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Co-occurrence network analysis reveals the alterations of the 
skin microbiome and metabolome in adults with mild to 
moderate atopic dermatitis
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Dorrestein,1,4 Min Li2
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ABSTRACT Skin microbiome can be altered in patients with atopic dermatitis (AD). 
An understanding of the changes from healthy to atopic skin can help develop new 
targets for treatment by identifying microbial and molecular biomarkers. This study 
investigates the skin microbiome and metabolome of healthy adult subjects and 
lesion (ADL) and non-lesion (ADNL) of AD patients by 16S rRNA gene sequencing and 
mass spectrometry, respectively. Samples from AD patients showed alterations in the 
diversity and composition of the skin microbiome, with ADL skin having the greatest 
divergence. Staphylococcus species, especially S. aureus, were significantly increased in 
AD patients. Metabolomic profiles were also different between the groups. Dipeptide 
derivatives are more abundant in ADL, which may be related to skin inflammation. 
Co-occurrence network analysis of the microbiome and metabolomics data revealed 
higher co-occurrence of metabolites and bacteria in healthy ADNL compared to ADL. S. 
aureus co-occurred with dipeptide derivatives in ADL, while phytosphingosine-derived 
compounds showed co-occurrences with commensal bacteria, for example, Paracoc
cus sp., Pseudomonas sp., Prevotella bivia, Lactobacillus iners, Anaerococcus sp., Micro
coccus sp., Corynebacterium ureicelerivorans, Corynebacterium massiliense, Streptococcus 
thermophilus, and Roseomonas mucosa, in healthy and ADNL groups. Therefore, these 
findings provide valuable insights into how AD affects the human skin metabolome and 
microbiome.

IMPORTANCE This study provides valuable insight into changes in the skin microbiome 
and associated metabolomic profiles in an adult population with mild to moderate 
atopic dermatitis. It also identifies new therapeutic targets that may be useful for 
developing personalized treatments for individuals with atopic dermatitis based on their 
unique skin microbiome and metabolic profiles.

KEYWORDS microbiota, skin inflammation, metabolomics profiling, dysbiosis, 
pathogenesis

A s the largest organ of the human body, the skin plays a vital role in maintaining 
a stable internal environment and protecting the body from external factors. The 

skin’s outer layer is composed of lipids and proteins, as well as skin appendages like 
hair follicles and eccrine glands, which produce lipids, antimicrobial peptides, enzymes, 
and salts (1). When the skin is stressed, such as in dermatitis, changes may occur in the 
microbial community living on the skin and the molecules produced by skin cells.

It is well established that the skin hosts microbes that are essential in the systemic, 
pathophysiologic, and biochemical balance of the organism (2). These interactions 
are critical for health and commonly noticed in the human skin (3). Dermatitis and 
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other stress on the skin can change the molecules derived from the host microbes 
and disrupt the healthy balance between the host and skin microbiome. Also, inflam
matory conditions significantly impact the skin barrier function, resulting in increased 
permeability and water loss (4). This disruption has the potential to modify the skin’s 
chemical composition by perturbing the levels of essential lipids, including ceramides, 
cholesterol, and free fatty acids, which play a critical role in maintaining the integrity of 
the barrier (4). Furthermore, inflammatory processes give rise to reactive oxygen species 
that can exert an influence on the chemical composition by inducing damage to cellular 
structures, lipids, and proteins (5). It should be noted that since inflammatory conditions 
disturb the microbiome, it can also lead to dysbiosis. Dysbiosis refers to an alteration in 
the composition of microbial communities, which can have significant implications for 
skin health and its function (6). For instance, conditions, such as atopic dermatitis, have 
been closely associated with a reduction in microbial diversity and an overgrowth of 
specific pathogenic bacteria, such as S. aureus (7, 8).

In recent years, advancements in mass spectrometry and 16S ribosomal ribonucleic 
acid (rRNA) gene amplicon-sequencing technologies have expanded our understanding 
of the microbes residing in the human skin (9–12), which also influence the molecules 
present on the skin (13). Consequently, mass spectrometry-based metabolomics and 16S 
rRNA sequencing have garnered increased attention in skin research (9–16). Metabolo
mics focuses on the analysis of small molecules produced by cells, tissues, or organisms 
and how they respond to various conditions or stress (17–19). In contrast, 16S rRNA 
sequencing examines one or two small regions of the gene material from microorgan
isms (20). This approach enables providing a comprehensive view of microbial commun
ities in biological samples. Thus, the combination of these two approaches has proven 
valuable in identifying changes in the metabolic and microbiome profiles of various 
biological samples (21, 22). Therefore, in this study, we used metabolomics and 16S rRNA 
sequencing approaches to investigate the changes in the metabolome and microbiome 
of skin swabs of healthy patients and subjects with atopic dermatitis (Fig. 1). Further
more, the two omics data were integrated by co-occurrence network analysis to explore 
the relationship of metabolites and bacteria in relation to atopic dermatitis.

RESULTS

Microbiome profiles by 16S rRNA sequencing

Atopic dermatitis significantly changed the skin microbial composition. The alpha 
diversity (Shannon diversity index) of the AD lesion was significantly lower than the AD 
nonlesion (P < 0.01) and healthy group (P = 0.01; Fig. 2a), while the diversity of AD 
nonlesion and healthy groups was not significantly different. The overall microbial 
profiles of each group at the species level are illustrated in Fig. 2b. The most abundant 
bacterial lineages observed included Cutibacterium acnes, Staphylococcus sp./epidermi
dis/aureus, and Corynebacterium tuberculostearicum, accounting for 59% of all read 
counts study-wide. Beta diversity was assessed using weighted UniFrac distance to 
summarize the microbial composition between the groups. Principal coordinates analysis 
(PCoA) was used for qualitative clustering and permutational multivariate analysis of 
variance (PERMANOVA) for significance testing (Fig. 2c). Though there was some overlap 
in the bacterial profiles observed, the mean bacterial composition of AD lesion samples 
was significantly shifted from AD non-lesion (pairwiseADONIS; adj.P = 0.002, R2 = 0.19) 
and healthy samples (adj.P = 0.002, R2 = 0.11). Then, analysis of compositions of micro
biomes with bias correction (ANCOM-BC) was used to identify six species-level clusters 
that significantly differed between groups (Table S2). Of these, two species (S. aureus and 
S. epidermidis) were found at significantly greater proportions in AD and adult subjects 
and lesion (ADNL) samples compared to healthy skin (Fig. 2d).
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Metabolomics molecular profile

Overall, the processed mass spectrometry data resulted in 9,541 MS1 features (i.e., a 
detected signal with m/z and retention time corresponding to a detected molecule). MS2 

spectra were collected for all MS1 features, which were represented in a molecular 
network (Fig. S1a) based on spectral similarity (23). Around 9.5% of the MS2 spectra were 
annotated by library matches against the reference Global Natural Product Social 
Molecular Networking (GNPS) public libraries, which is similar to the ~10% annotation 
rate reported for other human matrices (24). Some examples of annotated molecules are 
illustrated in Fig. S1b. It is important to note that the suspect library (25), an in silico 
tandem mass spectrometry (MS/MS) library utilized to propagate annotation on GNPS, 
accounted for around 80% of the annotations. We used the MS features to create 
pairwise partial least squares (PLS)-discriminant analysis models. Fig. S2a and b) show a 
remarkable separation between healthy vs ADNL, as well as between healthy vs adult 
subjects and lesion (ADL), suggesting that the metabolic profiles of both ADNL and ADL 
are distinct from the healthy group. For this, we employed a method called random 
forest classifier and trained it on the data set using cross-validation. By measuring the 
decrease in classification accuracy when each feature was randomly permuted, we 
filtered the 15 most informative features for distinguishing between the groups (Fig. 3a). 
Then, we annotated three out of the top five molecules that contribute to classifying 
different groups, such as aspartyl-phenylalanine, leucylproline, N-acetyl-methionine, and 
others more abundant in ADL samples. Five of the top 15 metabolites were not annota
ted, and it can be attributed to limited MS/MS databases or even to novel molecules. To 
visualize the results, we created boxplots (Fig. 3b) to visualize the distribution of the 
normalized peak intensities of six features across the different groups (healthy, ADNL, 
and ADL). The significant differences in relative concentration for these molecules per 

FIG 1 Experimental design and analytical workflow. A total of 60 volunteers, selected based on the inclusion criteria, participated in this study. Consequently, 

we collected 180 skin swabs as follows: 60 swabs from 30 healthy subjects and 120 swabs from 30 subjects with atopic dermatitis (60 from nonlesioned areas 

and 60 from areas with lesions). Out of the total, 90 swabs were used for 16S rRNA gene-sequencing analysis, and 90 were used for metabolomics analysis 

using liquid chromatography-mass spectrometry. The metabolomics data were analyzed by molecular networking approach and library search. A multi-omic 

microbe-molecule co-occurrence analysis (microbial-molecule vectors [mmvec]) was used to combine both data sets.
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group were assessed by ANOVA analysis (P-value < 0.05). Aspartyl-phenylalanine, 
leucylproline, N-acetyl-methionine, phytosphingosine, and two related compounds were 
annotated at level 2 by GNPS libraries.

Microbiome and metabolomic integration

The integration of 16S rRNA sequencing results with metabolomics data using the 
mmvec (26) method enabled the prediction of co-occurrence patterns between 
molecules, microbial species, and sample groups. High co-occurrence probabilities 
indicate potential relationships, such as a microbe producing a specific molecule or a 
molecule inducing the proliferation of a specific microbe. The biplot in Fig. 4 visually 

FIG 2 The skin microbiome profiles of lesion and nonlesion of atopic dermatitis patients and healthy subjects characterized by 16S rRNA gene sequencing. 

(a) Shannon diversity of 16S rRNA sequencing, grouped and colored by the three sample groups: health, ADNL, and ADL. Boxplots show the median (designated 

by the horizontal line), first, and third quartiles of each of the three groups. Additionally, analysis of variance (ANOVA) and Tukey testing was conducted and 

showed samples to significantly differ between groups, as well as ADL arguing the most between the two other sample groups. (b) Relative abundance of the top 

species grouped and colored according to phyla. (c) PCoA plot based on weighted Unifrac distances of 16S microbiome data. Axes represent the summarization 

of variability in the data set; the greater the distance between points, the greater the dissimilarity. Sample grouping was found to explain significant variation 

in overall bacterial dissimilarity (PERMANOVA; P = 0.001, R2 = 0.13). Larger points indicate each group’s centroids, with black lines connecting each point with 

the corresponding centroid. (d) The arcsine-transformed relative abundance of S. aureus and S. epidermidis was grouped and colored by the sample groups. Both 

species were indicated to be differentially abundant per ANCOM-BC with pairwise testing by Tukey’s honestly significant difference test. Significance asterisks 

represent pairwise testing, where ns = P > 0.05; *0.01 < P < 0.05; **0.001 < P < 0.01; and ***P < .001.
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represents these microbe-molecule co-occurrences. We observed higher co-occurrence 
probabilities in healthy and ADNL groups compared to ADL, represented by more 
bacterial operational taxonomic units (OTUs) toward healthy and ADNL groups (Fig. 4a). 
In the ADL group, a correlation was observed with the presence of S. aureus, which co-
occurred with specific molecules, such as aspartyl-phenylalanine, leucylproline, and N-
acetyl-methionine, previously described in higher concentration in ADL. This suggests a 
potential association between S. aureus and the production or induction of these 
molecules in ADL. Furthermore, microbeMASST (27) was employed to make MS/MS 
single searches for the molecules detected in higher abundance in the ADL group (Fig. 
4b). microbeMASST is a database where users can search MS/MS spectra previously 
detected in experimental data from bacterial, fungal, or archaeal monoculture extracts 
(27). In that regard, aspartyl-phenylalanine, leucylproline, and N-acetyl-methionine were 
also detected in strains of S. aureus, and it is a piece of evidence that these molecules 
could be produced by S. aureus strains. Also, these findings are according to the findings 
observed in the diversity of the skin microbiome (Fig. 2d), which showed a high abun
dance of S. aureus.

On the other hand, bacteria mainly present in healthy and ADNL groups, such as 
Paracoccus sp., Pseudomonas sp., Prevotella bivia, Lactobacillus iners, Anaerococcus sp., 
Micrococcus sp., Corynebacterium ureicelerivorans, Corynebacterium massiliense, Strepto
coccus thermophilus, and Roseomonas mucosa (see Fig. S3) showed associations with 
phytosphingosine of m/z 318.3001 and two related compounds of m/z 344.3157 and m/z 
330.2996, respectively (Fig. S1b). The 30 most important OTUs , their taxonomy, and the 
molecules’ information were retrieved from the mmvec analysis (m/z, retention time, and 
spectral library annotations if available). For more details, mmvec per pair analyses can 
be found in Fig. S3. An alternative visualization of these co-occurrences is shown in Fig. 
S4 to S6, in which these top 30 OTUs with co-occurrence probabilities above 5.0 are 

FIG 3 Mapping the main molecules in healthy and atopic dermatitis skin samples. (a) The barplot contains the top 15 MS features that are differentiated from 

three groups: healthy, ADNL, and ADL. They were classified by random forest analysis. The MS features were ranked by mean decrease accuracy. The features 

with annotations that stood out with higher concentration in ADL and healthy groups (in bold) were selected to build boxplots. (b) The y-axis represents the 

normalized peak intensity per MS feature, and the x-axis represents the boxplots and their distribution of values for a specific MS feature by sample group. The P 

values < 0.05 indicate significant differences between groups. Aspartyl-phenylalanine (m/z 281.1132), leucylproline (m/z 229.1545), and N-acetyl-methionine (m/z 

192.0691) were detected in the unhealthy (ADL) group. In contrast, phytosphingosine (m/z 318.3001) and two related compounds (m/z 344.3157 and 330.2996) 

were detected in higher concentrations in the healthy group.
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depicted (Tables S3 to S5). Therefore, these results provide valuable insights into the co-
occurrence patterns between microbiota and metabolites in different groups, shedding 
light on potential microbial–metabolite interactions and their relevance in the context of 
skin health.

DISCUSSION

In this study, to understand the underlying impacts of atopic dermatitis on human 
skin, we investigated the microbiome and metabolomic profiles of skin swab samples 
from healthy adult subjects and patients with mild to moderate atopic dermatitis using 
rRNA sequencing mass spectrometry-based metabolomics. Our results demonstrated 
significant alterations in the skin microbiome, in some comparisons between healthy 

FIG 4 Microbe-molecule co-occurrence biplot. (a) mmvec analysis included samples from the healthy, atopic dermatitis without lesion, and atopic dermatitis 

with lesion groups (90 samples). Spheres in the biplot represent the molecules, while the arrows represent the microbes. Spheres were colored based on 

which group each molecule was most abundant in, while microbes were colored based on which species they belonged to. Small angles between arrows 

indicate microbes co-occurring with each other. Similarly, closer spheres indicate molecules co-occurring. Arrows pointing toward a group of molecules indicate 

microbe-molecule co-occurrence. This biplot shows the 30 most important OTUs (higher vector magnitude). (b) microbeMASST search outputs confirm that 

monocultures of S. aureus and S. sp. could produce molecules, such as aspartyl-phenylalanine, leucylproline, and N-acetyl-methionine, which were detected 

in higher abundance in ADL (retrieved from random forest analysis). Pie charts display the proportion of MS/MS matches found in the deposited reference 

database. Green indicates a match with the monocultures, while pink represents a nonmatch.
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and AD patients, or between ADL samples vs nonlesion and healthy skin. For example, 
diversity and overall composition were significantly altered in AD lesions but were not 
apparently different between healthy and lesion-adjacent (ADNL) skin (Fig. 2a through 
c). The reduced diversity may indicate a loss of beneficial microbial species and a shift 
toward a community state dominated by potentially pathogenic microbiota (28, 29). 
The reduced diversity and shifted composition together support that dysbiosis occurs 
in atopic dermatitis lesions (11, 28); however, the changes between healthy skin and 
lesion-adjacent skin measurements are relatively modest here.

Considering changes that were significant overall between healthy and dermatitis 
individuals, the greatest difference observed was due to increases in S. aureus and S. 
epidermidis in AD patients (Fig. 2d), regardless of whether the sample was taken from a 
lesion. The current findings in an adult population are consistent with previous studies, 
primarily in pediatric patients, that have reported the overgrowth of Staphylococcus 
species in atopic dermatitis lesions, suggesting their potential role in disease pathogene
sis and exacerbation, particularly dominated by S. aureus strains (11, 28, 30). S. epidermi
dis is a well-known beneficial bacterium on the skin surface. It produces antimicrobial 
peptides to inhibit pathogenic bacteria, e.g., S. aureus (31), produces ceramides to 
maintain the skin barrier function (32), and regulates host immunity (33). However, we 
detected that S. epidermidis is also significantly increased in AD lesions. The increase in 
S. epidermidis could be due to a compensatory or antagonistic mechanism to control S. 
aureus (7, 31–33). The microbial profiling analyses indicate that active lesions in atopic 
dermatitis are associated with a distinct microbiome composition, and key species found 
in lesions are also more abundant in the adjacent skin, highlighting the importance of 
the skin microbiota in the pathogenesis of the disease.

Additionally, the skin metabolomic profiles were also different between the groups. 
The top 15 features most important for the classification were detected in high relative 
abundance in ADL samples. Among these molecules, three matches against GNPS 
spectral libraries were retrieved, i.e., aspartyl-phenylalanine, leucylproline, and N-acetyl-
methionine. Aspartyl-phenylalanine is a dipeptide metabolic byproduct of aspartame 
(N-L-α-aspartyl-L-phenylalanine 1-methyl ester). However, there is no clear connection 
between consumption of aspartame and atopic dermatitis. In the same way, insights into 
leucylproline are also not established yet. A suitable hypothesis is that they could be 
coming from the degradation of proteins in the human skin and could be acting as the 
first line of defense against infections (34, 35). To gain more information about where 
these molecules are coming from, we searched its MS2 spectra in microbeMASST, which 
revealed that they could be produced by cell culture of S. aureus and Staphylococcus 
sp. These findings align with the higher abundance of S. aureus observed in atopic 
dermatitis patients and suggest that aspartyl-phenylalanine, leucylproline, and N-acetyl-
methionine may originate from the skin microbiome. Thus, it indicates the influence 
of the skin microbiome on the metabolome when submitted to the status of atopic 
dermatitis.

Co-occurrence analysis between metabolomics and microbial sequencing data 
provided insights into possible interactions between the microbiome and human skin 
molecules. The decrease in crosstalk between the microbiome and metabolites in 
the ADL group observed in our study provides further evidence of dysbiosis in skin 
microbiome in subjects with ADL, highlighting the importance of microbial-metabolite 
interactions in skin health. Most importantly, we identified specific molecules exclusively 
present in the normal skin or AD lesion samples suggesting their potential roles in skin 
health. In AD lesions, more microbial-derived metabolites, e.g., dipeptide derivatives, 
were detected, which may be related to skin inflammation, indicating the contribution 
of skin microbiome, especially S. aureus, to the pathogenesis of atopic diseases. While in 
the normal skin more host-derived metabolites were detected to correlate with the skin 
microbiome, such as phytosphingosine (PHS), and two related compounds, phytosphin
gosine is a natural lipid present in the intercellular spaces of the stratum corneum 
of the skin. It is one of the fundamental components of maintaining the skin barrier 
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function (36). PHS has also been described as with anti-microbial and inflammatory 
activity (37, 38). The association between PHS and normal skin microbiome indicates 
that the crosstalk of the bacteria and molecules contributes to the maintenance of 
skin homeostasis and protects against atopic dermatitis progression. These identified 
molecules and/or bacteria could be used as new therapeutic targets for personalized 
treatment for atopic dermatitis. However, the correlation between the microbiome and 
metabolomics identified in this study is based on computational prediction (mmvec). 
More research is needed to elucidate the exact functions and mechanisms of these 
molecules in the context of skin health and AD.

Overall, our study provides valuable insight into changes in the skin microbiome 
and associated metabolomic profiles. It also identifies new therapeutic targets that may 
be useful for developing personalized treatments for individuals with atopic dermatitis 
based on their unique skin microbiome and metabolic profiles.

MATERIALS AND METHODS

Chemicals

Liquid chromatography-mass spectrometry (LC-MS)-grade acetonitrile (ACN) and water 
with 0.1% formic acid used for LC-MS analyses were acquired from Thermo Fisher 
Scientific (San Diego, CA, USA). For the extraction process, ethanol and water were 
supplied by Thermo Fisher Scientific (San Diego, CA, USA), all of high-performance liquid 
chromatography grade. Analytical-grade chemicals were purchased from Sigma-Aldrich 
(Steinheim, Germany).

Study design and sample collection

The clinical study was conducted by ProDERM (Schenefeld, Germany). An independent 
ethics committee approved the study. All the subjects were above the age of 18 years 
and signed informed consent forms. The patients with mild-to-moderate AD (N = 30) in 
the bend of the arm and non-atopic healthy subjects (N = 30) were recruited. Inclusion 
criteria for AD patients included self-reported AD diagnosis with either two active lesions 
of a size of at least 5 cm in diameter and a local scoring atopic dermatitis (SCORAD) index 
(39–41) of at least 4 in each bend of the arms, or one lesion of a size sufficient to take two 
swabs (each 5 cm in diameter at least) and a local SCORAD index of at least 4 in the bend 
of the arms on sample collection day. Exclusion criteria for all subjects included systemic 
therapy with antibiotics within the last 2 weeks before the start of the study and/or 
throughout the entire course of the study, systemic therapy with immuno-suppressive 
drugs (e.g., corticosteroids) and/or antihistamines (e.g., antiallergics) within the last 30 
days before the start of the study; supporting therapy against atopic dermatitis (UV 
therapy, probiotic homeopathy, etc.) within the last 2 weeks before the start of the study; 
antiseptic or antibacterial wash or topical products within 4 weeks before the start of the 
study; and topical corticosteroids at the test area within the last 2 weeks before the start 
of the study. The subjects were not allowed to use any detergents or leave cosmetics on 
the bend of arms at least 3 days before sample collection.

On the sample collection day, the dermatologist clarified and discussed the AD 
symptoms with the patients, and then the severity of AD was evaluated based on 
the local SCORAD index specifically in the bend of the arms, not the whole area of 
the body. Six parameters, including erythema, edema and papules, oozing and crusts, 
excoriation, lichenification, and xerosis of AD patients, were evaluated by the dermatolo
gist according to the following scale: 0 = absent, 1 = slight, 2 = moderate, 3 = strong. 
The local SCORAD per test area was the sum of all scores for all six abovementioned 
parameters (minimum = 0, maximum = 18). The subjects with the sum of score of at least 
4 in either one of the bends of the arms were recruited in this study. The local SCORAD 
information of the bend of the arms of each AD patient is listed in Table S1.

Two skin swab samples were collected from the lesion and non-lesion (5 cm away 
from the lesion) sites in AD patients by a trained physician. Two swabs were also 
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collected in the bend of the arm in healthy subjects. One swab was used for 16S rRNA 
gene sequencing analysis; another one was used for metabolomics analysis.

For skin microbiome analysis, an area of 5 cm in diameter was sampled by swabbing 
the skin for 30 s with a sterile flock swab, which was dipped into an aliquot of phosphate
buffered saline (PBS). The lateral edge of it and the swab were rubbed across the entire 
defined area while being rotated between the thumb and forefinger for 30 s. More 
specifically, the rotating swab was rubbed back and forth in a crosswise manner in the 
defined area in the same fashion for each subject to maintain consistency. After 30 s, 
the head of each swab was placed into a sterile microcentrifuge tube and aseptically 
cut from the breakpoint of the handle before closing the tube lid. All the samples were 
frozen at −80°C until further analysis. A blank swab, which was dipped in PBS without 
taking any skin samples, was stored in a sterile microcentrifuge tube for negative control.

For metabolomics analysis, an area of 5 cm in diameter was sampled with a pre-
cleaned Puritan cotton swab, which was dipped into an aliquot of ethanol-water solvent 
(1:1 vol/vol) mix shortly before sampling. The swabbing procedure was the same as the 
one for microbiome sampling. All the samples were frozen at −80°C until further analysis.

16S rRNA gene sequencing and data analysis

The v1-3 region of 16S rRNA gene sequencing was conducted by RTL Genomics 
(Lubbock, TX, USA) as previously described (42). The v1-3 hypervariable regions of the 
16S rRNA genes were sequenced on the MiSeq platform (Illumina, Inc., San Diego, 
CA, USA). DNA was extracted via KingFisher FLEX instrument and using Zymo ZR-96 
magbead kit following the manufacturer’s instructions. The extraction protocol was 
modified to include a mechanical lysis step with a Qiagen TissueLyser.

Samples were amplified for sequencing in a two-step process. The forward primer was 
constructed (5′−3′) with the forward Illumina overhang adapter (TCGTCGGCAGCGTCAGA
TGTGTATAAGAGACAG) added to the 28F primer (5′ GAG TTT GAT CNT GGC TCA G 3′). The 
reverse primer was constructed (5′−3′) with the reverse Illumina overhang adapter (GTC
TCGTGGGCTCGGAGATGTGTATAAGAGACAG) added to the 519R primer (5′ GTN TTA CNG 
CGG CKG CTG 3′). Amplifications were performed in 25-µL reactions with Qiagen HotStar 
Taq master mix (Qiagen Inc., Valencia, CA, USA), 1 µL of each 5 µM primer, and 1 µL of 
template. Reactions were performed on ABI Veriti thermocyclers (Applied Biosystems, 
Carlsbad, CA, USA) under the following thermal profile: 95°C for 5 min, then 10 cycles of 
94°C for 30 s, 50°C for 90 s (+0.5°C per cycle), 72°C for 1 min, followed by 25 cycles of 94°C 
for 30 s, 54°C for 90 s, 72°C for 1 min, and finally, one cycle of 72°C for 10 min and 4°C 
hold.

Products from the firststage amplification were added to a second PCR based on 
qualitatively determined concentrations. Primers for the second PCR were designed 
based on the Illumina Nextera PCR primers as follows: Forward, AATGATACGGCGACC
ACCGAGATCTACAC[i5index]TCGTCGGCAGCGTC, and Reverse, CAAGCAGAAGACGGCATAC
GAGAT[i7index]GTCTCGTGGGCTCGG. The second-stage amplification was run with the 
following thermal profile: 95°C for 5 min, then 10 cycles of 94°C for 30 s, 54°C for 40 s, 
72°C for 1 min, followed by one cycle of 72°C for 10 min and 4°C hold.

Amplification products were visualized with eGels (Life Technologies). Products were 
then pooled equimolar by band intensity, and each pool was size selected in two rounds 
using SPRIselect beads (BeckmanCoulter) in a 0.75 ratio for both rounds. Size-selected 
pools were then quantified using Qubit 4 fluorometer (Life Technologies) and loaded 
on an Illumina MiSeq 2 × 300 flow cell at 10 pM for sequencing. Additionally, negative 
controls were introduced starting from sample collection (swabs dipped in PBS at time 
of collection), extraction, and from PCR preparation, which were otherwise treated 
identically to samples and sequenced alongside study samples.

Bioinformatic processing and quality filtering generally followed previous work (43). 
Denoising of sequence reads chimera detection and stitching of 2 × 300 paired reads 
were conducted using Usearch7 (44), UCHIME (45), and PEAR (46), respectively. Quality
filtered and assembled reads were clustered into OTUs at 97% sequence similarity 
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threshold using the UPARSE algorithm. OTU assignment was then completed using 
USEARCH global search as described by Bokulich (47) compared to the RTL Genomics 
in-house taxonomic reference database, which is adapted from the National Center 
for Biotechnology Information reference database with additional curation. Multiple 
sequence alignment and phylogenetic tree estimation of representative OTU sequences 
were performed for downstream analysis using MUSCLE (48) and FastTree2 (49).

Statistical analysis was conducted using an R programming environment. Prior to 
analysis, OTU-level filtering was conducted to exclude OTUs classified as “no hits” or 
Ralstonia (a common reagent contaminant). The negative controls garnered very few 
reads, ranging from 0 to 20 reads across 13 negative controls, and contamination was 
considered negligible. A read count normalization to 9,600 reads was also implemented 
using scaling with ranked subsampling (50). Bacterial alpha and beta diversities were 
summarized by Shannon diversity and weighted UniFrac dissimilarity (51). The alpha 
and beta diversity differences between ADA lesion, AD nonlesion, and the healthy 
group were analyzed using ANOVA and PERMANOVA, as implemented in the R func
tion ADONIS. Microshades were used for the visualization of microbial abundance (52). 
PCoA was used to visualize compositional similarity among microbiome communities. To 
evaluate differences in the relative abundances of taxa between cohorts, the ANCOM-BC 
(53) procedure was carried out on taxa present in at least 20% of the samples, using the 
arguments struc zero = T and neg lb = T. Holm’s method was used to adjust P values 
and account for multiple test correction. P < 0.05 is considered statistically significant. A 
focused analysis of S. aureus and S. epidermidis group differences was conducted on both 
the relative abundance and arcsine-transformed relative abundance.

Sample preparation, metabolomics, and data processing

The cotton buds of all samples (30 healthy, 30 ADNL, and 30 ADL—a total of 90 samples) 
were added into a 96-deep well plate (2 mL). Using a multichannel pipette, aliquots of 
500 µL of ethanol/H2O (1:1) were added to each well for extraction, containing 1 mM of 
sulfadimethoxine (internal standard to extraction). The plates were sonicated for 5 min 
in an ultrasound bath, Branson 2800 (Danbury, CT, USA), vortexed (~10 s), and then, 
the swabs were removed with tweezers, and the extracts were dried by speed vacuum. 
Finally, they were stored at −80°C until resuspension.

The samples were resuspended with 200 µL of ACN/H2O (1:1) containing 1 mM 
of sulfachloropyridazine (internal standard to metabolomic analyses), and then, the 
plates were sonicated for 5 min in an ultrasound bath, Branson 2800 (Danbury, 
CT, USA), vortexed (~10 s), and centrifuged for 20 min at 2,000 rpm and 4°C. 
Thus, using a multichannel pipette, aliquots of 150 µL of each sample were trans
ferred to a 200-µL ThermoScientific 96-well plate for LC-MS/MS analysis. A mix of 
ACN:H2O (1:1) containing 1 mM of sulfachloropyridazine was used as a blank, and a 
mix of sulfamethazine (C12H14N4O2S), sulfamethizole (C9H10N4O2S2), sulfachloropyrida
zine (C10H9ClN4O2S), sulfadimethoxine (C12H14N4O4S), amitriptyline (C20H23N·HCl), and 
coumarin-314 (C18H19NO4) was used as quality control (QC).

The metabolomic analyses were performed in a Vanquish UHPLC system coupled 
to a Q-Exactive orbitrap mass spectrometer (Thermo Fisher Scientific, Waltham, MA, 
USA), controlled by Thermo SII for Xcalibur software (Thermo Fisher Scientific, Waltham, 
MA, USA). The chromatographic analysis was carried out on a Kinetex C18 column (50 
× 2.1-mm, 1.7-µm particle size, 100-A pore size, Phenomenex, Torrance, CA, USA). A 
high-pressure binary system was used for gradient elution. The column and autosam
pler were kept at 40°C, and 25°C, respectively. The flow rate was 0.5 mL/min, and the 
elution was carried out using ultra-pure water (solvent A) and acetonitrile (solvent B), 
both acidified with 0.1% of formic acid (FA). The gradient method was set as follows: 
0–0.5 min, 5% B; 0.5–8.0 min, 5%–100% B; 8.0–11.0 min, 100% B; 11.0–12.0 min, 100%-5% 
B; and finally, 12.0–14.0 min 5% B to stabilize the system before the subsequent analysis.

For mass spectrometry analyses, data-dependent acquisition (DDA) was used in an 
m/z range from 80 to 2,000 Da with an electrospray source operating in the positive 
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ionization mode. Before data acquisition, sodium formate solution (Thermo Fisher 
Scientific San Diego, CA, USA) was used for external calibration with an error rate of 
less than 0.5 ppm. The spray voltage was set to 3.5 kV, sheath N2 gas pressure was set to 
35 psi, and auxiliary N2 gas pressure was set to 10 psi. The ionization source was kept at 
270°C, a 60 V S-lens RF level was applied, and the auxiliary gas heater was kept at 440°C. 
Full-scan MS1 was performed at 1.0 × 106 with a resolution of 35,000 and a maximum ion 
injection of 100 ms. MS2 experiments were performed with a resolution of 17,500 with a 
max IT time of 60 ms, and topK6 was used for the six most abundant precursor ions per 
MS1. The MS2 precursor isolation window was set to 2 Da with an offset of 0.5 Da. The 
normalized collision energy was set to a ramp from 20 to 40 eV, and the exclusion (MS1 

and MS2) for unassigned ion charge states was set to 5 S-Lens, as well as isotope peaks.
The LC-MS/MS data were converted from RAW standard data format (Thermo Fisher 

Scientific, Waltham, MA. USA) to mzML format using MSConvert 3.0.2 (54). Thereafter, 
the data were uploaded to the MassIVE repository (data set MSV000090788) (55). The 
LC-MS/MS data were processed using MZmine 3.1.0 (56). The mass detection of MS1 and 
MS2 levels was performed using a signal noise of 1.0 × 105 and 5.0 × 103, respectively. 
The ADAP chromatogram builder was used to build the chromatogram, and a minimum 
group size of scans was set to 3, the minimum intensity of the group to 1.0 × 105, and 
the highest to 3.0 × 105 with an m/z tolerance of 10 ppm. The ADAP resolver module 
(wavelets) was applied to chromatographic deconvolution. Then, intensity window S/N 
was used as an S/N estimator with a signal-to-noise ratio set to 10, a minimum feature 
height of 1.0 × 104, a coefficient of peak area of 1.70, a peak duration from 0.05 to 
2.0 min, and an RT wavelet range used to build a matrix of coefficients from 0.05 to 
0.10 min. The isotope peak grouper module was applied to detect the isotopes with an 
m/z and RT tolerance of 10.0 ppm, and 0.2 min (charge 1 was used as standard) for the 
most intense isotope. To remove the duplicate features and aligner, the same m/z and 
RT tolerances were used, and the weight for m/z and RT was set to 3:1, respectively. The 
resulting peak list was then filtered to remove features from the blanks, and features 
with isotope patterns and MS2 spectra associated were kept. Thus, a filtered peak list 
containing 9,541 features was exported as a .mgf file and a .csv file containing feature 
information, which was used for downstream statistical analysis.

The outputs containing MS features were then used in the Feature-Based Molec
ular Networking workflow (23) on the GNPS platform (https://gnps.ucsd.edu/). The 
job can be found at the following link (https://gnps.ucsd.edu/ProteoSAFe/status.jsp?
task=a36305db40414b6ea9c5b9a5de380bea). The parameters used were set as follows: 
the tolerances for the precursor ion mass (MS1) and the MS2 fragment ion were set to 
0.02 and 0.02 Da, respectively. A cosine of 0.6 and a minimum of 4 MS2 matches were 
applied to create the molecular network. The maximum number of neighbor nodes for 
each node was set to 10 for most similar nodes, and the maximum number of molecular 
families was set at 100. All spectra contained in the molecular networks were compared 
to the reference spectra available in the GNPS spectral libraries (57), and a cosine of 0.6 
and a minimum of 3 MS2 matches were applied. The in silico suspect library (25) was also 
used. The molecular network file was visualized using Cytoscape 3.9.1 (58).

Statistical analyses were performed in Python using Jupyter Notebook. Random 
forest was performed using the Random Forest Classifier Scikit-Learn package. The 
Kruskal–Wallis test followed by the Wilcoxon signed-rank test were used to assess 
the differences in samples. Multivariate analysis was performed using the “pan
das,” “sklearn.decomposition.PCA,” and “sklearn.cross_decomposition.PLSRegression” 
packages. The methods detailed are available in the supplemental material.

Microbiome and metabolomic correlation analysis

Co-occurrence probabilities between microbes and molecules were calculated using the 
mmvec tool (26). This analysis was performed using mmvec 1.0.4 (https://github.com/
biocore/mmvec) as a Qiime2 plugin (59). As inputs for this analysis, a relative abundance 
matrix for the sequencing data should be provided along with a feature abundance 
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table for the ion features. mmvec then uses a neural networking approach to calculate 
the conditional probabilities of observing molecules based on the abundance of each 
microbe. In this study, four mmvec analyses were conducted: (i) 90 samples compris
ing the three groups (healthy, atopic dermatitis with the lesion, and atopic dermatitis 
without lesion); ii) 60 samples comprising the healthy and atopic dermatitis without 
lesion groups; (iii) 60 samples comprising the healthy and atopic dermatitis with lesion 
groups; and (iv) 60 samples comprising atopic dermatitis with and without the lesion 
groups. For the analyses conducted with 60 samples, the microbial and molecule 
features that were only detected in the excluded group were removed. The mmvec 
parameters were as follows: –p-learning-rate 1e-3, –p-epochs 300. All other parameters 
for the analyses were set as the default values. Emperor (20) was used to inspect the 
feature–feature biplots visually. The spheres were colored based on which group the 
molecules were most abundant, and the arrows indicate the 30 most important OTUs 
retrieved from the analyses (“importance” was calculated for each feature based on the 
magnitude of the vector using Euclidean distance from the origin). Tables of co-occur
rence values for each microbe with each molecule were also generated for all four 
analyses. Emperor (60) was used to inspect the feature–feature biplots visually. These 
co-occurrence probabilities were also visualized as networks using Cytoscape 3.9.1 (58).

ACKNOWLEDGMENTS

Colgate-Palmolive Company supported this work.

AUTHOR AFFILIATIONS

1Collaborative Mass Spectrometry Innovation Center, Skaggs School of Pharmacy and 
Pharmaceutical Sciences, University of California San Diego, La Jolla, California, USA
2Colgate−Palmolive Company, Piscataway, New Jersey, USA
3RTL Genomics, MicroGenDX, Lubbock, Texas, USA
4Department of Pediatrics, University of California, San Diego, California, USA

AUTHOR ORCIDs

Paulo Wender P. Gomes  http://orcid.org/0000-0001-5478-2448
Min Li  http://orcid.org/0000-0003-3299-6423

AUTHOR CONTRIBUTIONS

Paulo Wender P. Gomes, Conceptualization, Data curation, Formal analysis, Investiga
tion, Methodology, Visualization, Writing – original draft, Writing – review and editing 
| Helena Mannochio-Russo, Conceptualization, Data curation, Formal analysis, Inves
tigation, Methodology, Visualization, Writing – original draft, Writing – review and 
editing | Junhong Mao, Data curation, Formal analysis, Funding acquisition, Investiga
tion, Methodology, Project administration, Writing – review and editing | Haoqi Nina 
Zhao, Conceptualization, Visualization, Writing – review and editing | Jacob Ancira, 
Data curation, Formal analysis, Methodology, Writing – review and editing | Craig D. 
Tipton, Data curation, Formal analysis, Methodology, Writing – review and editing | 
Pieter C. Dorrestein, Conceptualization, Data curation, Funding acquisition, Investigation, 
Methodology, Project administration, Resources, Supervision, Validation, Visualization, 
Writing – review and editing.

DATA AVAILABILITY

The 16S rRNA sequencing data are publicly available at https://www.ncbi.nlm.nih.gov/
bioproject/998761. The raw data of metabolomics are publicly available online at 
MassIVE (https://massive.ucsd.edu/) under the accession number MSV000090788. All 
data generated or analyzed during this study are included in this published article (and 
its supplemental material).

Research Article mSystems

March 2024  Volume 9  Issue 3 10.1128/msystems.01119-2312

https://www.ncbi.nlm.nih.gov/bioproject/998761
https://massive.ucsd.edu/
https://massive.ucsd.edu/ProteoSAFe/dataset.jsp?task=292f96da19c947dcad53c378d4b6d169
https://doi.org/10.1128/msystems.01119-23


ETHICS APPROVAL

This study was reviewed and approved by an Ethics Committee (2021100691BOff) at 
Colgate, and the participants provided written informed consent.

ADDITIONAL FILES

The following material is available online.

Supplemental Material

Supplemental Material (mSystems01119-23-s0001.docx). Supplemental figures and 
tables.

REFERENCES

1. Roux P-F, Oddos T, Stamatas G. 2022. Deciphering the role of skin 
surface microbiome in skin health: an integrative multiomics approach 
reveals three distinct metabolite‒microbe clusters. J Invest Dermatol 
142:469–479. https://doi.org/10.1016/j.jid.2021.07.159

2. Blander JM, Longman RS, Iliev ID, Sonnenberg GF, Artis D. 2017. 
Regulation of inflammation by microbiota interactions with the host. 
Nat Immunol 18:851–860. https://doi.org/10.1038/ni.3780

3. Byrd AL, Belkaid Y, Segre JA. 2018. The human skin microbiome. Nat Rev 
Microbiol 16:143–155. https://doi.org/10.1038/nrmicro.2017.157

4. Kim BE, Leung DYM. 2018. Significance of skin barrier dysfunction in 
atopic dermatitis. Allergy Asthma Immunol Res 10:207–215. https://doi.
org/10.4168/aair.2018.10.3.207

5. SharifiRad M, Anil Kumar NV, Zucca P, Varoni EM, Dini L, Panzarini E, 
Rajkovic J, Tsouh Fokou PV, Azzini E, Peluso I, Prakash Mishra A, Nigam 
M, El Rayess Y, Beyrouthy ME, Polito L, Iriti M, Martins N, Martorell M, 
Docea AO, Setzer WN, Calina D, Cho WC, SharifiRad J. 2020. Lifestyle, 
oxidative stress, and antioxidants: back and forth in the pathophysiology 
of chronic diseases. Front Physiol 11:694. https://doi.org/10.3389/fphys.
2020.00694

6. De Pessemier B, Grine L, Debaere M, Maes A, Paetzold B, Callewaert C. 
2021. Gut-skin axis: current knowledge of the interrelationship between 
microbial dysbiosis and skin conditions. Microorganisms 9:353. https://
doi.org/10.3390/microorganisms9020353

7. Kong HH, Oh J, Deming C, Conlan S, Grice EA, Beatson MA, Nomicos E, 
Polley EC, Komarow HD, Murray PR, Turner ML, Segre JA, NISC 
Comparative Sequence Program. 2012. Temporal shifts in the skin 
microbiome associated with disease flares and treatment in children 
with atopic dermatitis. Genome Res 22:850–859. https://doi.org/10.
1101/gr.131029.111

8. Nakatsuji T, Gallo RL. 2019. The role of the skin microbiome in atopic 
dermatitis. Ann Allergy Asthma Immunol 122:263–269. https://doi.org/
10.1016/j.anai.2018.12.003

9. Fyhrquist N, Muirhead G, Prast-Nielsen S, Jeanmougin M, Olah P, Skoog 
T, Jules-Clement G, Feld M, Barrientos-Somarribas M, Sinkko H, et al. 
2019. Microbe-host interplay in atopic dermatitis and psoriasis. Nat 
Commun 10:4703. https://doi.org/10.1038/s41467-019-12253-y

10. Suwarsa O, Hazari MN, Dharmadji HP, Dwiyana RF, Effendi R, Hidayah 
RMN, Avriyanti E, Gunawan H, Sutedja E. 2021. A pilot study: composi
tion and diversity of 16S rRNA based skin bacterial microbiome in 
Indonesian atopic dermatitis population. Clin Cosmet Investig Dermatol 
14:1737–1744. https://doi.org/10.2147/CCID.S338550

11. Khadka VD, Key FM, Romo-González C, Martínez-Gayosso A, Campos-
Cabrera BL, Gerónimo-Gallegos A, Lynn TC, Durán-McKinster C, Coria-
Jiménez R, Lieberman TD, García-Romero MT. 2021. The skin 
microbiome of patients with atopic dermatitis normalizes gradually 
during treatment. Front Cell Infect Microbiol 11:720674. https://doi.org/
10.3389/fcimb.2021.720674

12. Rapin A, Rehbinder EM, Macowan M, Pattaroni C, Lødrup Carlsen KC, 
Harris NL, Jonassen CM, Landrø L, Lossius AH, Nordlund B, Rudi K, 
Skjerven HO, Cathrine Staff A, Söderhäll C, Ubags N, Vettukattil R, 
Marsland BJ. 2023. The skin microbiome in the first year of life and its 
association with atopic dermatitis. Allergy 78:1949–1963. https://doi.
org/10.1111/all.15671

13. Bouslimani A, da Silva R, Kosciolek T, Janssen S, Callewaert C, Amir A, 
Dorrestein K, Melnik AV, Zaramela LS, Kim J-N, Humphrey G, Schwartz T, 
Sanders K, Brennan C, Luzzatto-Knaan T, Ackermann G, McDonald D, 
Zengler K, Knight R, Dorrestein PC. 2019. The impact of skin care 
products on skin chemistry and microbiome dynamics. BMC Biol 17:47. 
https://doi.org/10.1186/s12915-019-0660-6

14. He J, Jia Y. 2022. Application of omics technologies in dermatological 
research and skin management. J Cosmet Dermatol 21:451–460. https://
doi.org/10.1111/jocd.14100

15. Elpa DP, Chiu H-Y, Wu S-P, Urban PL. 2021. Skin metabolomics. Trends 
Endocrinol Metab 32:66–75. https://doi.org/10.1016/j.tem.2020.11.009

16. Randhawa M, Southall M, Samaras ST. 2013. Metabolomic analysis of sun 
exposed skin. Mol Biosyst 9:2045–2050. https://doi.org/10.1039/
c3mb25537a

17. Alseekh S, Aharoni A, Brotman Y, Contrepois K, D’Auria J, Ewald J, C. 
Ewald J, Fraser PD, Giavalisco P, Hall RD, et al. 2021. Mass spectrometry-
based metabolomics: a guide for annotation, quantification and best 
reporting practices. Nat Methods 18:747–756. https://doi.org/10.1038/
s41592-021-01197-1

18. Doerr A. 2017. Global metabolomics. Nat Methods 14:32–32. https://doi.
org/10.1038/nmeth.4112

19. Fessenden M. 2016. Metabolomics: small molecules, single cells. Nature 
540:153–155. https://doi.org/10.1038/540153a

20. Galan M, Razzauti M, Bard E, Bernard M, Brouat C, Charbonnel N, Dehne-
Garcia A, Loiseau A, Tatard C, Tamisier L, Vayssier-Taussat M, Vignes H, 
Cosson J-F, Bik H. 2016. 16S rRNA amplicon sequencing for epidemiolog
ical surveys of bacteria in wildlife. mSystems 1:e00032-16. https://doi.
org/10.1128/mSystems.00032-16

21. Shaffer JP, Nothias L-F, Thompson LR, Sanders JG, Salido RA, Couvillion 
SP, Brejnrod AD, Lejzerowicz F, Haiminen N, Huang S, et al. 2022. 
Standardized multi-omics of earth’s microbiomes reveals microbial and 
metabolite diversity. Nat Microbiol 7:2128–2150. https://doi.org/10.
1038/s41564-022-01266-x

22. Peng W, Huang J, Yang J, Zhang Z, Yu R, Fayyaz S, Zhang S, Qin Y-H. 2019. 
Integrated 16S rRNA sequencing, metagenomics, and metabolomics to 
characterize gut microbial composition, function, and fecal metabolic 
phenotype in non-obese type 2 diabetic Goto-Kakizaki rats. Front 
Microbiol 10:3141. https://doi.org/10.3389/fmicb.2019.03141

23. Nothias L-F, Petras D, Schmid R, Dührkop K, Rainer J, Sarvepalli A, 
Protsyuk I, Ernst M, Tsugawa H, Fleischauer M, et al. 2020. Feature-based 
molecular networking in the GNPS analysis environment. Nat Methods 
17:905–908. https://doi.org/10.1038/s41592-020-0933-6

24. Gomes PWP, Zuffa S, Baumeister A, Caraballo-Rodríguez AM, Zhao HN, 
Mannochio-Russo H, North M, Dogo-isonagie C, Patel O, Lavender S, 
Pimenta P, Gronlund J, Pilch S, Maloney V, Dorrestein PC. 2023. The 
effects of bleaching strategies on the teeth metabolome. In review. 
https://doi.org/10.21203/rs.3.rs-2861171/v1

25. Bittremieux W, Avalon NE, Thomas SP, Kakhkhorov SA, Aksenov AA, P. 
Gomes PW, Aceves CM, Caraballo-Rodríguez AM, Gauglitz JM, Gerwick 
WH, et al. 2022. Open access repository-scale propagated nearest 
neighbor suspect spectral library for untargeted metabolomics. bioRxiv. 
https://doi.org/10.1101/2022.05.15.490691

Research Article mSystems

March 2024  Volume 9  Issue 3 10.1128/msystems.01119-2313

https://doi.org/10.1128/msystems.01119-23
https://doi.org/10.1016/j.jid.2021.07.159
https://doi.org/10.1038/ni.3780
https://doi.org/10.1038/nrmicro.2017.157
https://doi.org/10.4168/aair.2018.10.3.207
https://doi.org/10.3389/fphys.2020.00694
https://doi.org/10.3390/microorganisms9020353
https://doi.org/10.1101/gr.131029.111
https://doi.org/10.1016/j.anai.2018.12.003
https://doi.org/10.1038/s41467-019-12253-y
https://doi.org/10.2147/CCID.S338550
https://doi.org/10.3389/fcimb.2021.720674
https://doi.org/10.1111/all.15671
https://doi.org/10.1186/s12915-019-0660-6
https://doi.org/10.1111/jocd.14100
https://doi.org/10.1016/j.tem.2020.11.009
https://doi.org/10.1039/c3mb25537a
https://doi.org/10.1038/s41592-021-01197-1
https://doi.org/10.1038/nmeth.4112
https://doi.org/10.1038/540153a
https://doi.org/10.1128/mSystems.00032-16
https://doi.org/10.1038/s41564-022-01266-x
https://doi.org/10.3389/fmicb.2019.03141
https://doi.org/10.1038/s41592-020-0933-6
https://doi.org/10.21203/rs.3.rs-2861171/v1
https://doi.org/10.1101/2022.05.15.490691
https://doi.org/10.1128/msystems.01119-23


26. Morton JT, Aksenov AA, Nothias LF, Foulds JR, Quinn RA, Badri MH, 
Swenson TL, Van Goethem MW, Northen TR, Vazquez-Baeza Y, Wang M, 
Bokulich NA, Watters A, Song SJ, Bonneau R, Dorrestein PC, Knight R. 
2019. Learning representations of microbe-metabolite interactions. Nat 
Methods 16:1306–1314. https://doi.org/10.1038/s41592-019-0616-3

27. Dorrestein P, Zuffa S, Schmid R, Bauermeister A, Gomes PWP, Caraballo-
Rodriguez A, Abiead YE, Aron A, Gentry E, Zemlin J, et al. 2023. A 
taxonomically-informed mass spectrometry search tool for microbial 
metabolomics data. bioRxiv. https://doi.org/10.21203/rs.3.rs-3189768/v1

28. Kobayashi T, Glatz M, Horiuchi K, Kawasaki H, Akiyama H, Kaplan DH, 
Kong HH, Amagai M, Nagao K. 2015. Dysbiosis and Staphylococcus 
aureus colonization drives inflammation in atopic dermatitis. Immunity 
42:756–766. https://doi.org/10.1016/j.immuni.2015.03.014

29. DeGruttola AK, Low D, Mizoguchi A, Mizoguchi E. 2016. Current 
understanding of dysbiosis in disease in human and animal models. 
Inflamm Bowel Dis 22:1137–1150. https://doi.org/10.1097/MIB.
0000000000000750

30. Ogonowska P, Gilaberte Y, Barańska-Rybak W, Nakonieczna J. 2020. 
Colonization with Staphylococcus aureus in atopic dermatitis patients: 
attempts to reveal the unknown. Front Microbiol 11:567090. https://doi.
org/10.3389/fmicb.2020.567090

31. Cogen AL, Yamasaki K, Muto J, Sanchez KM, Crotty Alexander L, Tanios J, 
Lai Y, Kim JE, Nizet V, Gallo RL. 2010. Staphylococcus epidermidis 
antimicrobial delta-toxin (phenol-soluble modulin-gamma) cooperates 
with host antimicrobial peptides to kill group a Streptococcus. PLoS One 
5:e8557. https://doi.org/10.1371/journal.pone.0008557

32. Zheng Y, Hunt RL, Villaruz AE, Fisher EL, Liu R, Liu Q, Cheung GYC, Li M, 
Otto M. 2022. Commensal Staphylococcus epidermidis contributes to skin 
barrier homeostasis by generating protective ceramides. Cell Host 
Microbe 30:301–313. https://doi.org/10.1016/j.chom.2022.01.004

33. Gallo RL. 2015. S. epidermidis influence on host immunity: more than 
skin deep. Cell Host Microbe 17:143–144. https://doi.org/10.1016/j.
chom.2015.01.012

34. Graf M, Wilson DN. 2019. Intracellular antimicrobial peptides targeting 
the protein synthesis machinery. Adv Exp Med Biol 1117:73–89. https://
doi.org/10.1007/978-981-13-3588-4_6

35. Patriarca EJ, Cermola F, D’Aniello C, Fico A, Guardiola O, De Cesare D, 
Minchiotti G. 2021. The multifaceted roles of proline in cell behavior. 
Front Cell Dev Biol 9:728576. https://doi.org/10.3389/fcell.2021.728576

36. Knox S, O’Boyle NM. 2021. Skin lipids in health and disease: a review. 
Chem Phys Lipids 236:105055. https://doi.org/10.1016/j.chemphyslip.
2021.105055

37. Pavicic T, Wollenweber U, Farwick M, Korting HC. 2007. Anti-microbial 
and inflammatory activity and efficacy of phytosphingosine: an in vitro 
and in vivo study addressing acne vulgaris. Int J Cosmet Sci 29:181–190. 
https://doi.org/10.1111/j.1467-2494.2007.00378.x

38. Rollin-Pinheiro R, Singh A, Barreto-Bergter E, Del Poeta M. 2016. 
Sphingolipids as targets for treatment of fungal infections. Future Med 
Chem 8:1469–1484. https://doi.org/10.4155/fmc-2016-0053

39. SialdcrJF, Tai’ebA. 1993. Severity scoring of Atopic dermatitis: the 
SCORAD index. Dermatology 186:23–31. https://doi.org/10.1159/
000247298

40. DaehnhardtPfeiffer S, Surber C, Wilhelm K-P, Daehnhardt D, Spring
mann G, Boettcher M, Foelster-Holst R. 2012. Noninvasive stratum 
corneum sampling and electron microscopical examination of skin 
barrier integrity: pilot study with a topical glycerin formulation for atopic 
dermatitis. Skin Pharmacol Physiol 25:155–161. https://doi.org/10.1159/
000336789

41. Sugawara T, Kikuchi K, Tagami H, Aiba S, Sakai S. 2012. Decreased lactate 
and potassium levels in natural moisturizing factor from the stratum 
corneum of mild atopic dermatitis patients are involved with the 
reduced hydration state. J Dermatol Sci 66:154–159. https://doi.org/10.
1016/j.jdermsci.2012.02.011

42. Li M, Mao J, Diaz I, Kopylova E, Melnik AV, Aksenov AA, Tipton CD, 
Soliman N, Morgan AM, Boyd T. 2023. Multi-omic approach to decipher 
the impact of skincare products with pre/postbiotics on skin micro
biome and metabolome. Front Med (Lausanne) 10:1165980. https://doi.
org/10.3389/fmed.2023.1165980

43. Tipton CD, Sanford NE, Everett JA, Gabrilska RA, Wolcott RD, Rumbaugh 
KP, Phillips CD. 2019. Chronic wound microbiome colonization on 
mouse model following cryogenic preservation. PLoS One 14:e0221565. 
https://doi.org/10.1371/journal.pone.0221565

44. Edgar RC. 2010. Search and clustering orders of magnitude faster than 
BLAST. Bioinformatics 26:2460–2461. https://doi.org/10.1093/
bioinformatics/btq461

45. Edgar RC, Haas BJ, Clemente JC, Quince C, Knight R. 2011. UCHIME 
improves sensitivity and speed of Chimera detection. Bioinformatics 
27:2194–2200. https://doi.org/10.1093/bioinformatics/btr381

46. Zhang J, Kobert K, Flouri T, Stamatakis A. 2014. PEAR: a fast and accurate 
Illumina paired-end reAd mergeR. Bioinformatics 30:614–620. https://
doi.org/10.1093/bioinformatics/btt593

47. Bokulich NA, Rideout JR, Kopylova E, Bolyen E, Patnode J, Ellett Z, 
McDonald D, Wolfe B, Maurice CF, Dutton RJ, Turnbaugh PJ, Knight R, 
Caporaso JG. 2015. A standardized, extensible framework for optimizing 
classification improves marker-gene taxonomic assignments. Peerj 
Preprints. https://doi.org/10.7287/peerj.preprints.934v2

48. Edgar RC. 2004. MUSCLE: multiple sequence alignment with high 
accuracy and high throughput. Nucleic Acids Res 32:1792–1797. https://
doi.org/10.1093/nar/gkh340

49. Price MN, Dehal PS, Arkin AP. 2010. FastTree 2--approximately 
maximum-likelihood trees for large alignments. PLoS One 5:e9490. 
https://doi.org/10.1371/journal.pone.0009490

50. Beule L, Karlovsky P. 2020. Improved normalization of species count data 
in ecology by scaling with ranked subsampling (SRS): application to 
microbial communities. PeerJ 8:e9593. https://doi.org/10.7717/peerj.
9593

51. Lozupone C, Lladser ME, Knights D, Stombaugh J, Knight R. 2011. 
Unifrac: an effective distance metric for microbial community 
comparison. ISME J 5:169–172. https://doi.org/10.1038/ismej.2010.133

52. Dahl EM, Neer E, Bowie KR, Leung ET, Karstens L. 2022. Microshades: an R 
package for improving color accessibility and organization of micro
biome data. Microbiol Resour Announc 11:e0079522. https://doi.org/10.
1128/mra.00795-22

53. Lin H, Peddada SD. 2020. Analysis of compositions of microbiomes with 
bias correction. Nat Commun 11:3514. https://doi.org/10.1038/s41467-
020-17041-7

54. Chambers MC, Maclean B, Burke R, Amodei D, Ruderman DL, Neumann 
S, Gatto L, Fischer B, Pratt B, Egertson J, et al. 2012. A cross-platform 
toolkit for mass spectrometry and proteomics. Nat Biotechnol 30:918–
920. https://doi.org/10.1038/nbt.2377

55. Dorrestein PC. 2022. MassIVE MSV000090788 - GNPS - 90 skin swab 
samples_UCSD-Colgate palmolive. MassIVE.

56. Schmid R, Heuckeroth S, Korf A, Smirnov A, Myers O, Dyrlund TS, 
Bushuiev R, Murray KJ, Hoffmann N, Lu M, et al. 2023. Integrative analysis 
of multimodal mass spectrometry data in mzmine 3. Nat Biotechnol 
41:447–449. https://doi.org/10.1038/s41587-023-01690-2

57. Wang M, Carver JJ, Phelan VV, Sanchez LM, Garg N, Peng Y, Nguyen DD, 
Watrous J, Kapono CA, Luzzatto-Knaan T, et al. 2016. Sharing and 
community curation of mass spectrometry data with global natural 
products social molecular networking. Nat Biotechnol 34:828–837. https:
//doi.org/10.1038/nbt.3597

58. Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, Amin N, 
Schwikowski B, Ideker T. 2003. Cytoscape: a software environment for 
integrated models of biomolecular interaction networks. Genome Res 
13:2498–2504. https://doi.org/10.1101/gr.1239303

59. Bolyen E, Rideout JR, Dillon MR, Bokulich NA, Abnet CC, Al-Ghalith GA, 
Alexander H, Alm EJ, Arumugam M, Asnicar F, et al. 2019. Reproducible, 
interactive, scalable and extensible microbiome data science using 
QIIME 2. Nat Biotechnol 37:852–857. https://doi.org/10.1038/s41587-
019-0209-9

60. Vázquez-Baeza Y, Pirrung M, Gonzalez A, Knight R. 2013. Emperor: a tool 
for visualizing high-throughput microbial community data. Gigascience 
2:16. https://doi.org/10.1186/2047-217X-2-16

Research Article mSystems

March 2024  Volume 9  Issue 3 10.1128/msystems.01119-2314

https://doi.org/10.1038/s41592-019-0616-3
https://doi.org/10.21203/rs.3.rs-3189768/v1
https://doi.org/10.1016/j.immuni.2015.03.014
https://doi.org/10.1097/MIB.0000000000000750
https://doi.org/10.3389/fmicb.2020.567090
https://doi.org/10.1371/journal.pone.0008557
https://doi.org/10.1016/j.chom.2022.01.004
https://doi.org/10.1016/j.chom.2015.01.012
https://doi.org/10.1007/978-981-13-3588-4_6
https://doi.org/10.3389/fcell.2021.728576
https://doi.org/10.1016/j.chemphyslip.2021.105055
https://doi.org/10.1111/j.1467-2494.2007.00378.x
https://doi.org/10.4155/fmc-2016-0053
https://doi.org/10.1159/000247298
https://doi.org/10.1159/000336789
https://doi.org/10.1016/j.jdermsci.2012.02.011
https://doi.org/10.3389/fmed.2023.1165980
https://doi.org/10.1371/journal.pone.0221565
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1093/bioinformatics/btr381
https://doi.org/10.1093/bioinformatics/btt593
https://doi.org/10.7287/peerj.preprints.934v2
https://doi.org/10.1093/nar/gkh340
https://doi.org/10.1371/journal.pone.0009490
https://doi.org/10.7717/peerj.9593
https://doi.org/10.1038/ismej.2010.133
https://doi.org/10.1128/mra.00795-22
https://doi.org/10.1038/s41467-020-17041-7
https://doi.org/10.1038/nbt.2377
https://doi.org/10.1038/s41587-023-01690-2
https://doi.org/10.1038/nbt.3597
https://doi.org/10.1101/gr.1239303
https://doi.org/10.1038/s41587-019-0209-9
https://doi.org/10.1186/2047-217X-2-16
https://doi.org/10.1128/msystems.01119-23

	Co-occurrence network analysis reveals the alterations of the skin microbiome and metabolome in adults with mild to moderate atopic dermatitis
	RESULTS
	Microbiome profiles by 16S rRNA sequencing
	Metabolomics molecular profile
	Microbiome and metabolomic integration

	DISCUSSION
	MATERIALS AND METHODS
	Chemicals
	Study design and sample collection
	16S rRNA gene sequencing and data analysis
	Sample preparation, metabolomics, and data processing
	Microbiome and metabolomic correlation analysis





