cheese sample are presented in Fig. S2. Compositional data of the cheese surface were
analyzed by a one-way analysis of variance (ANOVA), designed with SAS 9.3, to
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determine the significant differences in the proportions of the individual species
present over time (12). The metagenomic sequences of the bacteria used as starter
cultures in the Cheddar cheese curd (Lactococcus lactis and Streptococcus thermophilus)
and as smearing cultures (B. linens, S. xylosus, and G. arilaitensis) were compared at the
strain level, using PanPhlAn, to determine the presence/absence of the inoculated
bacterial strains on the cheeses throughout ripening (13).

As expected, lactic acid bacteria dominated the surfaces of all samples at day 0, and
their relative abundances on the surface of the control cheese did not significantly
change throughout the 30 days of ripening (Fig. 2). L. lactis and S. thermophilus were
identified in all samples analyzed (D4, S5, and control) (Fig. 3). L. lactis was the dominant
species in the control, constituting 75.85% of the initial population at day 0 and
decreasing to 65.99% at day 30. S. thermophilus increased from 19.65% at day 0 to
28.21% at day 30, while the relative abundance of Lactobacillus (Lb.) helveticus was low
throughout the ripening period (2.12% at day 0 and 2.72% at day 30) (Table S2).
However, over the course of 30 days of ripening, the smearing processes clearly
influenced the microbial populations of the cheese surfaces of both test cheeses, D4
and S5, causing a significant reduction in the relative abundances of Lb. helveticus (P �

0.03) and L. lactis (P � 0.0001). From day 0 to day 18, the population on the surface of
D4 changed from predominately lactic acid bacteria to Debaryomyces hansenii and
Glutamicibacter arilaitensis (Fig. 2). Subsequently, over the course of ripening, the
relative abundance of D. hansenii significantly decreased (P � 0.0001) from 34.12% at
day 18 to 4.14% at day 30 (Table S2). In parallel, the relative abundance of G. arilaitensis
significantly increased (P � 0.0001) from 30.9% at day 18 to become the dominant
population on the cheese surface (73.75%) at day 30 (Table S2). Using PanPhlAn, it was
determined that the strain of G. arilaitensis detected on the cheese surface of D4 was
different from the G. arilaitensis strain used in the smear-culture mix inoculated onto
the surface of S5, confirming that the growth of this strain on D4 did not result from
cross contamination of the two cheeses during inoculation or ripening (Fig. S3 and S4).

FIG 1 Relative abundances of the species (percentages) which were indicated as being present by the supplier within the smear-culture
mixes D4 and S5 (results are from replicates of three analyses [DA, DB, DC and SA, SB, SC]).
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However, the G. arilaitensis strain detected on D4 did appear to be more closely related
to the strain on the control cheeses (Fig. S4). The secondary microbial population
(individually between 1% and 3% of the population) of the D4 surface was composed
of species not included in the initial smear-culture mix and included Arthrobacter sp.,
Corynebacterium variabile, Debaryomyces fabryi, G. candidum, Staphylococcus equorum,
and Staphylococcus saprophyticus (Table S2). In addition, some species present in the
initial smear-culture mix (C. jadinii and B. casei) were not detected during ripening,
while the inoculated B. linens strain was detected at only at a very low relative
abundance on the cheese surface of D4 throughout ripening (Table S2).

By comparison, the microbiota was more diverse in cheese S5 (Fig. 2; Table S2). On
the cheese surface of S5, the relative abundances of the lactobacilli decreased, while
that of B. linens increased significantly (P � 0.004) from day 18 to day 24, reaching
37.05% before decreasing, but not significantly, to 22.84% at day 30 (Table S2). The
strain detected was confirmed by PanPhlAn to be that inoculated within the S5 mix
(Fig. S3 and S4). The yeasts D. hansenii and G. candidum (components of the S5 mix)
were the most abundant populations on the cheese surface at day 18, comprising
21.2% and 37.54% of the microbiota, respectively, but their relative abundances
significantly decreased (P � 0.04) by day 24 to 9.57% and 17.6%, respectively, without
showing further significant reductions at day 30 (Table S2). S. xylosus, did not corre-
spond to the strain present in the S5 mix (Fig. S3 and S4) and was detected at 9.08%
at day 18 but did not change significantly throughout the ripening period (Table S2).

FIG 2 Relative abundances at the species level of the microbiotas on the surfaces of the control, D4, and S5 cheeses at days 0, 18,
24, and 30. Data shown are from the three replicate trials (A, B, and C).
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FIG 3 Volatile compounds detected in cheese by GC-MS and faceted heat map showing the variation of volatile compounds between the cheeses at
days 0, 18, 24, and 30. The gray tiles indicate when the volatile compounds were not detected. The linear retention index (LRI) was calculated and
compared with the reference linear retention index (REF) to confirm the identification. Values are the means of results from three replicates.
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In addition, a secondary microbial population, comprising D. fabryi (detected in the S5
mix) (Table S1) and Psychrobacter sp. (not detected in the S5 mix) (Table S1), developed
at low relative abundance (1 to 2%) on the surface of cheese S5 (Table S2) over the
course of the ripening period. However, some inoculated species were either not
detected (S. equorum) at any stage throughout ripening or detected at a very low
relative abundance (G. arilaitensis, ~0.44%) on the cheese surface during ripening
(Table S2).

Volatile compounds present on the cheese surface. Headspace solid-phase
microextraction (HS-SPME) gas chromatography-mass spectrometry (GC-MS) was used
to analyze the development of volatile compounds at days 0, 18, 24, and 30 of ripening
for both the control and test cheeses. In total, 53 volatile compounds that potentially
contributed to the flavor development were detected on the cheese surfaces. These
compounds are predicted to arise from a variety of substrates and consisted of 8
alcohols, 6 aldehydes, 10 carboxylic acids, 10 esters, 13 ketones, 2 S-thioesters, and 4
sulfur compounds (i.e., a total of 53 compounds) (Fig. 3). As expected, given the
microbial diversity on the surface, there was a greater variety and intensity of volatile
compounds detected than on the control cheese, on which only 23 of the aforemen-
tioned 53 compounds were detected (Fig. 3). In all cheeses, the levels of all volatile
compounds detected increased throughout the ripening period, apart from those of
2,3-butanediol, hexanal, heptanal, octanal, nonanal, 2,3-butanedione, and dimethylsul-
fone (Fig. 3).

Correlations between microbial taxa and volatile compounds. The correlation
analysis between the relative abundances of microbial species and the abundances of
volatile compounds detected on the cheese surface was performed using the Spear-
man correlation test, as described previously by Walsh et al. (1). From the results of the
metagenomic analysis (performed with Kaiju) and the volatile analysis, it was possible
to associate both yeasts and bacteria, at the species level, with specific volatile
compounds. Figure 4 demonstrates the degrees of correlation between the volatile
compounds and the organisms detected.

There was a strong correlation between B. linens and G. candidum and sulfur
compounds and 2-methyl-1-butanol. S. xylosus was correlated with sulfur compounds,
2-methyl-1-butanol, and some ethyl esters; Corynebacterium variablile was correlated
with ketones. D. hansenii was correlated with acids and alcohols, G. arilaitensis was
correlated with ketones, alcohols, and acids, and S. saprophyticus was correlated with
ketones, esters, acids, and alcohols (Fig. 4; Table 1).

Gene content of cheese surface microbiota. Using SUPER-FOCUS (https://edwards
.sdsu.edu/SUPERFOCUS) (14), whole-metagenome shotgun sequencing was used to
characterize the functional potential of the whole microbial community on the cheese
surfaces at different stages of ripening. Overall, SUPER-FOCUS was able to assign
62.5% � 10.9% of reads from the cheese samples to a function. The proportions of
assigned reads for each cheese sample are presented in Fig. S2. The functional clusters
analyzed were initially organized into three different levels, in relation to the specificity
of the metabolic pathways. Pathway data were analyzed to determine the significant
differences of the individual metabolic clusters by ANOVA, using SAS 9.3 (12), with the
selection of 16 specific functional clusters with relative abundances significantly higher
(P � 0.05) on the cheese surfaces of S5 and D4 than on that of the control (Fig. 5).

Color and pH variation. pH and color analyses were performed on the three cheese
types, and the resultant data were examined using a split-plot test, designed with SAS
9.3 (12). A significant interactive effect (P � 0.0001) between smear treatments and
ripening time was observed for pH. At days 18, 24, and 30, the pH was significantly
higher (P � 0.0001) on the surfaces of S5 and D4 than on that of the control. In addition,
the pH was significantly higher (P � 0.0001) on the surface of S5 than on that of D4
from day 18 onwards (Fig. S5).

A significant interactive effect (P � 0.0001) between time and smear treatments was
observed for L*, a*, and b* values. The L* value measures the visual lightness (as values
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increase from 0 to 100), the a* value measures the redness to greenness (positive to
negative values, respectively), and the b* value measures the yellowness to blueness
(positive to negative values, respectively). At days 18, 24, and 30, the a* value was
significantly higher (P � 0.0001) for the surfaces of S5 and D4 than for the surface of

FIG 4 Hierarchically clustered map showing the correlation between the relative abundances of the
microbial species and the levels of volatile compounds detected on the cheese surface. Clustering was
performed by using the hclust function in R. The color of each tile of the heat map indicates the level of
correlation for a given species-compound combination, as indicated by the color key.
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the control. At day 30, the a* value was also significantly higher (P � 0.02) on the
surface of D4 than on that of S5 (Fig. S6).

FAA and FFA analyses. Free amino acid (FAA) and free fatty acid (FFA) analyses
were performed on the three cheese types, and the experimental results were exam-
ined by one-way ANOVA, using SAS 9.3 (12). The concentrations of total FAAs on the

TABLE 1 List of strong positive correlationsa between the levels of volatile compounds
and the relative abundances of species on the cheese surface

Correlation species and compound Potential precursor R value

Debaryomyces hansenii
2-Methyl butanoic acid Isoleucine 0.81
3-Methyl-1-butanol Leucine 0.85
Octanoic acid Lipolysis 0.76
Hexanoic acid Lipolysis 0.81
2-Heptanol 2-Heptanone (fatty acid oxidation) 0.8

Glutamicibacter arilaitensis
2-Methyl butanoic acid Isoleucine 0.9
3-Methyl-1-butanol Leucine 0.86
3-Methyl butanoic acid Leucine 0.77
Phenylethyl alcohol Phenylalanine 0.83
3-Methyl-2-pentanone Fatty acid oxidation 0.89
2-Undecanone Fatty acid oxidation 0.82
5-Methyl-2-heptanone Fatty acid oxidation 0.78
2-Pentanone Fatty acid oxidation 0.77
2-Nonaone Fatty acid oxidation 0.76
2-Heptanol 2-Heptanone (fatty acid oxidation) 0.86

Geotrichum candidum
2-Methyl-1-butanol Isoleucine 0.76
Methanethiol Methionine 0.76
Dimethyldisulfide Methanethiol 0.79

Brevibacterium linens
2-Methyl-1-butanol Isoleucine 0.81
Methanethiol Methionine 0.82
Dimethyldisulfide Methanethiol 0.85
Dimethyltrisulfide Methanethiol 0.77

Staphylococcus xylosus
2-Methyl-1-butanol Isoleucine 0.77
Methanethiol Methionine 0.84
Dimethyldisulfide Methanethiol 0.95
Dimethyltrisulfide Methanethiol 0.86
Methylthio hexanoate Methanethiol � hexanoic acid 0.78
Ethyl hexanoate Ethanol � hexanoic acid 0.85
Ethyl octanoate Ethanol � octanoic acid 0.77

Staphylococcus saprophyticus
2-Methyl-butanoic acid Isoleucine 0.76
3-Methyl-1-butanol Leucine 0.77
Heptanoic acid Lipolysis 0.76
5-Methyl-2-heptanone Fatty acid oxidation 0.98
2-Undecanone Fatty acid oxidation 0.88
8-Nonen-2-one Fatty acid oxidation 0.87
3-Methyl-2-pentanone Fatty acid oxidation 0.77
2-Nonanol 2-Nonaone (fatty acid oxidation) 0.78
Isopentyl acetate 3-Methyl-1-butanol � acetic acid 0.87
Isopentyl butanoate 3-Methyl-1-butanol � butanoic acid 0.8
Isopentyl hexanoate 3-Methyl-1-butanol � hexanoic acid 0.8

Corynebacterium variabile
3-Octanone Fatty acid oxidation 0.99
2-Octanone Fatty acid oxidation 0.78
5-Methyl-2-heptanone Fatty acid oxidation 0.77

aCorrelations for which the P value was �0.001 (corrected for multiple comparisons using the Bonferroni
method) and the R value was �0.75.
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surfaces of S5 (15,158 � 1,683 �g · mg�1) and D4 (11,914 � 1,769 �g · mg�1) were
significantly higher (P � 0.05) than those on the control surface (6,605 � 819
�g · mg�1). In addition, the concentrations of some individual FAAs, such as tyrosine,
proline, and histidine, were significantly higher (P � 0.05) on the surface of S5 than on
the surfaces of D4 and the control (Fig. S7).

The concentrations of total FFAs on the surfaces of S5 (22,069 � 3,875 �g · mg�1)
and D4 (26,562 � 2,606 �g · mg�1) were significantly higher (P � 0.05) than on the
surface of the control (1,336 � 70 �g · mg�1). The concentrations of some individual
FFAs, such as C4:0, C8:0, C10:0, C12:0, C14:0, and C18:0, were significantly higher (P � 0.05)
on the surface of D4 than on that of S5 or the control (Fig. S7).

FIG 5 Averages and standard errors from the three replicate trials of the relative abundances of significantly different (P � 0.05) metagenomic clusters detected
with SUPER-FOCUS at days 0 (red), 18 (orange), 24 (green), and 30 (blue) for the surfaces of the control, D4, and S5 cheeses.
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DISCUSSION

In this study, the use of whole-metagenome shotgun sequencing facilitated the
study, at the species and the strain level, of microbial succession among smear
microorganisms (both bacteria and yeasts) on cheese surfaces and facilitated the
analysis of the metabolic potential of the whole microbial community at different
stages of ripening. Volatile flavor compounds were analyzed over time, using HS-SPME
GC-MS, and correlated with the microbial species that developed during ripening.

Cheddar cheese curd �24 h postmanufacture was inoculated with two different
smear-culture mixes and incubated at 15°C for 30 days. Unsmeared Cheddar cheese
curd, vacuum packed to prevent the growth of spoilage molds on the cheese surface,
was used as a control. This model was chosen to investigate microbial succession and
flavor development, as it had been shown in a previous study that yeasts and bacteria
establish themselves satisfactorily on the surface of young Cheddar cheese curd,
producing cheese with modified flavor and appearance (15).

On the cheese surfaces of S5 and D4, a very heterogeneous microbial consortium
developed during ripening, triggering an array of biochemical processes. Yeasts are
considered to be responsible for the deacidification of the cheese surface (observed on
S5 and D4) (Fig. S5) by the degradation of lactate (to CO2 and H2O) (16, 17), as well as
for the formation of alkaline metabolites (from metabolism of FAAs) (18) and the
secretion of growth factors (vitamins and amino acids) that support the growth of
bacteria (17, 19). As expected, in parallel with the growth of the yeasts, the relative
abundances of the metagenomic clusters related to lactate utilization and the biosyn-
thesis and uptake of biotin were greater for the cheese surfaces of D4 and S5 than for
that of the control (Fig. 5). During ripening, the surfaces of D4 and S5 were washed with
a 5% salt solution, causing hyperosmotic stress on the microbial population of the
cheese surface (20). This correlated with higher relative abundances of the metag-
enomic clusters related to osmotic-stress resistance and the metabolism of choline and
betaine (osmoprotectants) (21) for the washed cheeses than for the unwashed control
(Fig. 5).

The development of a red/orange color on the surface is an important characteristic
of many smear-ripened cheeses. This color development is usually derived through the
metabolism of carotenoids (22, 23), and correspondingly higher relative abundances of
metagenomic clusters involved in carotenoid biosynthesis were observed on the
surfaces of the cheeses S5 and D4 than on that of the control (Fig. 5).

Surface-ripened cheeses are also characterized by a strong flavor, which is driven by
the biochemical metabolism of the microbial consortium that develops on the cheese
surface over time. These are associated with proteolytic and lipolytic pathways, driving
the increase in the levels of FAAs and FFAs. These pathways, together with lactose and
citrate metabolism, are considered to be responsible for the main precursors of flavor
compounds in cheese. In the current study, the relative abundances of the metag-
enomic clusters associated with the proteolytic pathway and the metabolism of tria-
cylglycerols were higher for D4 and S5 than for the control, which was consistent with
FAA- and FFA-related data (Fig. S7). During ripening, the relative abundances of
metagenomic clusters directly related to the formation of volatile compounds, such as
carbohydrates, organic acids (including FFAs), and FAAs (except aromatic amino acids),
and of clusters indirectly related to the formation of volatile compounds, such as those
used in the tricarboxylic acid (TCA) cycle (important for �-ketoglutarate production),
were significantly higher (P � 0.05) for the surfaces of both the D4 and S5 cheeses
than for that of the control cheese (Fig. 5). Correspondingly, numerous volatile com-
pounds (alcohols, aldehydes, carboxylic acids, ketones, sulfur compounds, esters, and
S-thioesters) (Fig. 3) were produced on the surfaces of cheeses S5 and/or D4, conferring
an intense flavor to them.

During ripening, on the cheese surfaces of S5 and D4, a microbial succession
involving various inoculated, and indeed some noninoculated, microorganisms was
apparent. Consistently with other studies, specific smear strains, added as adjunct
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cultures to the milk or to the exterior of surface-ripened cheese during manufacture,
have not been detected at the end of ripening (24–28). In this study, the species
detected on the cheese surface by metagenomic analysis did not fully correspond with
the components of the smear-culture mixes. Different contaminant populations devel-
oped on the surfaces of both test cheeses, especially on that of D4, probably due to the
different interactions and competition between the cultures of the two mixes (Fig. 2;
Table S2).

D. hansenii was part of the inoculum used for both S5’s and D4’s surface. D. hansenii
is a component of the surface microbiota of many surface-ripened cheeses and is very
tolerant to high-salt and low-pH conditions (16, 29). Presumably due to these charac-
teristics, D. hansenii was present at a high relative abundance in both test cheeses,
mainly in the early stage of ripening (at day 18), and then decreased gradually in the
later stages (days 24 and 30) (Table S2). Volatile compounds significantly (P � 0.001)
associated with D. hansenii were mainly alcohols and carboxylic acids (Fig. 4; Table 1).
The biosynthesis of branched-chain alcohols and carboxylic acids from FAA metabolism
and the biosynthesis of medium-to-long carboxylic acids from FFA metabolism are
processes attributed mainly to yeast and mold metabolism, including that of D. hansenii
(30–35).

On cheese D4, the relative reduction of D. hansenii with time corresponded to an
increase in the number of Gram-positive bacteria. G. arilaitensis, a component of S5’s
mix, did not grow on the cheese surface of S5 and, though it was not inoculated as part
of the culture mix, was the dominant bacterium on the surface of D4 (Fig. 2; Table S2).
Through the use of PanPhlAn, which uses metagenomic data to achieve strain-level
microbial profiling resolution, we have demonstrated that the G. arilaitensis strain
present on D4 was not the same strain as inoculated onto S5 (Fig. S3 and S4). The
inability of the inoculated G. arilaitensis strain to grow on the S5 cheese is most likely
due to the different interactions within the microbiota on the cheese surface. Other
studies on the microbial composition of the surface of Limburger cheese observed that
G. arilaitensis behaved in a similar manner, showing high relative abundance when it
was coinoculated only with D. hansenii but showing low relative abundance when
combined with both D. hansenii and G. candidum (17). That G. arilaitensis contributes to
cheese flavor has been shown previously in model cheese media (36) (producing
alcohols and especially ketones) and in the current study, where it was significantly (P �

0.001) associated with 3-methyl-1-butanol and phenylethyl alcohol, branched carbox-
ylic acids (from FAA metabolism), 2-heptanol, and ketones (from FFA metabolism)
(Fig. 4; Table 1). In addition, a genomic study showed numerous genes encoding
protein degradation and fatty acid oxidation in G. arilaitensis (37).

On the cheese surface of S5, G. candidum was coinoculated with D. hansenii and
established itself to become the most abundant yeast population by day 18. The
successful cohabitation of G. candidum and D. hansenii may be explained by the fact
that they do not compete for energy sources in the same way in cheese. D. hansenii
uses lactate or the limited amount of lactose present in the cheese postmanufacture
(0.8 to 1%), while G. candidum preferentially uses only lactate (21, 38). During ripening,
sulfur compounds were significantly (P � 0.001) associated with G. candidum (Fig. 4;
Table 1), which is in agreement with other studies which have shown that G. candidum
is able to catabolize methionine in a one-step degradation, with the biosynthesis of
sulfur compounds (34, 39, 40).

The production of sulfur compounds is an important characteristic of many surface-
ripened cheese, and B. linens is considered one of the main species responsible for the
development of the strong flavor of many surface-ripened cheeses through the bio-
synthesis of sulfur compounds derived from methanethiol. In this study, B. linens was
present at relatively low abundances in the original culture mixes (5.26% and 3.53% for
D4 and S5, respectively) (Table S1). However, although it was detected at a very low
relative abundance on the cheese surface of D4, it was one the most dominant bacteria
detected on S5 (37.05% at day 24) (Table S2). While this may be due to interstrain
differences, it is most likely due to the different interactions within the microbiotas of
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S5 and D4. Studies have shown that B. linens does not always establish itself on the
cheese surface during ripening, even if it is present in the initial culture mix (25–27, 41,
42). However, in previous studies, G. candidum has been shown to stimulate the growth
of B. linens in coculture (43), suggesting the hypothesis that in S5, G. candidum, present
at high relative abundance, might have produced growth factors that supported the
growth of B. linens but that in D4, it was out-competed by G. arilaitensis, which
established itself very quickly on the surface of S5 and made up 75% of the microbiota
at the end of ripening. B. linens was significantly (P � 0.001) associated with methane-
thiol and its derivatives (dimethyldisulfide and dimethyltrisulfide) (Fig. 4; Table 1),
which likely originated from the one-step degradation of methionine (30, 36, 44, 45).

Other species, while present at lower relative abundances on the cheese surfaces of
S5 and D4, were also responsible for the biosynthesis of some volatile compounds. A
strain of S. xylosus different from the one within the smear-culture mix of S5 (Fig. S4)
was detected during ripening only at 10.83 to 13.36% of its relative abundance on the
cheese surface of S5 (Table S2). This is most likely due to competition for nutrients
within the microbiota, as suggested by Mounier et al. (38). Members of the genus
Staphylococcus can establish themselves on surface-ripened cheese in the early stages
of ripening but are regularly overtaken by other bacteria at the later stages (26, 46, 47).

In this study, specific species detected in low relative abundances in S5, such as
S. xylosus (9.08 to 13.36%), and in D4, such as S. saprophyticus (1.06 to 2.69%) and C.
variable (2.04 to 2.08%) (Table S2), were significantly (P � 0.001) associated with a range
of flavor compounds important in surface-ripened cheese (Fig. 4; Table 1), and inter-
estingly, while S. xylosus has previously been shown to produce sulfur compounds only
in fermented meat (48, 49), in this study, it was correlated with specific sulfur com-
pounds in cheese. These data suggest that some smear bacteria, though present at
relatively low abundances in cheese, are likely contributors to the release of FFAs and
to their degradation due to their esterase activity and, hence, that they contribute to
the aroma and flavor in the final cheese product (50, 51).

In the study reported here, whole-metagenome shotgun sequencing was employed
as a novel method for the analysis of a fermented product with a complex microbiota.
Metagenomic analysis was an efficient tool to understand the variations of the micro-
bial population of the cheese surface over time and the related metabolic potential.
Moreover, the association between the volatile compounds and the species represents
a novel system for studying flavor development in cheese. In conclusion, the approach
used in this study enabled us to determine the microbial succession during ripening
and also to begin to unravel the contributions of the various components of the surface
microbiota when present within a complex microbial environment. The method pro-
posed in this study can be adopted in industry to control the microbiotas of fermented
food, resulting in the production of food products with specific flavor characteristics.

MATERIALS AND METHODS
Smearing of cheese blocks. A block of commercial Cheddar cheese �24 h after manufacture was

aseptically cut into smaller blocks (~8 by 6.5 by 30 cm) and washed with smearing solutions, as described
in our previous study (15). Two commercial smear-culture mixes comprising G. candidum, D. hansenii,
B. linens, G. arilaitensis, and S. xylosus (S5 mix) (Sacco, Cadorago, Italy) and D. hansenii, C. jadinii, B. casei,
and B. linens (D4 mix) (DuPont Danisco, Beaminster, Dorset, United Kingdom) were used to inoculate the
surfaces of the cheese curds. The blocks of cheese were washed with the smearing solutions and placed
in sterile racks inside sterile plastic bags (Südpack Verpackungen, Ochsenhausen, Germany), as previously
described (15). The cheese was ripened for 30 days at 15°C, with a relative humidity of ~97%. At days 7,
10, and 15 of ripening, the cheese blocks were brushed with a sterile sponge that had been soaked in
a sterile brine solution (5% NaCl) to uniformly spread the smear microbiota on the cheese surface. As a
control, unsmeared cheese blocks were vacuum packed in sterile bags and incubated at 15°C, as with the
test cheeses.

Sampling cheese. Three replicate cheese trials were performed at different times during Cheddar
cheese making season. All data presented are the results of the analysis performed on samples taken
from the cheese surface (at a depth of ~0.5 cm). All analyses were performed in triplicate.

pH measurement. The pH level was measured on days 0, 18, 24, and 30 using a standard pH meter
(MP220; Mettler-Toledo, Schwerzenbach, Switzerland) (52). The data were analyzed by one-way analysis
of variance (ANOVA) using SAS 9.3 (12).
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Determination of color. At days 0, 18, 24, and 30 of ripening, the color was measured on the cheese
surface at room temperature, using a Minolta CR-300 colorimeter (Minolta Camera, Osaka, Japan). The
instrument was calibrated on white tile, and the color of the cheese surface was measured using L*, a*,
and b* values. The L* value measures the visual lightness (as values increase from 0 to 100), the a* value
measures the redness to greenness (positive to negative values, respectively), and the b* value measures
the yellowness to blueness (positive to negative values, respectively).

Total DNA extraction from the cheese surface. The total DNA was extracted from the smear culture
mixes and the cheese samples using the PowerSoil DNA isolation kit as described in the manufacturer’s
protocol (Cambio, Cambridge, United Kingdom). For the DNA extraction from the cheese surface, at days
0, 18, 24, and 30, a pretreatment step was included as follows. Samples were removed from different
parts of the cheese block and pooled to give a representative sample of 5 g. The cheese was placed in
a stomacher bag with 50 ml of 2% trisodium citrate and homogenized using a masticator mixer (IUL SA,
Barcelona, Spain) for 5 min.

Fifteen milliliters of the smear-culture mix, or the cheese solution, was placed into sterile Falcon tubes
and centrifuged for 30 min at 4,500 � g. After centrifugation, the supernatant was discarded and the
pellet was placed in a 2-ml Eppendorf tube. The pellet was washed several times with sterile phosphate-
buffered saline (PBS) by centrifuging it at 14,500 � g for 1 min, until the supernatant was completely
clear. The pellet was then added to PowerBead tubes (Cambio, Cambridge, United Kingdom) provided
with the kit as described in the protocol and homogenized by shaking on the TissueLyser II (Qiagen, West
Sussex, United Kingdom) at 20 Hz for 10 min. The DNA was then purified according to the protocol of
the standard PowerSoil DNA isolation kit (Cambio, Cambridge, United Kingdom).

Total DNA was initially qualified and quantified by gel electrophoresis and the NanoDrop 1000
(Bio-Sciences, Dublin, Ireland) before more-accurate quantification with the Qubit high-sensitivity DNA
assay (Bio-Sciences, Dublin, Ireland).

Whole-metagenome shotgun sequencing. Whole-metagenome shotgun libraries were prepared in
accordance with the Nextera XT DNA library preparation guide from Illumina (53). Libraries for the starter
mixture samples were sequenced on the Illumina MiSeq with a 2� 300-bp cycle v3 kit. Libraries for the
cheese samples were sequenced on the Illumina NextSeq 500 with a v2 NextSeq 500/550 high-output
reagent kit (300 cycles). All sequencing was done in the Teagasc sequencing facility in accordance with
standard Illumina sequencing protocols.

Bioinformatic analysis. Raw whole-metagenome shotgun sequencing reads were processed on the
basis of quality and quantity using a combination of Picard tools (https://github.com/broadinstitute/
picard) and SAMtools (54). Processing of raw sequence data produced a total of 3,214,480 � 841,719
filtered reads for samples sequenced on the MiSeq and 19,210,475 � 12,478,696 filtered reads for
samples sequenced on the NextSeq. The metagenomic binning tool Kaiju (11) was used to determine the
species-level microbial compositions of samples. The NCBI nonredundant protein database (55) was
used with Kaiju. PanPhlAn (13) was used for strain-level analysis of species of interest. PanPhlAn works
by aligning sequencing reads against a species pangenome database, built from reference genomes, to
identify the gene families present in strains from metagenomic samples. The reference genomes
included for each pangenome database are outlined in Table S3. SUPER-FOCUS (14) was used to
characterize the microbial metabolic potential of samples. SUPER-FOCUS measures the abundances of
subsystems, or groups of proteins with shared functionality, by aligning sequencing reads against a
reduced SEED (56) database.

Free amino acid analysis. FAA analysis was performed at the end of the ripening (day 30) on the
soluble N extracts using a JEOL JLC-500V AA analyzer fitted with a JEOL Na� high-performance
cation-exchange column (JEOL, Garden City, Herts, United Kingdom) (57). The chromatographic analyses
were conducted at pH 2.2. Results are expressed as micrograms per milligram of cheese.

Free fatty acid analysis. FFA extractions were performed at the end of the ripening (day 30)
according to the method outlined by De Jong and Badings (58). The FFA extracts were derivatized as
methyl esters as described by Mannion et al. (59). Fatty acid methyl ester extracts were analyzed using
a Varian CP3800 gas chromatograph (Aquilant, Dublin, Ireland) with a CP84000 autosampler and flame
ionization detector and a Varian, Inc., 1079 injector (Aquilant, Dublin, Ireland). Results are expressed as
micrograms per milligram of cheese.

Volatile analysis. The volatile compounds were analyzed at days 0, 18, 24, and 30. The surface of the
cheese was removed, wrapped in foil, and stored vacuum packed at �20°C until analysis. Before analysis,
the samples were defrosted and grated, and 4 g of the cheese surface was used. Analysis was carried out
as outlined by Bertuzzi et al. (15).

Statistical analysis. Statistical analysis was done with SAS 9.3 (12) and R-3.2.2 (60). The R packages
ggplot2 and pheatmap were used for data visualization. The vegan package was used to calculate the
Bray-Curtis dissimilarity between samples, while the Hmisc package was used for correlation analysis.

Accession number(s). Sequencing reads have been deposited in the European Nucleotide Archive
under the project accession number PRJEB15423.

SUPPLEMENTAL MATERIAL
Supplemental material for this article may be found at https://doi.org/10.1128/

mSystems.00211-17.
FIG S1, TIF file, 0.1 MB.
FIG S2, TIF file, 0.5 MB.
FIG S3, TIF file, 2.1 MB.
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18. Zikánová B, Kuthan M, Řičicová M, Forstová J, Palková Z. 2002. Amino
acids control ammonia pulses in yeast colonies. Biochem Biophys Res
Commun 294:962–967. https://doi.org/10.1016/S0006-291X(02)00589-2.

19. Corsetti A, Rossi J, Gobbetti M. 2001. Interactions between yeasts and
bacteria in the smear surface-ripened cheeses. Int J Food Microbiol
69:1–10. https://doi.org/10.1016/S0168-1605(01)00567-0.

20. Hickey CD, Fallico V, Wilkinson MG, Sheehan JJ. 2018. Redefining the
effect of salt on thermophilic starter cell viability, culturability and
metabolic activity in cheese. Food Microbiol 69:219 –231. https://doi.org/
10.1016/j.fm.2017.08.015.

21. Monnet C, Landaud S, Bonnarme P, Swennen D. 2015. Growth and
adaptation of microorganisms on the cheese surface. FEMS Microbiol
Lett 362:1–9. https://doi.org/10.1093/femsle/fnu025.

22. Krubasik P, Sandmann G. 2000. A carotenogenic gene cluster from
Brevibacterium linens with novel lycopene cyclase genes involved in the
synthesis of aromatic carotenoids. Mol Gen Genet 263:423– 432. https://
doi.org/10.1007/s004380051186.

23. Mounier J, Irlinger F, Leclercq-Perlat MN, Sarthou AS, Spinnler HE,
Fitzgerald GF, Cogan TM. 2006. Growth and colour development of
some surface ripening bacteria with Debaryomyces hansenii on aseptic
cheese curd. J Dairy Res 73:441– 448. https://doi.org/10.1017/S002202
9906001919.

24. Feurer C, Vallaeys T, Corrieu G, Irlinger F. 2004. Does smearing inoculum
reflect the bacterial composition of the smear at the end of the ripening
of a French soft, red-smear cheese? J Dairy Sci 87:3189 –3197. https://
doi.org/10.3168/jds.S0022-0302(04)73454-2.

25. Goerges S, Mounier J, Rea MC, Gelsomino R, Heise V, Beduhn R, Cogan
TM, Vancanneyt M, Scherer S. 2008. Commercial ripening starter micro-
organisms inoculated into cheese milk do not successfully establish
themselves in the resident microbial ripening consortia of a South
German red smear cheese. Appl Environ Microbiol 74:2210 –2217.
https://doi.org/10.1128/AEM.01663-07.

26. Rea MC, Görges S, Gelsomino R, Brennan NM, Mounier J, Vancanneyt M,
Scherer S, Swings J, Cogan TM. 2007. Stability of the biodiversity of the
surface consortia of Gubbeen, a red-smear Cheese. J Dairy Sci 90:
2200 –2210. https://doi.org/10.3168/jds.2006-377.

27. Larpin-Laborde S, Imran M, Bonaïti C, Bora N, Gelsomino R, Goerges S,
Irlinger F, Goodfellow M, Ward AC, Vancanneyt M, Swings J, Scherer S,
Guéguen M, Desmasures N. 2011. Surface microbial consortia from

Bertuzzi et al.

January/February 2018 Volume 3 Issue 1 e00211-17 msystems.asm.org 14

https://doi.org/10.1128/mSystems.00052-16
https://doi.org/10.1128/mSystems.00052-16
https://doi.org/10.1371/journal.pone.0124360
https://doi.org/10.1371/journal.pone.0124360
https://doi.org/10.1016/j.cell.2015.02.034
https://doi.org/10.1016/j.cell.2015.02.034
https://doi.org/10.1016/j.cell.2014.05.041
https://doi.org/10.1016/j.cell.2014.05.041
https://doi.org/10.1016/j.ijfoodmicro.2014.02.019
https://doi.org/10.1016/j.ijfoodmicro.2014.02.019
https://doi.org/10.1016/B978-0-12-417012-4.00038-7
https://doi.org/10.1016/B978-0-12-417012-4.00038-7
https://doi.org/10.1007/978-3-319-10464-5_1
https://doi.org/10.1128/AEM.00918-12
https://doi.org/10.3168/jds.2014-8225
https://doi.org/10.3168/jds.2014-8225
https://doi.org/10.1128/AEM.00934-13
https://doi.org/10.1038/ncomms11257
https://doi.org/10.1038/ncomms11257
https://doi.org/10.1038/nmeth.3802
https://doi.org/10.1093/bioinformatics/btv584
https://doi.org/10.1016/j.idairyj.2017.04.001
https://doi.org/10.1016/j.idairyj.2017.04.001
https://doi.org/10.1016/S0168-1605(03)00252-6
https://doi.org/10.1016/S0168-1605(03)00252-6
https://doi.org/10.1007/978-3-319-10464-5_6
https://doi.org/10.1007/978-3-319-10464-5_6
https://doi.org/10.1016/S0006-291X(02)00589-2
https://doi.org/10.1016/S0168-1605(01)00567-0
https://doi.org/10.1016/j.fm.2017.08.015
https://doi.org/10.1016/j.fm.2017.08.015
https://doi.org/10.1093/femsle/fnu025
https://doi.org/10.1007/s004380051186
https://doi.org/10.1007/s004380051186
https://doi.org/10.1017/S0022029906001919
https://doi.org/10.1017/S0022029906001919
https://doi.org/10.3168/jds.S0022-0302(04)73454-2
https://doi.org/10.3168/jds.S0022-0302(04)73454-2
https://doi.org/10.1128/AEM.01663-07
https://doi.org/10.3168/jds.2006-377
msystems.asm.org


Livarot, a French smear-ripened cheese. Can J Microbiol 57:651– 660.
https://doi.org/10.1139/w11-050.

28. Gori K, Ryssel M, Arneborg N, Jespersen L. 2013. Isolation and identifi-
cation of the microbiota of Danish farmhouse and industrially produced
surface-ripened cheeses. Microb Ecol 65:602– 615. https://doi.org/10
.1007/s00248-012-0138-3.

29. Cholet O, Hénaut A, Casaregola S, Bonnarme P. 2007. Gene expression
and biochemical analysis of cheese-ripening yeasts: focus on catabolism
of L-methionine, lactate, and lactose. Appl Environ Microbiol 73:
2561–2570. https://doi.org/10.1128/AEM.02720-06.

30. Yvon M, Rijnen L. 2001. Cheese flavour formation by amino acid catab-
olism. Int Dairy J 11:185–201. https://doi.org/10.1016/S0958-6946(01)
00049-8.

31. Collins YF, McSweeney PLH, Wilkinson MG. 2003. Lipolysis and free fatty
acid catabolism in cheese: a review of current knowledge. Int Dairy J
13:841– 866. https://doi.org/10.1016/S0958-6946(03)00109-2.

32. Leclercq-Perlat MN, Corrieu G, Spinnler HE. 2004. Comparison of volatile
compounds produced in model cheese medium deacidified by Debaryo-
myces hansenii or Kluyveromyces marxianus. J Dairy Sci 87:1545–1550.
https://doi.org/10.3168/jds.S0022-0302(04)73306-8.

33. Gori K, Sørensen LM, Petersen MA, Jespersen L, Arneborg N. 2012.
Debaryomyces hansenii strains differ in their production of flavor com-
pounds in a cheese�surface model. Microbiologyopen 1:161–168. https://
doi.org/10.1002/mbo3.11.

34. Arfi K, Spinnler HE, Tache R, Bonnarme P. 2002. Production of volatile
compounds by cheese-ripening yeasts: requirement for a methanethiol
donor for S-methyl thioacetate synthesis by Kluyveromyces lactis. Appl
Microbiol Biotechnol 58:503–510. https://doi.org/10.1007/s00253-001
-0925-0.

35. Martin N, Berger C, Le Du C, Spinnler HE. 2001. Aroma compound
production in cheese curd by coculturing with selected yeast and
bacteria. J Dairy Sci 84:2125–2135. https://doi.org/10.3168/jds.S0022
-0302(01)74657-7.

36. Deetae P, Bonnarme P, Spinnler HE, Helinck S. 2007. Production of
volatile aroma compounds by bacterial strains isolated from different
surface-ripened French cheeses. Appl Microbiol Biotechnol 76:
1161–1171. https://doi.org/10.1007/s00253-007-1095-5.

37. Monnet C, Loux V, Gibrat JF, Spinnler E, Barbe V, Vacherie B, Gavory F,
Gourbeyre E, Siguier P, Chandler M, Elleuch R, Irlinger F, Vallaeys T. 2010.
The Arthrobacter arilaitensis Re117 genome sequence reveals its genetic
adaptation to the surface of cheese. PLoS One 5:e15489. https://doi.org/
10.1371/journal.pone.0015489.

38. Mounier J, Monnet C, Vallaeys T, Arditi R, Sarthou AS, Hélias A, Irlinger F.
2008. Microbial interactions within a cheese microbial community. Appl
Environ Microbiol 74:172–181. https://doi.org/10.1128/AEM.01338-07.

39. Boutrou R, Guéguen M. 2005. Interests in Geotrichum candidum for
cheese technology. Int J Food Microbiol 102:1–20. https://doi.org/10
.1016/j.ijfoodmicro.2004.12.028.

40. Jollivet N, Chataud J, Vayssier Y, Bensoussan M, Belin J-M. 1994. Produc-
tion of volatile compounds in model milk and cheese media by eight
strains of Geotrichum candidum. J Dairy Res 61:241–248. https://doi.org/
10.1017/S0022029900028259.

41. Brennan NM, Ward AC, Beresford TP, Fox PF, Goodfellow M, Cogan TM.
2002. Biodiversity of the bacterial flora on the surface of a smear cheese.
Appl Environ Microbiol 68:820 – 830. https://doi.org/10.1128/AEM.68.2
.820-830.2002.

42. Mounier J, Gelsomino R, Goerges S, Vancanneyt M, Vandemeulebroecke
K, Hoste B, Scherer S, Swings J, Fitzgerald GF, Cogan TM. 2005. Surface
microflora of four smear-ripened cheeses. Appl Environ Microbiol 71:
6489 – 6500. https://doi.org/10.1128/AEM.71.11.6489-6500.2005.

43. Lecocq J, Gueguen M. 1994. Effects of pH and sodium chloride on the
interactions between Geotrichum candidum and Brevibacterium linens. J
Dairy Sci 77:2890 –2899. https://doi.org/10.3168/jds.S0022-0302(94)
77229-5.

44. Rattray FP, Fox PF. 1999. Aspects of enzymology and biochemical prop-
erties of Brevibacterium linens relevant to cheese ripening: a review. J
Dairy Sci 82:891–909. https://doi.org/10.3168/jds.S0022-0302(99)
75308-7.

45. Jollivet N, Bézenger M-C, Vayssier Y, Belin J-M. 1992. Production of

volatile compounds in liquid cultures by six strains of coryneform bac-
teria. Appl Microbiol Biotechnol 36:790 –794. https://doi.org/10.1007/
BF00172196.

46. Irlinger F, Morvan A, El Solh N, Bergere JL. 1997. Taxonomic character-
ization of coagulase-negative staphylococci in ripening flora from tradi-
tional French cheeses. Syst Appl Microbiol 20:319 –328. https://doi.org/
10.1016/S0723-2020(97)80079-3.

47. Mounier J, Goerges S, Gelsomino R, Vancanneyt M, Vandemeulebroecke
K, Hoste B, Brennan NM, Scherer S, Swings J, Fitzgerald GF, Cogan TM.
2006. Sources of the adventitious microflora of a smear�ripened cheese.
J Appl Microbiol 101:668 – 681. https://doi.org/10.1111/j.1365-2672.2006
.02922.x.

48. Stahnke LH. 1999. Volatiles produced by Staphylococcus xylosus and
Staphylococcus carnosus during growth in sausage minces. Part I. Col-
lection and identification. LWT Food Sci Technol 32:357–364. https://doi
.org/10.1006/fstl.1999.0559.

49. Tjener K, Stahnke LH, Andersen L, Martinussen J. 2004. The pH-unrelated
influence of salt, temperature and manganese on aroma formation by
Staphylococcus xylosus and Staphylococcus carnosus in a fermented meat
model system. Int J Food Microbiol 97:31– 42. https://doi.org/10.1016/j
.ijfoodmicro.2004.04.007.

50. Curtin AC, Gobbetti M, McSweeney PLH. 2002. Peptidolytic, esterolytic
and amino acid catabolic activities of selected bacterial strains from the
surface of smear cheese. Int J Food Microbiol 76:231–240. https://doi
.org/10.1016/S0168-1605(02)00015-6.

51. Casaburi A, Villani F, Toldrá F, Sanz Y. 2006. Protease and esterase
activity of staphylococci. Int J Food Microbiol 112:223–229. https://doi
.org/10.1016/j.ijfoodmicro.2006.04.008.

52. British Standards Institution. 1976. Chemical analysis of cheese. Deter-
mination of pH value. BS 770. Part 5. British standard. British Standards
Institution, London, United Kingdom. https://www.bsigroup.com.

53. Clooney AG, Fouhy F, Sleator RD, O’ Driscoll A, Stanton C, Cotter PD,
Claesson MJ. 2016. Comparing apples and oranges? Next generation
sequencing and its impact on microbiome analysis. PLoS One 11:
e0148028. https://doi.org/10.1371/journal.pone.0148028.

54. Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, Marth G,
Abecasis G, Durbin R, 1000 Genome Project Data Processing Subgroup.
2009. The sequence alignment/map format and SAMtools. Bioinformat-
ics 25:2078 –2079. https://doi.org/10.1093/bioinformatics/btp352.

55. Pruitt KD, Tatusova T, Maglott DR. 2007. NCBI reference sequences
(RefSeq): a curated non-redundant sequence database of genomes,
transcripts and proteins. Nucleic Acids Res 35:D61–D65. https://doi.org/
10.1093/nar/gkl842.

56. Overbeek R, Begley T, Butler RM, Choudhuri JV, Chuang HY, Cohoon M,
de Crécy-Lagard V, Diaz N, Disz T, Edwards R, Fonstein M, Frank ED,
Gerdes S, Glass EM, Goesmann A, Hanson A, Iwata-Reuyl D, Jensen R,
Jamshidi N, Krause L, Kubal M, Larsen N, Linke B, McHardy AC, Meyer F,
Neuweger H, Olsen G, Olson R, Osterman A, Portnoy V, Pusch GD,
Rodionov DA, Rückert C, Steiner J, Stevens R, Thiele I, Vassieva O, Ye Y,
Zagnitko O, Vonstein V. 2005. The subsystems approach to genome
annotation and its use in the project to annotate 1000 genomes. Nucleic
Acids Res 33:5691–5702. https://doi.org/10.1093/nar/gki866.

57. McDermott A, Visentin G, De Marchi M, Berry DP, Fenelon MA, O’Connor
PM, Kenny OA, McParland S. 2016. Prediction of individual milk proteins
including free amino acids in bovine milk using mid-infrared spectros-
copy and their correlations with milk processing characteristics. J Dairy
Sci 99:3171–3182. https://doi.org/10.3168/jds.2015-9747.

58. De Jong C, Badings HT. 1990. Determination of free fatty acids in milk
and cheese procedures for extraction, clean up, and capillary gas chro-
matographic analysis. J High Resolut Chromatogr 13:94 –98. https://doi
.org/10.1002/jhrc.1240130204.

59. Mannion DT, Furey A, Kilcawley KN. 2016. Comparison and validation of
2 analytical methods for the determination of free fatty acids in dairy
products by gas chromatography with flame ionization detection. J
Dairy Sci 99:5047–5063. https://doi.org/10.3168/jds.2015-10795.

60. R Computing Team. 2014. R: a language and environment for statistical
computing. R Foundation for Statistical Computing, Vienna, Austria.
http://www.R-project.org.

Flavor and Microbiota of Surface-Ripened Cheese

January/February 2018 Volume 3 Issue 1 e00211-17 msystems.asm.org 15

https://doi.org/10.1139/w11-050
https://doi.org/10.1007/s00248-012-0138-3
https://doi.org/10.1007/s00248-012-0138-3
https://doi.org/10.1128/AEM.02720-06
https://doi.org/10.1016/S0958-6946(01)00049-8
https://doi.org/10.1016/S0958-6946(01)00049-8
https://doi.org/10.1016/S0958-6946(03)00109-2
https://doi.org/10.3168/jds.S0022-0302(04)73306-8
https://doi.org/10.1002/mbo3.11
https://doi.org/10.1002/mbo3.11
https://doi.org/10.1007/s00253-001-0925-0
https://doi.org/10.1007/s00253-001-0925-0
https://doi.org/10.3168/jds.S0022-0302(01)74657-7
https://doi.org/10.3168/jds.S0022-0302(01)74657-7
https://doi.org/10.1007/s00253-007-1095-5
https://doi.org/10.1371/journal.pone.0015489
https://doi.org/10.1371/journal.pone.0015489
https://doi.org/10.1128/AEM.01338-07
https://doi.org/10.1016/j.ijfoodmicro.2004.12.028
https://doi.org/10.1016/j.ijfoodmicro.2004.12.028
https://doi.org/10.1017/S0022029900028259
https://doi.org/10.1017/S0022029900028259
https://doi.org/10.1128/AEM.68.2.820-830.2002
https://doi.org/10.1128/AEM.68.2.820-830.2002
https://doi.org/10.1128/AEM.71.11.6489-6500.2005
https://doi.org/10.3168/jds.S0022-0302(94)77229-5
https://doi.org/10.3168/jds.S0022-0302(94)77229-5
https://doi.org/10.3168/jds.S0022-0302(99)75308-7
https://doi.org/10.3168/jds.S0022-0302(99)75308-7
https://doi.org/10.1007/BF00172196
https://doi.org/10.1007/BF00172196
https://doi.org/10.1016/S0723-2020(97)80079-3
https://doi.org/10.1016/S0723-2020(97)80079-3
https://doi.org/10.1111/j.1365-2672.2006.02922.x
https://doi.org/10.1111/j.1365-2672.2006.02922.x
https://doi.org/10.1006/fstl.1999.0559
https://doi.org/10.1006/fstl.1999.0559
https://doi.org/10.1016/j.ijfoodmicro.2004.04.007
https://doi.org/10.1016/j.ijfoodmicro.2004.04.007
https://doi.org/10.1016/S0168-1605(02)00015-6
https://doi.org/10.1016/S0168-1605(02)00015-6
https://doi.org/10.1016/j.ijfoodmicro.2006.04.008
https://doi.org/10.1016/j.ijfoodmicro.2006.04.008
https://www.bsigroup.com
https://doi.org/10.1371/journal.pone.0148028
https://doi.org/10.1093/bioinformatics/btp352
https://doi.org/10.1093/nar/gkl842
https://doi.org/10.1093/nar/gkl842
https://doi.org/10.1093/nar/gki866
https://doi.org/10.3168/jds.2015-9747
https://doi.org/10.1002/jhrc.1240130204
https://doi.org/10.1002/jhrc.1240130204
https://doi.org/10.3168/jds.2015-10795
http://www.R-project.org
msystems.asm.org

	RESULTS
	Microbial compositions of the smear-culture mixes. 
	Microbial compositions of the cheese surfaces. 
	Volatile compounds present on the cheese surface. 
	Correlations between microbial taxa and volatile compounds. 
	Gene content of cheese surface microbiota. 
	Color and pH variation. 
	FAA and FFA analyses. 

	DISCUSSION
	MATERIALS AND METHODS
	Smearing of cheese blocks. 
	Sampling cheese. 
	pH measurement. 
	Determination of color. 
	Total DNA extraction from the cheese surface. 
	Whole-metagenome shotgun sequencing. 
	Bioinformatic analysis. 
	Free amino acid analysis. 
	Free fatty acid analysis. 
	Volatile analysis. 
	Statistical analysis. 
	Accession number(s). 

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

