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Abstract

Diets greatly affect a host's gut microbiome and immune responses.
Lipid-rich foods, such as those including egg yolks, contain phospholipids,
cholesterol, fat-soluble vitamins, and essential fatty acids, all of which
impact microbiome activity, the physiology of the gut, and immune
functions. The differences in the impact of goose eggs versus chicken eggs
on the microbiome-immune axis, however, are understudied. For this
reason, the study at hand aimed to examine the impact goose versus
chicken egg yolk supplementation had on gut microbiome, cytokine

responses, and histomorphological analysis of the gut.

Under the same environmental and experimental control conditions,
thirty laboratory mice divided into one of three groups, one of which served
as a control and the others supplemented either with chicken or goose egg
yolk. After varying two-week and one-month intervals, the gut microbiome
was assessed using 16S rRNA amplicon sequencing. The blood was
assessed for immune responses by measuring two cytokines, IL-6 and IL-
10, and gut microbiome disorders were assessed via morphometry
histological images. The data was assessed using a one-way ANOVA, and

a p value of < 0.05 was set as the threshold for statistical significance.

In this study, a large proportion of resource allocation was shown to be
used for gut microbiome.Microbial community assessments revealed a
significant boost in beneficial taxa among yolk supplemented groups as
compared to the control groups through the relative abundance analysis.
Prominent examples of this effect include the taxa within the genera
Ligilactobacillus, Limosilactobacillus, and Bacteroides (P < 0.05), with
respect to significant enrichment. In the chicken vyolk group,
Ligilactobacillus apodemi revealed a significant transient increase at day
14. Bacteroides, as a relative abundance, reached 53-55%, and exhibited a

decline, lead to day 30 at a relative abundance of 3% and exemplifying of



rapid Early successional and community restructuring. The goose yolk
group, in contrast, showed a greater degree of sustained microbial
stabilization and characterized with sustainable enrichment of beneficial
taxa and the less temporal variability of the predominant microbes. As
evidenced by the Chaol and Bray Curtis indices, subsequent analysis of o
and B diversity showed significant reorganization of the microbial
communities in relation to the control groups, and through the yolk
supplementation. Within both yolk treatment groups, microbial community
improvement and restructuring was observed, including an increase in
microbial richness during the early feeding period (P < 0.05), along with an
increase in Shannon's diversity, Simpson's index, and Phylogenetic

diversity.

Dietary changes strongly affected the concentration of the cytokines in
the blood. The concentration of IL-6 within the blood in the goose yolk
group was at (310 + 95 pg/mL) at day 14, in comparison to the control
group at (85 £ 62 pg/mL) (P < 0.05).

On the other hand, the chicken egg yolk group demonstrated the most
IL-6 at day 30 (410 £ 210 pg/mL), which was significant compared to the
control and goose yolk groups (P < 0.05), exhibiting a delayed pattern of
inflammatory response. There was also significant difference among
treatments of the signal of Anti-inflammation. Even though the IL-10 level
in serum increased in all groups over time, the chicken yolk group
presented the highest level of I1L-10 at day 30 (460 + 150 pg/mL), which
was significant compared to the control group (P < 0.05) thereby
confirming the activation of the compensatory Anti-inflammation
regulatory pathways that were caused by the diet-induced microbial and

metabolic adaptation.

Histomorphometric assessment from the intestinal tissues showed

significant structural improvement upon supplementation of egg yolk. In



the duodenum, the chicken egg yolk group demonstrated a significant
increase of mean villus length measured to be 0.4536 mm compared to
0.4088 mm in the control group and 0.5183 mm in the goose yolk group (P
< 0.05). A similar trend was demonstrated in the jejunum, with control
measuring 0.3156 mm, chicken yolk measuring 0.3451 mm, and goose
yolk measuring 0.3866 mm (P < 0.05). In the control group of the ileum,
villus length measured 0.2365 mm, the chicken yolk group measured
0.2841 mm, and the goose yolk group measured 0.3082 mm (P < 0.05).
The yolk groups showed a significant increase in villus width, villus area,
and crypt depth compared to the control group in all sections of the
intestine (P < 0.05) which was a reflection of the improved epithelial
renewal, Absorptive Surface Expansion and functional capacity of the

mucosa.

Under the experimental conditions of this study, all the parameters
described showed that supplementation of both egg yolk types altered the
gut microbiota, immune response, and gut tissue structure. However, the
supplementation of goose egg yolk showed more pronounced beneficial gut
microbiota, more balanced immune response, and more profound intestinal
(gut) tissue structure compared to supplementation of chicken egg yolk, in

this study.
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1.1. Introduction

The gastrointestinal tract comprises a dynamic ecosystem of
microorganisms that include bacteria, archaea, fungi, viruses, and also
noncellular microorganisms known as the gut microbiome. This microbial
assemblage digests food, metabolizes nutrients, formulates various
bioactive substances, preserves the integrity of the epithelial barrier, and
modulates the immune homeostasis of the host. The gut microbiome also
performs other important roles in host health regulation and communication
with intestinal immune tissues. This interaction is what de Vos et al.
(2022) and Bermudez-Humaran . (2022) refer to as the microbiome—
immune axis. The functioning of this microbiome—immune axis is vital for
healthy gut balance, and the immune system ultimately helps the host to
protect microbial pathogens. However, a disruption of the microbial
ecosystem or dysbiosis is related to many health disorders, and they include
chronic  systemic inflammation, metabolic  alteration, immune
dysregulation, and damage to neurophysiological signaling that regulate the
quality of health (Mayer et al., 2024).

Of all the environmental factors that affect the gut microbiome, research
suggests that diet is the most powerful, rapid, and consistent environmental
factor that can alter the gut microbiome. The substrates in the diet and the
metabolites that are derived from the gut microbiome can change the
microflora dynamics, the competition for resources, and the metabolism of
the gut microflora. The dynamics of the microbiome, their competition for
resources, and their metabolism can then change the structure and
functioning of the gut microbiome. The fermentation of food substrates by
the gut microbes and the metabolites derived from the gut microbes can
produce other multimodal gut metabolites which provide immunological

activity by signaling to both local and distant immune systems
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(Rowland et al., 2018; Patloka et al., 2024). There exists a considerable
amount of experimental and translational findings that show that gut
microbiome diversity and gut microbiome dominant flora can be altered by
a change in diet. In addition, the gut microbiome can alter the dominant
flora, and the gut microbiome can change the diet. The gut microbiome can
change the dominant flora, and the gut microbiome can change the diet.
The findings show that the structure of the gut microbiome and the immune
system are dependent on the diet. The composition of the gut microbiome
is altered by the diet. The gut microbiome is dependent on the diet. The gut
microbiome is a dependent organic component of the structure and the host

immune response.

Potentially modifiable pathways of lipid absorption, bile acid
metabolism, ‘food’ sources of microbes, and inflammatory signaling
pathways are some of the microbiome-regulating effects of dietary lipids.
Microbial composition can drastically rearrange due to lipid-rich diets,
resulting in varying effects on the gut lining, metabolic equilibrium, and the
release of signaling molecules. As for diets high in fermentable
carbohydrates and fibers, these tend to enrich microbial communities,
increase beneficial microbiota, and increase the production of protective
metabolites, such as increases in butyrate that reinforce the gut lining and
reduce inflammation (Louis and Flint ., 2017; Makki et al., 2018; Deehan
et al., 2020; Zheng et al., 2024) Conversely, the consequences are more
harmful for the gut biome and for the host, with an association of high
dietary fats with low substrate fermentability, that include low microbial
diversity, coupled with decreased protective metabolites, impaired gut
associated lymphoid tissue (GALT) immunity, and an increased risk of
metabolic disorders (Scott et al. 2013; Gomes et al. 2022). The quality of
the lipids that are ingested by the host plays a greater role in the
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composition of microbial communities and in regulating the host—

microbiome partnerships than the quantity of the lipids.

There have been an increasing number of studies focusing on naturally
occurring food-derived bioactive compounds that positively adjust the gut
microbiome and the immune system. Egg yolk contains many bioactive
compounds, such as phospholipids, cholesterol, fat-soluble vitamins,
essential fatty acids, and many choline and other nutrient compounds, that
may influence the gut microbiome and the physiology of the gut. The
differences in the composition of the egg yolk of different avian species
may result in different biological impacts on the patterns of gut microbiome
colonization, gut shapes and immune system responses. The differences in
the lipid and fatty acid composition of goose egg yolk and chicken egg
yolk, as well as the differences in cholesterol and phospholipid levels and
the number of the vitamins, indicate that the impact of goose egg yolk and
chicken egg yolk on the gut microbiome may be different. Although the
different lipid compounds in eggs are of great scientific nutritional value,
there is a clear lack of studies done in a comparative manner to evaluate the
differences in the egg-derived lipids and their impact on the gut
microbiome, the immune system gut signaling and the structural changes of

the gut.

Mouse models constitute a well-structured test system for the study of
diet-microbiome—immune interactions due to expert control of the
components of diet, environment, exposure, sampling time, and assessment
of the biological event of interest in a context of laboratory standardization.
Controlled murine dietary models have been instrumental in the study of
the effects of nutritional interventions on microbial range, succession,
immune mediator expression, and intestinal histological changes.

Furthermore, the gut-brain axis suggests that certain probiotic and
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psychobiotic genera, along with other beneficial microbes, may utilize
microbial signaling and immune system influencing activities to modulate
intestinal inflammation and the intestinal permeability barrier as well as
other host systems. However, knowledge on the long-term effects of certain
dietary lipids, derived from natural animal sources, on the microbiome—

immune axis remain largely unexplored.
1.2 Aim of the Study

This study aimed to examine the impact of dietary supplementation with
goose and chicken egg yolk on the gut microbiome—immune axis of mice
using a controlled laboratory setting. More specifically, this research
sought to understand gut microbiome composition and diversity, global
iImmune system responses, and the histomorphological changes to the gut
associated with various lengths of dietary supplementation. In addition, this
research aimed to understand the effects of the two yolk types in the
context of host-microbiome interactions by virtue of their impact on gut
health, thus, offering a model to understand the species-specific dietary

lipids, microbial ecology, and the associated immune regulatory activity.
1.3 Objectives of the Study

e Assess the impact of goose egg yolk and chicken egg yolk
supplementation on the gut microbiome of mice through the use of
16S rRNA sequencing.

e Evaluate the impact of dietary egg yolk supplementation on
microbial diversity, as measured by key metrics of alpha diversity
(i.e., Chaol richness, Shannon and Simpson diversity, Faith’s

phylogenetic diversity) and beta diversity.
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e Evaluate the impact of dietary supplementation on the gut
microbiome in terms of the key species and genera most affected,
with an emphasis on gut health and microbial stability.

e Evaluate the shifts in the immune system, brought on by dietary
supplementation, by quantifying the serum concentration of the key
inflammatory (i.e., interleukin-6) and anti-inflammatory (i.e.,
interleukin-10) cytokines.

e Examine the impact of dietary yolk supplementation on
histomorphological changes to the intestine by assessing the
histological changes to the villi and crypts of the duodenum,
jejunum, and ileum.

e This study plan aims to examine the effects of goose vs chicken yolk
on the microbial restructuring process as well as other biological
responses such as gut cell development and immunological response.

e This study aims to understand the effect of diet on controlled
microbial changes, immune responses, as well as structural changes
in the gut, using the variability of dietary lipids as the variable to

examine the microbiome-immune response relationship.
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2. Literature Review

2.1.1 Overview of the gut microbiome

The gut microbiome is a collection of microorganisms including bacteria,
viruses, archaea, fungi, and protozoa (Mukherjee et al., 2020; Matijasi¢ et
al.,2020). In mice, it begins developing at the time of birth. Age, diet, and
environment contribute to alterations in composition and function of the
gastrointestinal microbiome (Zmora et al.,2019; Pilla & Suchodolski, 2020).
The microbiome aids in digestion, nutrient absorption, and host pathogen
defense (Valles-Colomer et al., 2023). Individual diet and nutrient
composition influences the microbiome composition (Song et al., 2020; Wan
et al., 2021). High-fat and low-fiber diets result in low microbial diversity,
whereas high-fiber diets promote the growth of beneficial microbes (Ceballos
et al., 2021; Galica et al., 2022; Rinninella et al., 2023; Baars et al., 2024).

2.1.2 The immune system and its interaction with the microbiota

Gut-associated lymphoid tissue (GALT) is the largest immune system
organ. It contains immune cells that communicate with gut microbes and their
products (Martyniak et al., 2021; Bemark et al., 2024). Such interactions aid
in immune system fir equilibrium. They are thwart low-grade inflammation,
and immune defense (Lin et al ., 2023). GALT teaches the body to
distinguish between harmful and beneficial microbes. This mechanism is
known as immune tolerance. It enables beneficial microbes to inhabit the gut
without immune response, and simultaneously subdues pathogenic microbes.

This state of equilibrium is critical for gut and overall health.

Dietary fiber fermentation produces Short Chain Fatty Acids (SCFA) that
Impact the emergence of regulatory T cells (Brown et al .,2022; Elbrashy et
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al .,2024; Skawratananond et al .,2025). Some microbial by-products
influence the production of cytokines and modulate the immune response,
both at the level of the innate and adaptive immunity (Kumar et al ., 2023).
The immune system alters the composition of the microbial population by the
release of antimicrobial peptides and immunoglobulin A (IgA) (Liu et
al.,2023). Such bidirectional communication is fundamental for defense and
homeostasis of the host (Cani,2018;Codazzi et al.,2024). Changes in such
communication can result in dysfunction of the barrier, systemic
inflammation, and immunological diseases (Ullah et al .,2023; Chandra et al
., 2023).

2.1.3 The gut-immune—metabolic interface

The microbiome—immune system axis also affects metabolism. Certain
microbial by-products, like SCFAs, bile acids, and derivatives of tryptophan,
affect the metabolism of energy, glucose, and lipids (Franzago et al ., 2023;
Sedlak et al ., 2023). These metabolites function as chemical messengers
between gut microbes and the other tissues of the body (Juul et al ., 2021).
Changes in diet can alter the gut microbiome. This may raise the risk of type 2
diabetes, obesity, and heart disease (Beulens et al ., 2022). This can lead to
insulin resistance and changes in fat metabolism (Beulens et al .
2022;Salzberg .,2022).
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Figure 2-1: Overview of the Gut Microbiome-Immune Axis. “Source:
Prepared by the researcher using Al-assisted scientific illustration based on
published literature, ChatGPT.”

2.2. Dietary Modulation of the Gut Microbiome in Mice

2.2.1. Macronutrient composition and microbiome shifts

The amount and type of protein, fat, and carbohydrates affect gut
microbes. A high-fat diet can raise the Firmicutes/Bacteroidetes ratio. It can
also lower the variety of microbes (Pandey et al .,2024;2023; Mayer et al
.,2022). This is linked to more inflammation and problems with metabolism.
Diets high in protein can increase bacteria that make harmful substances such
as ammonia and hydrogen sulfide (Huaiquipan et al .,2023). Fiber-rich foods
help good bacteria grow. They also produce short-chain fatty acids that keep
the gut healthy (Holscher, H. D., 2017; Galica et al ., 2022). A balanced diet
helps keep the microbiome stable (Wan et al ., 2021; Lee, D. B. , 2025). In

—
| —



CHAPTER TWO LITERATURE REVIEW

mice, changing macronutrient levels in their food can quickly alter the

bacteria present ( Cullen et al.,2020; Sasson et al ., 2021).
2.2.2. Micronutrients and phytochemicals

Vitamins and minerals also shape gut microbes in mice. A lack of vitamin
D can change microbial balance and weaken the gut barrier (Martyniak et al
., 2021). Plant polyphenols act like prebiotics. They help good bacteria grow
and stop harmful microbes (Wan et al ., 2021). Selenium and zinc can
improve immunity and change microbial diversity (Szczuko et al ., 2021).
Too little or too much of certain nutrients can harm the microbiome’s stability
(Gantenbein & Kanaka-Gantenbein, 2021). Diets rich in flavonoids can raise
levels of Lactobacillus and Bifidobacterium in mice (Franzago et al ., 2023).
Both macro- and micronutrients should be considered when studying how diet

changes the gut microbiome.
2.2.3. Specialized or modified diets

Some diets change gut microbes in strong ways. Ketogenic diets increase
bacteria that grow well in low-carb settings (Arifuzzaman et al .,2024; Kumar
.,2024). Eating less or fasting for periods can increase microbial diversity. It
can also promote bacteria linked to longer life and better metabolism
(Franzago et al ., 2023; Schoonakker et al .,2024). Gluten-free and low-
FODMAP diets may help reduce inflammation in sensitive animals. But they
may also lower good bacteria if fiber intake is too low (Reddel et al., 2019;
Gill etal .,2022). Elemental diets have pre-digested nutrients. They can lower
the number of gut microbes and change immune responses
(Zhang et al ., 2022). Such diets are useful for research on how food changes

the microbiome and immunity.
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Figure 2-2: Dietary Modulation of the Gut Microbiome in Mice. “Source:
Prepared by the researcher using Al-assisted scientific illustration based on
published literature, ChatGPT.”

This image shows how diet affects gut microbes in mice. High-fat and
high-protein diets can cause imbalance. Fiber and polyphenols help good
bacteria grow and make short-chain fatty acids. Special diets like ketogenic,
fasting, and elemental diets lead to unique microbial patterns. These changes
can affect both immunity and metabolism.

2.3. Mechanisms Linking Diet to Immune Modulation via the

Microbiome

2.3.1. Barrier function and gut permeability

The gut barrier is where microbes and the immune system meet. It is made

of cells, mucus, and tight junctions (Dmytriv et al .,2024). Diet changes can
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weaken this barrier by altering microbes and their products
(Kumar et al ., 2025; Shiratori et al .,2024). Low-fiber or high-fat diets may
lower good bacteria and make the gut “leaky” (Chae et al .,2024 ). Short-
chain fatty acids from fiber help repair the lining and keep junctions tight,
Dietary patterns particularly those rich in fiber promote the growth of bacteria
that produce short-chain fatty acids (SCFASs), notably butyrate. Butyrate
serves as the primary energy source for colonocytes and directly strengthens
barrier integrity by up regulating tight junction protein expression and
stimulating mucin production (Kumar et al ., 2025; Shiratori et al ., 2024).
Polyphenols can protect the barrier by reducing stress and inflammation (Han
et al ., 2025; Li et al .,2025). When the barrier is weak, microbial parts can
enter the blood. This can trigger the immune system and cause inflammation
(Chae etal ., 2024; Shiratori etal ., 2024).

2.3.2. Microbial metabolites and immune signaling

Diet changes can alter which metabolites microbes make. These include
SCFAs, bile acids, and tryptophan products (Franzago et al ., 2023). SCFAs
help create regulatory T cells. They also block pathways that cause
inflammation (Naomi et al ., 2019). Certain bile acids regulate macrophage
and dendritic cell function, shaping immune tolerance () Simultaneously,
microbial transformation of bile acids and tryptophan regulates the activity of
macrophages and dendritic cells, ensuring the body maintains immune
tolerance rather than overreacting to stimuli (Franzago et al ., 2023). The
combination of these pathways shows the importance of a diet-modulated
microbiome in systemic inflammation. Aryl hydrocarbon receptor (AhR)
modulators and tryptophan metabolites activate mucosal immunity and

epithelial defense (Seo & Kown, 2023; Huang, 2024). Metabolic endotoxemia
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and chronic inflammation result from high-fat diets due to increased levels of
lipopolysaccharides (Loh et al ., 2024; Jawamis et al ., 2025). In mice, the
alteration of a metabolite profile, due to changes in diet composition, impacts
cytokine production and the homeostasis of the immune system (Huaiquipan
etal ., 2023).

2.3.3. Cytokine Profile as a Marker of Diet-Induced Immune

Modification:

Cytokines are soluble immune mediators and show the host’s
inflammatory and regulatory immune responses. Cytokine profiling is of
significance in diet-microbiome studies since microbial metabolites and
components of bacterial structure can affect the activation of immune cells
and the secretion of pro-inflammatory cytokines. Interleukin-6 (IL-6),
considered a pro-inflammatory cytokine, is released during immune
activation, barrier perturbation, and metabolic stress. On the other hand,
interleukin-10 (IL-10) is an anti-inflammatory cytokine and is released during
immune control to help limit inflammation and supports immune tolerance.
Changes in diet can lead to indirect alterations of cytokine balance due to
changes in the microbiome and/or the inhibition of some components that
alter gut permeability and/or the interaction of underlying gut-associated
lymphoid tissue, to list a few. Hence, the balance of IL-6 and I1L-10 can show
changes, in terms of the immune response, in the tissue as an effect of dietary
changes and changes in the gut microbiome (Martyniak et al.,, 2021;
Bermudez-Humaran et al . 2022; Kumar et al . 2023; Marginean et al.,
2023).
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3.3 Shaping of systemic immunity by microbiota

The gut microbiome influences systemic immune responses beyond the
local level. The gut, via gut-brain and gut-lung axes, can communicate with
the lungs and the brain (Loh et al ., 2024). High-fiber diets helped in
preparing the systemic immune defense by increasing the expression of anti-
inflammatory cytokines and enhancing the activity of macrophages
(Yusuf etal ., 2022). The systemic immunity of the body can be improved by
fermented foods and probiotics through the modulation of the gut microbiota
by increasing the number of beneficial bacteria and decreasing the levels of
inflammatory cytokines (Stiemsma et al ., 2020). Systemic immune
regulation can be adversely affected by diet-induced dysbiosis, increasing the
likelihood of autoimmune or neurodegenerative disorders (Kujawa et al .,
2023; Chandra et al ., 2023). The Diversity of the gut microbiota can be
positively affected by a healthy diet and can improve both the innate and
adaptive immunity, thus, decreasing the incidence of diseases
(Halper-Stromberg & Dalal, 2023).

MECHANISMS LINKING DIET TO IMMUNE
MODULATION VIA THE MICROBIOME

MICROBIOTA-DRIVEN

HIGH-FIBER BARRIER FUNCTION SHAPING OF

DIET AND GUT PERMEABILITY SYSTEMIC IMMUNITY
- C o & _
) A TIGHT S . X 4
JUNCTIONS e - ot
A  NTEGRITY
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U e | \
i/ >,‘ e
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Figure 2-3: Ways Diet Impacts Microbiome and Immune Function.
“Source: Prepared by the researcher using Al-assisted scientific illustration
based on published literature, ChatGPT.”
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These mechanisms explain how different diets impact the gut microbiome
and in turn affect barrier mechanisms and the production of metabolites. A
diet rich in fiber enhances the integrity of tight junctions, increases SCFA
production, and strengthens immune tolerance. In contrast, a diet high in fats,
increases the permeability of the gut, the load of endotoxins, and
inflammation. The impact of the microbiome is not only local and reaches

distant organs through the gut-brain and gut-lung axes.

2.4. Experimental Models to Investigate Interactions Among

Diet, Microbiome, and the Immune System

2.4.1. Mouse Strains and Genetic Backgrounds

Varied immune responses and microbiome compositions across different
strains of mice. For example, the more common strains, C57BL/6 and
BALBI/c, have different degrees of susceptibility to diet-driven changes in
microbiota (Huaiquipan et al ., 2023; Simoes et al ., 2025). The genetic
backgrounds of mice have been shown to correlate with host microbial
diversity, immune cell profiles, and the host’s metabolic syndrome (Lin et al
., 2023; Cahana and Fuad, 2020). Germ-free mice are raised in a sterile
environment and are ideal for testing the effects of microbiota, as they can be
supplemented with specific bacterial populations (Mukherjee et al ., 2020;
Bose et al ., 2024). Gnotobiotic mice have specific microorganisms and are
especially  useful for targeted diet and microbiome studies
(Pilla & Suchodolski, 2020). Humanized mice, which are colonized with
human gut microbiota, can be used to study the effects of various diets more
closely to human physiology (Halper-Stromberg & Dalal, 2023). The choice

14
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of strain and the source of microbiota are both critical for reproducibility and

interpretation of diet and immune studies.
2.4.2 Protocols for diet intervention

To avoid confounding results, experimental diets for mice need to be
uniform. Purified ingredient diets are utilized by researchers to control the
composition of the diets in terms of macro and micronutrients (Loh et al .,
2024). Standard chow is commonly used as a reference for the assessment of
microbes and immune response in high-fat, high-protein, and high-fiber diets
(Galica et al ., 2022; Meyer et al .,2024). Specialized regimens like
ketogenic diets or intermittent fasting are applied to study the metabolic and
inflammatory impact (Kamel et al ., 2024). To avoid or minimize microbial
load prior to the application of controlled microbiota, elemental diets
(i.e., pre-digested) are used (Sasson et al ., 2021). The duration of feeding is
considered because there are changes in the microbiome that occur in a few
days and in the immune system, changes may occur in weeks
(Ceballos etal ., 2021).

2.4.3 Analytical Approaches

The analysis of both the microbiome and immune system has seen great
advancements with modern techniques. For instance, 16S rRNA gene
sequencing has the potential to show the bacterial diversity present, as well as
the relative abundances of different species (Wan et al ., 2021). As for
shotgun metagenomics, it can be used to show the functional genes which
have been modified by diet (Valles-Colomer et al ., 2023). As for the analysis
of metabolites, it can be used to show the metabolites produced by the

microbes in response to diet, such as short-chain fatty acids (SCFASs), bile
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acids, and derivatives of tryptophan (Franzago et al ., 2023). Flow cytometry
Is an immune analysis technique that can profile subpopulations of immune
cells, while cytokine assays are inflammatory mediator cytokine (Martyniak
et al ., 2021). On the other hand, histology is a technique used to study the
structure of gut tissues and can be used to visualize the damage to the gut
barrier or the presence of immune cells in a tissue (Dunleavy et al ., 2023). A
comprehensive understanding of the effects of diet on an experimental model
can be obtained by integrating the microbiome, metabolome and immune
datasets (Umu et al ., 2024).

Experimental Models for Studying
Diet—Microbiome—Immune Interaction

% oF o> b

Standard Germ-free Gnotobiotic Humanized

[ Diet Interventions }
I
Sequencing Metabolomics Cytokine assays Histology

Figure 2-4: Models for Examining Interactions of Diet, Microbiome, and
Immunity. “Source: Prepared by the researcher using Al-assisted scientific
illustration based on published literature, ChatGPT.”

This figure captures the central experimental techniques and different
types of mouse models (including standard, germ-free, gnotobiotic, and
humanized) combined with controlled dietary interventions to assess

alterations in the microbiome and immune system. Sequencing,
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metabolomics, cytokine assays, and histology are applied to examine the
effects of diets on the structure of microbial communities and the immune

system.

2.5 Effects of Diet on the Microbiome and the Immune System

2.5.1 Dietary Fat and Inflammation

High amounts of dietary fat contribute to the gut microbiome becoming
increasingly inflammatory. In mouse studies, reduction in microbial diversity
and increase in the relative abundance of pro-inflammatory microorganisms
have been observed (Juul et al ., 2021). Dietary fat increases the abundance
of lipopolysaccharide, leading to metabolic endotoxemia and inflammation
throughout the body (Baars et al ., 2024). Dietary fat reduces the strength of
the intestinal barrier, which allows the passage of bacterial antigens into the
blood. Cytokines such as TNF-a and IL-6 become elevated after long-term
exposure to high-fat diets (Ceballos et al ., 2021). The inflammation caused
by such diets may lead to insulin resistance, immune dysfunction associated
with obesity, and increased risk of pathogen infection (Beulens et al .,
2022;Selman et al.,2025).

2.5.2 Dietary Fiber and Prebiotic Intake

Dietary fibers are useful in the growth of beneficial intestinal bacteria such
as Bifidobacterium and Lactobacillus (Galica et al ., 2022). The breakdown
of fiber in the intestines produces short-chain fatty acids, including acetate,

propionate, and butyrate.

The immune system is aided by these acids remaining calm and balanced
(Naomi et al ., 2021). Prebiotic fibers such as inulin and fructo-
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oligosaccharides reinforce the body's protective barriers of the gut while also
decreasing certain inflammatory signals (Martyniak et al ., 2021). In
experimental mice, additional fiber in the diet, as opposed to in a high-fat
(harmful) diet, was able to improve a more beneficial condition of the gut
microbiome (Franzago et al ., 2023). Prebiotic consumption is also believed
to assist the immune system in warding off infections and in reducing the
odds of developing autoimmune disorders (Kujawa et al ., 2023). Raised
Protein Consumption and Dysbiosis An excess of the consumption of protein
alters bacterial activity and functions within the gut. Specifically, it is
suggested a larger proportion of bacterial activity may revolve around the
degradation of proteins as opposed to carbohydrates which is accompanied by
the production of by-products, such as ammonia and phenols, which are
responsible for the degeneration of the gut lining (Loh et al ., 2024). In
addition, high levels of protein that is of animal origin may also lead to the
proliferation of pathogenic gut bacteria and the reduction of beneficial gut
microbes (Huaiquipan et al ., 2023). Dysbiosis is a condition of gut microbial
imbalance which is known to lower immune health as well as increase the
incidence of inflammatory conditions of the gut (Halper-
Stromberg & Dalal, 2023). Some researchers propose that the consumption of
proteins originating from plants is not as likely to correlate with these
negative outcomes. This is possibly due to the presence of dietary fibers and
the coincident consumption of protective phytochemicals (polyphenols) that

are typical in vegetables (Wan et al ., 2021;Van Buiten et al.,2024).
2.5.3 High-Protein Diets and Gut Imbalance

Eating too much protein changes how gut bacteria work. It can make them

break down more proteins instead of carbs. This process creates by-products
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like ammonia and phenols that can hurt the gut lining (Vernia et al ., 2021).
High amounts of animal protein may increase harmful bacteria and reduce the
good ones (Huaiquipan et al ., 2023). This imbalance, called dysbiosis, can
weaken the immune system and raise the risk of gut inflammation
(Halper-Stromberg & Dalal, 2023). Some studies suggest plant-based proteins
are less likely to cause these problems. This may be because they also have

fiber and healthy plant chemicals like polyphenols (Wan et al ., 2021).
2.5.4 Micronutrient-modified diets

Specific micronutrients, such as vitamins A and D, as well as the mineral
zinc, impact microbiome—immune interactions. Vitamins, such as vitamin D,
are modulating factors in the production of antimicrobial peptides and the
differentiation of various immune cells (Akimbekov et al ., 2020; Martyniak
et al ., 2021). Zinc defciency may lead to the breakdown of barrier integrity
and the development of microbial shifts that are pro-inflammatory
(Szczuko et al ., 2021). Diets that are rich in polyphenols and other
antioxidants may inhibit the growth of detrimental bacterial populations,
while promoting the growth of beneficial microbiota (Wan et al ., 2021;
Wang et al ., 2023; Bhatnagar et al ., 2024). In experiments with mice
Selenium supplementation improved immune response and count to
pathogens (Pilla & Suchodolski, 2020; Doaei et al ., 2023). Trusting the
balance of micronutrients is essential to sustaining a healthy gut-immune

axis.
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Figure 2-5: Changes in Microbiome-Immune Interactions From Select
Dietary Changes. “Source: Prepared by the researcher using Al-assisted

scientific illustration based on published literature, ChatGPT.”

Dietary impacts on the gut microbiome and immune system modulation
are compared. A high-fat diet causes dysbiosis and inflammation and disrupts
gut barriers. In contrast, high-fiber and prebiotic diets increase beneficial
bacteria and short-chain fatty acids (SCFAs), and help immune systems ‘calm’
(tolerance). High-protein diets, particularly from animals, can cause
inflammation and ‘bad’ bacteria’ (proteolytic) fermentation. A diet with
adequate micronutrients improves gut barrier function and immune system
resilience (reduces oxidative stress). The distilled knowledge from mouse
models informs the diet-microbiome-immune system interactions and the
roles in human disease. Changes in the microbiome have been associated with
the development of type 2 diabetes, inflammatory bowel disease, and
neurodegenerative diseases (Singh et al.,2017; Dawson et al ., 2025; Baars
et al ., 2024; Kujawa et al ., 2023). Increased consumption of fiber and plant-

based foods is associated with improved diversity of the microbiome and
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reduced inflammation (Gantenbein & Kanaka-Gantenbein, 2021; Galica et al
., 2022). Dietary changes are often implemented in clinical practice, alongside
medication, to rebalance the microbiome and improve immune response
(Martyniak et al ., 2021; Du et al ., 2024). For instance, prebiotics and
probiotics have been explored to enhance gut barrier and decrease
inflammation in patients with IBD (Halper-Stromberg & Dalal, 2023).
However, there are important considerations to address in the translation of
findings from mice to humans due to the differences in the composition and
function of the microbiota (Mukherjee et al ., 2020; Montenegro et al .,
2023).

Table 2-1 : Composition of goose egg yolk, chicken egg yolk, and the
standard diet ( Karsten et al., 2010; Abeyrathne et al., 2022; Kucharska-
Gaca et al.,, 2023; U.S. Department of Agriculture, Agricultural Research
Service, 2026)

) Standard laboratory
Goose egg  yolk:||Chicken egg yolk:|
Component _ diet / AIN-93M
pasture-raised caged egg
control
Moisture 45-49% 52-56% <7-10%
Dry matter 51-55% 44-48% 90-93%
Crude protein 16-18% 14.8-15.9% 12.6-14.0%
Total lipid / crude fat ||31-35% 24.9-26.5% 4.0-4.1%
Carbohydrate /
) 0.5-2.0% 3.0-3.6% 67.5-69.4%
nitrogen-free extract
Ash / minerals 1.5-2.2% 1.5-2.0% 2.2-3.9%
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Standard laboratory

Goose e olk:|Chicken e olk:
Component .gg / 9 diet / AIN-93M
pasture-raised caged egg
control
Crude fiber 0% 0% 4.8-5.0%
Not applicable /
Cholesterol 1.0-1.4% 1.0-1.1%
trace

Phospholipids

~30-33% of yolk lipid

~30-33% of yolk lipid

Not applicable

Triacylglycerols

~62-65% of yolk lipid

~62-65% of yolk lipid

Not applicable

Cholesterol fraction

of yolk lipid

~4-5% of yolk lipid

~4-5% of yolk lipid

Not applicable

Saturated fatty acids

High; commonly 30—
36% of total fatty acids

Commonly 30-35% of
total fatty acids

Low; depends on

soybean oil

Monounsaturated
fatty acids

Relatively high; may
exceed chicken yolk

Moderate to high

Low to moderate

Polyunsaturated fatty
acids

Present; pasture
feeding may increase

omega-3 fraction

Present; usually more
dependent on

commercial feed

Mainly from

soybean oil

Expected to be||Usually lower in caged
Omega-3 fatty acids |[relatively higher due tolleggs unless feed is||Low to moderate
pasture exposure enriched
Omega-6:0mega-3 |[Expected to be lower||Usually higher than|Depends on oil
ratio than caged eggs pasture-derived eggs  ||source
o Present; may be higher Added in vitamin
Vitamin A . Present )
with pasture access mix
[ 2 )
\ )
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. Standard laboratory
Goose egg  yolk:|[Chicken egg yolk:

Component _ diet / AIN-93M
pasture-raised caged egg
control
- Present; may be higher Added in vitamin
Vitamin E ) Present )
with pasture access mix

Added as choline

Choline High High _

bitartrate
Calcium Present Present ~0.5%

~0.23% or higher
Phosphorus Present Present depending on

formula

2.6: Translational and Clinical Relevance

2.6.1 Implications for human health

Findings from mouse models help explain how diet—microbiome—
immune interactions influence disease in humans. Evidence links microbiome
changes to conditions such as type 2 diabetes, inflammatory bowel disease,
and neurodegenerative disorders (Dawson et al .,2025; Baars et al ., 2024;
Kujawa et al ., 2023). Diets high in fiber and plant-based foods are associated
with better microbial diversity and lower inflammation (Gantenbein &
Kanaka-Gantenbein, 2021; Galica et al ., 2022). In clinical settings, dietary
interventions are used to complement medical treatments, aiming to restore
microbial balance and enhance immune function (Martyniak et al ., 2021; Du
et al .,2024). For example, prebiotics and probiotics have been tested to

Improve gut barrier integrity and reduce inflammatory symptoms in IBD
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patients (Halper-Stromberg & Dalal, 2023). However, translation from mice
to humans requires caution because of differences in microbiota composition
and metabolism (Mukherjee et al ., 2020; Montenegro et al .,2023).

2.6.2 Potential therapeutic applications

Changing the diet can be a useful way to improve the gut microbiome and
create personalized nutrition plans. Specific eating patterns mayhelp lower the
risk of disease, boost how well treatments work, and support a healthy
Immune system (Franzago et al ., 2023; Gates et al ., 2022). For people with
metabolic problems, adjusting the balance of proteins, fats, and carbohydrates
can make the body respond better to insulin. It can also help reduce ongoing
inflammation (Juul et al ., 2021). In conditions like Alzheimer’s disease,
using probiotics and foods high in polyphenols may lower inflammation and
support brain function (Naomi et al ., 2021;Van Buiten et al.,2024; Espirito
Santo et al.,2021). For heart health, diets such as the Mediterranean diet and
the DASH diet can improve how blood vessels work. These benefits may be
partly due to positive changes in the gut microbiome (Gantenbein & Kanaka-
Gantenbein, 2021). Future treatments might mix dietary changes with drugs
that target the microbiome or with fecal microbiota transplants. More large
studies are needed to find the best diet plans for different groups of patients
(Beulens et al ., 2022).

2.6.3 Possible clinical uses

Diet change can potentially improve gut microbiome as well as establish
personalized nutrition strategies. Certain dietary patterns can reduce disease
risk, enhance treatment efficacy, and promote healthy immune function

(Franzago et al ., 2023). For individuals with metabolic disorders,
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optimizing the ratio of protein, fat, and carbohydrate can enhance insulin
sensitivity. In the study conducted by Loh et al . (2024), ongoing
inflammation is said to be diminished by the use of certain probiotics and
foods high in polyphenols, in addition to the aforementioned benefits linked
to Alzheimer’s disease. Inflammation and brain function can be supported by
the combination of the two ( Graf et al., 2015;Naomi et al , 2021; Espirito
Santo et al.,2021;Van Buiten et al.,2024). In regards to brain function and
inflammation, the Mediterranean and DASH diets are said to improve how the
blood vessels function (Gantenbein & Kanaka-Gantenbein, 2021). Such
benefits could be a result of positive alterations within the gut microbiome.
Potential combination treatments are aimed at dietary changes in conjunction
with microbiome-targeting drugs and/or fecal microbiota transplantation. In
regard to the best dietary plan for a target group of patients, further studies are

warranted (Beulens et al , 2022).

e ~ e N e N
I_Diet ) Mouse Human
and Microbiome Models Health
o
fog% = Metabolic
OO% o> disorders
L ) L ) * Inflammatory
diseases
\L » Neurodegenerative
diseases
. . . = v,
Potential Therapeutic Strategies
» High-fiber diet * Probiotic supplementtion
* Polyphenol-rich foods <« Personalized nutrition

Figure 2-6: The Translational and Clinical Relevance of the Diet-
Microbiome-Immune System AXxis. “Source: Prepared by the researcher
using Al-assisted scientific illustration based on published literature,
ChatGPT.”
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Application of findings in mouse research to humans. Pathways are shown
from the dietary modulation of the microbiome to the clinic of metabolic,
inflammatory, and neurodegenerative disorders. Examples of such potentially
therapeutic strategies are high-fiber diets, probiotics, polyphenol-rich foods,
and individualized dietary plans. The figure also depicts the gap between

preclinical and clinical research.
2. 7: Knowledge Gaps and Future Research Directions.

2.7.1 Current mouse models limitations.

Mouse models are vital in studying the interactions between diets, the
microbiome, and the immune system, although they do have limitations.
Mouse gut microbiota differ from those of humans (Mukherjee et al ., 2020;
Arnesen et al .,2025). The dietary responses to interventions may diverge
from those in humans (Pilla & Suchodolski, 2020; Bertorello et al .,2024).
Environmental factors (such as housing, temperature and exposure to
pathogens or stress) can alter a microbiome and immune system response
(Theophilus et al .,2023). Laboratory diets lack the variability of human diets
and can result in a loss of translational value
(Huaiquipan et al ., 2023). Furthermore, the use of young, healthy male mice
iIn most experiments limits the understanding of these factors
(Ceballos et al ., 2021). Optimizing these parameters may enhance the utility
of preclinical models.
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2.7.2 Merging multi-omics methodologies

The multiple layers involved in the diet-microbiome-immune axis
integration include genomics, metabolomics, proteomics, and transcriptomics
(Valles-Colomer et al ., 2023; Chen et al ., 2024), yet most analyses focus on
one layer, leading to the loss of important interactions across microbial,
metabolite, and immune systems (Franzago et al ., 2023). The integration of
these layers allows the diet, microbial, and immune networks
(Naomi et al ., 2021) to be fully realized. The advanced models and machine
learning aimed at immune outcomes via microbes may allow us to identify
specific dietary (Du et al ., 2024) components. Progress can be made in the

effort of standardization of the analytical processes and in the sharing of data.
2.7.3 Long-term impacts and intergenerational effects

However, the long-term effects are less understood (Sasson et al ., 2021;
Magalhdes et al .,2024). Even after returning to a normalized diet, the
changes in the diet-induced microbiome may continue to persist for months to
years (Halper-Stromberg & Dalal, 2023; Huang et al .,2025). Additionally,
the maternal diet in pregnancy can also alter the microbiome and immune
system of the offspring, which can have long-term effects on health
(Beulens et al ., 2022). These effects, possibly through epigenetic changes,
are hypothesized to span multiple generations, as suggested by some animal
studies (Franzago et al ., 2023; Ren et al .,2024). The effect of various diets
on immune function and microbiome composition throughout the life span,
and over multiple generations, is an area that deserves further attention for

research.
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Prebiotic and Probiotic Interventions
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Figure 2-7: The Prebiotic and Probiotic Intervention . “Source: Prepared
by the researcher using Al-assisted scientific illustration based on published
literature, ChatGPT.”

2.8. Metagenomics in Diet-Microbiome—Immune Research

2.8.1 Principles of metagenomics

Metagenomics involves analyzing genetic material from surroundings, such
as from microbial life forms from bacteria to fungi in a mouse’s gut (Valles-
Colomer et al ., 2023;Du et al .,2024). This approach identifies both
culturable and non-culturable microbes (Huaiquipan et al ., 2023). Mukherjee
et al ., (2020) describe how this approach helps scientists study the effect of
different diets on microbial populations. Extensive gene sequencing (high
throughput sequencing) is used by researchers to describe the potential
functions of the microbes in given sample (Wan et al . 2021). This is
important in clarifying how diet-dependent alterations of gut microbiome
modulate immunity and metabolism (Balakrishnan et al ., 2024).

Subsequently, computerized algorithms are employed to associate microbial
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genes with products such as short-chain fatty acids and bile acids, which can

modulate immunity (Naomi et al ., 2021; Melo et al .,2023).
2.8.2 The role of diet in microbiome research

Mouse studies have corroborated the effect of diet on the functioning of
gut microbes. For instance, a high fiber diet has been shown to increase the
presence of microbial genes involved in the degradation of complex
polysaccharides and the production of short-chain fatty acids
(Galica etal ., 2022).

On the other hand, a high fat diet can increase the number of genes related
to the alteration of bile acids and the production of biliary toxins
(Loh et al ., 2024). Such alterations can cause an imbalance in the immune
system, affect the integrity of the gut barrier, and trigger inflammation
(Martyniak et al ., 2021). In models of inflammatory bowel disease,
metagenomics has revealed a decrease in beneficial microbial genes during
inflammatory flare ups. These functions may return following prebiotic
consumption (Halper-Stromberg & Dalal, 2023). In addition, the latest clinical
studies highlight that compliance with a Mediterranean-style diet boosts the
anti-inflammatory and butyrate-producing, gut lining protective, microbial
profile (Ghosh et al ., 2024). Shotgun sequencing also captures small but
notable changes in rare microbes (Pilla & Suchodolski, 2020). This links

microbial gene clusters to immune system and disease risk.
2.8.3 Challenges and limitations

Metagenomics creates very large datasets. These need strong computer
tools and skilled people to study (Valles-Colomer et al ., 2023). Current

genome databases are still incomplete, so some new microbes and their
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functions are hard to identify (Mukherjee et al ., 2020). The results can also
change depending on sequencing depth, how samples are handled, and how
libraries are prepared (Huaiquipan et al ., 2023). Metagenomics shows what
genes are present, but not whether they are active. To know that researchers
need other tools such as meta-transcriptomics (Naomi et al ., 2021; Almeida
et al .,2021). High costs can make it hard to do big diet studies in mice.
Shared methods and combining different “omics” approaches can improve
results and make them more wuseful for human health research
(Wan etal ., 2021).

Metagenomics in diet-microbiome—immune research
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Figure 2-8: Metagenomics in Diet—-Microbiome-Immune Research.
“Source: Prepared by the researcher using Al-assisted scientific illustration
based on published literature, ChatGPT.”
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2.9 Next-Generation Sequencing (NGS) Tools for Microbiome—

Immune Analysis

2.9.1 16S rRNA gene sequencing

One of the primary methods utilized for the study of bacterial communities is
gene sequencing of the 16S rRNA gene. The methodology focuses on the
specific range of target sequences of the gene that confer both the ability to
conserve and vary in order to classify the specific organisms in the sample
(Wan et al ., 2021). The gene in question has a length of approximately 1500
base pairs and is comprised of nine hypervariable regions (V1 to V9). These
hypervariable regions are separated by conserved regions and thus allow for
the hierarchical classification of the constituent organisms of the gene sample
(Bharti & Grimm, 2021). The methodology has been employed in dietary, gut
microbiome, and immune response studies, where researchers are interested
in the impact of a given dietary alteration on the microbial population (Galica
et al ., 2022;Salim et al.,2023). While the technique is limited in contrast to
whole genome sequencing, both in terms of cost and the amount of computing
power needed (Pilla & Suchodolski, 2020), it still has a degree of utility even
in the case of very closely related bacterial species (Huaiquipan et al ., 2023;
Yang et al ., 2024). Mouse dietary studies where the primary interest is in
assessing the more general changes in the microbiome over a specified period,
the methodology is still useful (Halper-Stromberg & Dalal, 2023).

2.9.2 Shotgun Metagenomic Sequencing

Shotgun metagenomics reads all the DNA in a sample. This gives a full
picture of the microbes and the genes they have (Valles-Colomer et al .,

2023). It can reveal how diet changes microbial genes that affect metabolism,
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the immune system, and gut health (Franzago et al ., 2023). High-fiber diets
often raise genes for making short-chain fatty acids. High-fat diets can
increase genes linked to toxin production (Loh et al ., 2024). Shotgun
sequencing is more detailed than 16S sequencing but costs more and needs
more data analysis (Mukherjee et al ., 2020; Baev,2025;). It is most helpful
for finding exact links between changes in the microbiome and certain

Immune or metabolic pathways (Naomi et al ., 2021; Jangi and Hecht, 2024).

2.9.3 Meta-transcriptomics and Immune Gene Expression

Profiling

Meta-transcriptomics is a research area that studies the RNA from
microbes to determine which genes are active for which genes for each
microbe under varying conditions (Naomi et al ., 2021). When researchers of
diets and the immune system need to analyze the interaction of gut
microbiome and host immune system in a more integrative manner, they use a
combination of microbial RNA and host RNA-seq data (Baars et al ., 2024).
This approach is capable of detecting gene expression changes caused by
diets in both microbes and immune cells. Working with RNA is a greater
challenge because of its rapid degradation relative to DNA and is therefore

more difficult to obtain and handle (Huaiquipan etal ., 2023).
2.9.4 Future Directions in Sequencing Technologies

The evolving sequencing technologies are also extending the frontiers of
microbiome-immune system research. Genome assembly and structural
variation detection that short-read methods miss are possible with long-read
sequencing techniques like PacBio and Oxford Nanopore (Valles-Colomer et

al ., 2023). Although capturing contiguous genomes from human gut
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metagenomes is achieved by the newly developed Illumina Complete Long
Read assay (Maghini et al ., 2024), earlier technology (before 2024) lacked
this ability and was therefore less effective. Improved strain-level resolution
from this technology is crucial for precise attribution of immune modulation
to specific bacteria (Pilla & Suchodolski, 2020). The most promising avenue
for NGS technology within the diet, microbiome, and immune system
research is data-sets that integrate multi-omics (meta-genomics, meta-
transcriptomics, meta-metabolomics, and immunomics) (Wernimont et al .,
2020; Franzago et al ., 2023). Gaining research insights about the immune
response induced by diet based on sequencing data will, however, require

advances in bioinformatics and machine learning (Bertorello et al ., 2024).

Next-Generation Sequencing Tools
for Microbiome-Immune Analysis

16S rRNA gene Shotgun Meta-transcrip- Future directions
sequencing metagenomic tomics and immune in sequencing
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Figure 2-9: Next-Generation Sequencing Tools for Microbiome—Immune
Analysis. “Source: Prepared by the researcher using Al-assisted scientific
illustration based on published literature, ChatGPT.”
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2.9.5. Microbiome Diversity Indices
2.9.5.1.Alpha Diversity

2.9.5.1.1 Chaol Richness Index

Estimating the number of bacterial taxa within a microbial community can
often be achieved by employing the Chaol richness index. Primarily due to its
emphasis on rare taxa, particularly those identified only a few times within
sequencing datasets, the index is well suited to observe microbial richness
changes resulting from a diet. In diet-microbiome studies, increased Chaol
indexes suggest that the di et al lowed for the development of a more
extensive bacterial community, whereas diminished indexes may indicate the
contraction of microbial richness or the restriction of particular microbial taxa
due to the diet. Considering the rapid shift of gut microbiota associated with
diet, the Chaol index becomes a significant metric for the expansion of gut
bacteria and the branched community of gut bacteria in mice as influenced by
dietary constituents (David et al ., 2014; Wu et al ., 2011; Wan et al .,
2021).

2.9.5.1.2. Shannon Diversity Index

The Shannon Diversity Index is a popular a-diversity measurement used in
gut microbiome analysis. This helps to understand both the different types of
species present and their relative abundance. The higher the Shannon value,
the marked the abundance and diversity of the microbes in the gut.
Conversely, the lower the Shannon value, the less microbial diversity present
and instead, was evidence of some microbial dominance, which helps to

understand the balance and harmony of the gut. Other than the lower
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Shannon value, implications of lower microbial diversity associated with the
gut microbiome illuminate gut stability, metabolic, and greater immune
activity and regulatory balance. Shannon diversity is impacted by a number
of factors in the diet gut, including gut diversity, gut microbial dysbiosis, and
gut microbial activity, including gut microbial activity. These factors would
likely modulate the microbial growth and substrate that forms in the gut
which is governed by gut dysbiosis and fermentation, which results in altered
immune signaling (Scott et al ., 2013; Gomes et al ., 2022; Huaiquipan et al
., 2023).

2.9.5.1.3. Simpson Diversity Index

The Simpson Diversity Index evaluates the diversity of microbes by
focusing on their dominance in the microbial community. It is the likelihood
that, as two organisms are drawn at random from the same sample, that the
different taxa they belong to are different from each other. Simpson diversity
favors a more even and more diverse microbial community. Simpson
diversity works especially well in the realm of nutrition, as certain diets may
have the potential to increase the number of certain types of bacteria within
the community while decreasing the balance of the community
(Scott etal ., 2013; Gomes et al ., 2022; Huaiquipan et al ., 2023).

2.9.5.1.4 Faith’s Phylogenetic Diversity

Faith’s phylogenetic diversity is measured by analyzing the evolutionary
order of diversity between microbiota. Unlike other indices that focus on how
many the members are in a community (microbial richness), this particular
index is based on how many evolutionary branches the community represents.

This allows it to account for whether a diet has the potential to broaden the
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evolutionary scope of taxa. Increased diversity in Faith’s phylogenetic scores
may also signal a wider functional potential in the microbiome, as added
metabolic and immunological supports bestowed by phylogenetically
different species remain. This is critical in diet-microbiome-immune
interrelations, as the microbiota have capacity to sit at the junction of multiple
Imbalances. The imbalance may aid in the production of different short-chain
fatty acids, other bilious acids, and variations in the regulation of the immune
factor (Rowland et al ., 2018; Franzago et al ., 2023; Patloka et al ., 2024).

2.9.5.2 Beta Diversity

Whereas alpha diversity is used to measure diversity in a single microbiota
sample, beta diversity scores measure comparability between multiple (2 and
more) samples. Beta diversity, in particular, is used to signify how different
two (or more) microbiota samples are from each other. In gastrointestinal
studies, beta diversity will measure whether unique lineages are present in the
diet of interest. Beta diversity measures whether a particular diet (in this case,
chicken vs goose egg diet vs the control diet) has the potential to alter the
overall structure of the microbiota, and is therefore essential for studies
involving the goose egg yolk and chicken egg yolk diet (David et al ., 2014;
Wu etal ., 2011; Wan etal ., 2021).

2.10. Genus level
2.10.1 Staphylococcus

Staphylococcus is capable of transient expansion through diet-induced
intestinal perturbation. Diets rich in lipids alter metabolism of bile-acids,
which can lead to anaerobic microbial consumption of oxygen. During this

tenuous period, some taxa may increase in abundance, with some of them
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being opportunistic. When microbial competition goes back to normal levels
and the immune system is working properly, the system tends to be self-
correcting. Therefore, the Staphylococcus growth can be seen as the gut
system normalizing and regulating the microbial balance, and helps to detect
the lipid-induced gut imbalance and the system self-correcting later
(Carmody et al ., 2024; Du et al ., 2025; Di Vincenzo et al ., 2024; Wang et
al ., 2023).

2.10.2 Lactobacillus

Lactobacillus is almost entirely recognized for substantiating gut barrier,
and for induction of lactic acid and immune function. It occurs that for the
short-term phase of dietary modification, its increase in abundance is possible.
Some of the members of this genus can respond quickly and can utilize the
sudden change in nutrient availability. However, the lipid-rich bile may be the
primary culprit of the negative feedback for the system, as it can increase the
bile pressure, which can limit the substrate availability. Thus, the
Lactobacillus are showing their protective and adaptable nature in the
microbial balance for gut system (Carmody et al ., 2024; Du et al ., 2025;
Howard et al ., 2022; Qi & Wang, 2023; Fan et al ., 2023).

2.10.3 Ligilactobacillus

Ligilactobacillus is classified among the lactic acid bacteria demonstrating
an association with rapid gut microbial adaptation due to dietary changes. An
early adaptation to lipid-rich feeding could lead to an increase in the biomass
of these bacteria. The production of lactate and cross-feeding interactions are
key elements in maintaining equilibrium in the gut epithelium. A later

decrease in these populations corresponds to a stable gut community or the
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depletion of available fermentable substrates. This behavior is consistent with
the initial microbial adjustments of the gut community, which are followed by
an ecological equilibrium (Carmody et al ., 2024; Du et al ., 2025;
Santangelo et al ., 2023; Pietrzak et al ., 2022).

2.10.4 Limosilactobacillus

Limosilactobacillus is a genus of lactic acid bacteria involved in gut
homeostasis, production of metabolites, and regulation of the immune
response. Some of these bacteria produce lactic acid and other bioactive
metabolites that affect the mucosal pH, barrier function, and inflammation.
This genus could increase its abundance at the early stages of a lipid-rich diet,
but decrease later, due to a competitive or unfavorable gut environment,
which may indicate a more advanced metabolic adjustment to yolk lipids
(Du et al ., 2025; Fan et al ., 2023; Bagheri et al ., 2022; Barber et al .,
2023; Santangelo etal ., 2023).

2.10.5 Streptococcus

Streptococcus has species that can strongly adapt to some changes in the
mucosa, the availability of carbohydrates, and oxidative changes. Given the
lipid composition of the gut, the abundance of some Streptococcus species
may decrease when some lipid metabolites from the gut reduce the
adhesiveness of some Gram-positive species to the gut mucosa. Egg-yolk
lipids, more so the phospholipids, can help to alter the surface mucosa and
redirect the colonization of some opportunistic bacteria. Therefore, some
variation in the Streptococcus group can be interpreted as some shift in the

competition between the mucosal epithelium and the gut microbiota
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(Xiao etal ., 2024; Carmody et al ., 2024; Du et al ., 2025; Barber et al .,
2023; Bagheri etal ., 2022).

2.10.6 Lachnoclostridium

Lachnoclostridium is an anaerobic genus of Clostridia that participate in
fermentation and lead to the production of short-chain fatty acids. Clostridia-
related metabolism may be supported and even increased by some dietary
early exposure. The presence of fermentable substrates and some changes in
the luminal environment may lead to some Clostridia-related metabolism.
However, some early increases in fermentable substrates and some changes in
the luminal environment may be diminished by lipid-rich diets. Regarding
microbial competition, some prolonged lipid-rich diets may reduce the
abundance of some Clostridia. Due to the contributions of this genus to some
butyrylated pathways, the change in the abundance of this genus may be
indicative of some moderated shift in the mucosa supply and the subsequent
change in the gut (EL-kholy et al ., 2025; Xiao et al ., 2020; Carmody et al
., 2024; Howard et al ., 2022; Fan et al ., 2023).

2.10.7 Bacteroides

Bacteroides dominates the gastrointestinal microbiota and is recognized
for its role in the fermentation of saccharides, bile-acid tolerance, and
involvement in lipid metabolism. Due to its bile tolerance and capacity to
ferment complex substrates, many species within the genus respondappears to
positively respond to fat-rich diets. An increase in the genus may assist in
metabolic adaptation during the initial phase, and the genus's decrease at a
later point may suggest substrate depletion or a balance in the microbial

community. Thus, it is plausible to designate Bacteroides the highlight for
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microbial reconstruction of gut metabolism due to diet (Carmody et al . 2024;
Du etal . 2025; Hemmati et al . 2023; Gweon ., 2023; Zafar et al . 2021).

2.10.8. Phocaeicola

Phocaeicola (Bacteroidota) is another genus of the gut microbiota that
includes members that are capable of complex carbohydrate metabolism,
including the utilization of mucins. Like Bacteroides, the genus may exhibit a
non-linear trip due to its adaptation to bile salt and later resurrect (como(tipo
what gives preference to microbial competition post colonization. The
flexibility of Phocaeicola renders this genus important in diet-induced gut
remodeling. Changes in abundance of the genus Phocaeicola would be
indicative of an ecological resilience and revitalization of metabolic
equilibrium (Carmody et al . 2024; Du et al . 2025; Bagheri et al . 2022 ;
Zafar etal . 2021).

2.10.9. Duncaniella

Duncaniella is a genus of anaerobic, carbohydrate fermenting bacteria
associated with murine gut microbiomes. Rapid response to diet changes is
hypothesized when redox changes in the gut and substrate supply changes.
Increased abundance in early phases may indicate active coprophagous
fermentation with a subsequent decline indicating resource competition.
Therefore, Duncaniella is a good indicator of rare gut microbiota that is
dynamic to dietary induced ecological pressures (Carmody et al ., 2024; Du
etal ., 2025; Fan et al ., 2023).

2.10.10. Muribaculum

40

—t

—



CHAPTER TWO LITERATURE REVIEW

Muribaculum is known to be associated with murine gut carbohydrate
fermenters with the capability to produce short chain fatty acids. Various
levels of dietary lipids and proteins and changes to yolk-derived nutrients
have an effect on the gut. Early abundance changes may allow increased gut
metabolite shifting and gut-system communication and may eventually reflect
the gut's balance. Therefore, Muribaculum is relevant for interpreting diet-
related changes in murine intestinal microbiota (Haneishi et al ., 2024;
Carmody et al ., 2024; Di Vincenzo et al ., 2024; Howard et al ., 2022; Qi &
Wang, 2023).

2.10.11. Paramuribaculum

Paramuribaculum also belongs to murine-associated Bacteroidota and may
respond to increased substrate availability and changes in bile-induced
pressure. Early abundance changes may indicate primary exposure to dietary
lipids; however, later decline may indicate changes in the gut mfocbiota and
reduced loss of the gut. Given that gut fermentation is associated to this
genus, it may explain the balance of gut microbes and the yolk, dietary-
induced changes (Carmody et al ., 2024; Di Vincenzo et al ., 2024; Barber
etal ., 2023).

2.10.12. Sangeribacter

Sangeribacter is a gut bacterial genus that may function as an adaptive
fermenter with regards to dietary energy availability. Early rise during lipid-
augmented feeding may represent temporary access to novel substrates or
modified intestinal redox alterations. Later decline may occur as substrate

flux normalizes and the balance in the microbial ecosystem is restored. Thus,
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this genus may be a short-term responder in the diet-modified gut community
(Du etal ., 2025).

2.10.13. Alloprevotella

Alloprevotella is a genus associated with mucin and carbohydrates, and
may be strain-sensitive to fermentable substrates. Under lipid and
carbohydrate-rich conditions, the community structure may be altered, along
with the equilibrium of mucin, fiber, and immune-mediated mucosal
alterations. A temporary rise may suggest access to new substrates. Later
decline may depict the closing of fermentative support. This genus is
therefore useful to assess diet-focused microfaunal shifts in relation to SCFA
pathways (Carmody et al ., 2024; Howard et al ., 2022; Qi & Wang, 2023;
Barber etal ., 2023; Bagheri etal ., 2022).

2.10.14. Alistipes

Alistipes is an anaerobic genus often linked with protein and amino-acid
metabolism, exposure to bile acids, and inflammatory tone. It may elevate
during high-fat or lipid dietary patterns because such diets alter bile flow and
intestinal oxidative stress. Fewer changes in gut microbes may suggest
stabilization of microbiota after high-fat or lipid diets or the balance of fiber-
modulated taxa. Thus, Alistipes may be a shortcut of lipid metabolism
pathways, tryptophan, and gut immune pathways (Du et al ., 2025; Carmody
etal ., 2024; Fan et al ., 2023; Barber et al ., 2023).

2.10.15. Escherichia

Escherichia is a genus (of the family, Enterobacteriaceae) of anaerobes

that thrive in the presence of and can survive in the absence of oxygen. This
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genus exhibits a surge in intestinal (and) oxidative stress and lining (and)
breach of barrier integrity. At later times, the immune system may once again
take control and promote (and) restore anaerobic competition. In this regard,
the abundance of genus Escherichia is used as an indicator of momentary
stress to gut lining (and) the later recovery of the gut lining (Lee, 2024; Di
Vincenzo 2024;Du, 2025; Fan, 2023).

2.10.16. Desulfovibrio

Desulfovibrio is a genus of anaerobes that is characterized by its ability to
reduce sulfate that is present in the environment. Desulfovibrio have an
increase in abundance due to a diet rich in fats and poor in fibers that may
affect the flow of dietary fiber in (and) promote stress at the gut lining (and)
favor the growth of sulfur-cycling bacteria. Extreme levels of this abundance
have been correlated with barrier breach (and) may indicate growth (and)
restoration of anaerobic balance at the mucosal lining. Accordingly,
Desulfovibrio is very relevant in the assessment of diet-induced stress and
recovery (Carmody et al ., 2024; Du et al ., 2025; Di Vincenzo et al ., 2024;
Bagheri etal ., 2022)

2.10.17. Lawsonia

Lawsonia is a genus of intracellular bacteria that may be affected by renewal
at the lining of epithelia, stress at the gastointestinal lining, (and) immune
system regulation. A surge in this genus after administering a lipid-rich diet
may indicate changes to epithelial dynamics and/or the host-microbiome
relationship during intestinal adaptation. A decline occurring later may
represent immune system surges, competition, (and) restoration of mucosal

homeostasis. At this stage, the Lawsonia genus may be used as a compass to
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indicate a diet that alters the epithelia and immune homeostasis
(Carmody et al ., 2024; Di Vincenzo etal ., 2024; Qi & Wang, 2023).

2.11. Species-level
2.11.1. Adlercreutzia Caecimuris

IS a gut microbe that is responsible for the metabolism of the diet's
substances and critical host-microbe relationships. Because dietary substances
interact with gut microbes and modify the handicap to the gut substrate,
abundance of this species can vary during lipid-dominant feeding due to the
availability of intestinal space to substrate.. This species is significant for the
study of alterations in metabolism due to the diet in the murine microbiome
(Meiners et al ., 2025; Patloka et al ., 2024; Anto & Blesso, 2022; Islam et
al ., 2024).

2.11.2.Staphylococcus aureus

gut microbe species are typically elevated with increased intestinal
permeability, elevated mucus oxidative stress, and greater gut barrier
permeability. It is possible for fat/protein-dominant diets to result in an initial
mucosal dysbiosis triggered from high S. aureus, followed by an interval of
dysbiosis and a subsequent decline in S aureus. Anaerobic microbes and anti-
inflammatory substances dominate to restore equilibrium thereafter.
Staphylococcus aureus may be the predominant and severe response of
dysbiosis due to lipid and high protein associated gut dysbiosis (Dang et al .,
2023; Abbasi & Khodadadi, 2025; Islam et al ., 2024; Hoffman et al ., 2023;
Gopal etal ., 2024; Yadav et al ., 2023).

44

—
| —



CHAPTER TWO LITERATURE REVIEW

2.11.3.Staphylococcus capitis

Staphylococcus capitis is a facultative species that may flourish under
nutrient-rich or oxidative intestinal conditions. Its temporary availability
during exposure to lipids may correlate with bile-acid, enhancing the
secretion of mucosal, and stress of diminished regulation of tight junctions. A
subsequent decrease may indicate a restoration of immune control and
competitive suppression by anaerobic commensals. Therefore, S. capitis can
be described as a short-term opportunistic responder, the early diet-induced
inflammation of the gut (Anto & Blesso, 2022; Engin, 2024; Dang et al .,
2023; Ciernikova et al ., 2023; Patloka et al ., 2024; Islam et al ., 2024).

2.11.4. Lactobacillus gallinarum

Lactobacillus gallinarum is a lactic acid bacterial species that are noted
for their probiotic activity and their intestinal homeostasis and regulation
metabolism. Their early proliferation under lipid enhanced-diets may be to aid
in bile handling, signaling and inhibited inflammation, related to, short-chain
fatty acids. This species may, therefore, represent a temporary beneficial
responder to yolk-derived dietary substrates (Marchese et al ., 2023;
Kaviyarasan et al ., 2022; Engin, 2024; Islam et al ., 2024; Joyet et al .,
2023).

2.11.5. Lactobacillus gasseri

Probiotic Lactobacillus gasseri forms a connection between metabolic
homeostasis, bile-salt hydrolase activity, lipid metabolism, and inflammation
in the gut as indicated by research carried out by You, Patloka, Marchese,
Hoffman, Abbasi and Khodadadi, and Gopal. Lactobacillus gasseri's mode of

subsisting may also signify lipid-rich diet adaptation and gut barrier
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functioning. However, chronic lipid pressure will ultimately switch the
digestive capability of Lactobacillus gasseri in favor of other anaerobes at the

competitive level.
2.11.6.Ligilactobacillus apodemi

Ligilactobacillus apodemi ’is level of subsistence may alter in response to
nutritional lipids especially in the early phases of nutritional-intervention. In
the early phase, a temporary increase in Ligilactobacillus apodemi may
suggest the supporting role of egg-yolk nurturing to select lactic acid bacteria.
Following a temporary increase, a reduction in Ligilactobacillus apodemi may
be a reflection of a stabilized gut community due to competitive and limited

substrates.
2.11.7. Limosilactobacillus reuteri

Limosilactobacillus reuteri is a probiotic-associated species whose
subsistence may indicate the connectivity of lipids, functional shifts, and the
response of gut microbial members to the dietary used. Yang et al . (2025)
argue that if the dietary exposure of egg-yolk is prolonged, microbial shifts
may redistribute gut ecosystems as it ultimately stabilizes. In spite of that, the
subsistence of L. reuteri during early dietary exposure supports the notion of

specific egg-yolk components providing a habitat for beneficial Lactobacilli.
2.11.8. Kineothrix alysoides

Kineothrix alysoides may contribute to the production of short-chain fatty
acids through gut fermentation. Depending on gut metabolism and the
availability of certain dietary substrates, the incidence of Kineothrix alysoides

may change. In the context of dietary egg yolks, fluctuations of this species
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may indicate variable fermentation of egg yolk lipids and/or proteins. K.
alysoides may provide an insight into the dietary alteration of anaerobic

energy metabolism within the gut (Wang et al ., 2024).
2.11.9.Clostridium scindens

Clostridium scindens has the potential to change bile metabolism and gut—
liver signaling, primarily as a buffalo bile metabolism via the alteration of
secondary bile acids. Since egg yolk diets are lipid-rich, they may change the
pool of bile acids and also influence the population of the species. Changes in
C. scindens may indicate diet-driven changes in bile metabolism and host
metabolic signaling. This species is especially relevant when interpreting the
relationship between dietary lipids, microbiota, and gut-liver metabolic
systems (Xiao etal ., 2025).

2.11.10. Schaedlerella arabinosiphila

Schaedlerella arabinosiphila is associated with gut microbiota of the
Lachnospiraceae family. This family is known for its ability to promote
polysaccharide fermentation and subsequently produce cross-fed nutrients.
Changes in diet can also influence this species via changes in the fermentable
substrates and modifications in microbial community structures. In egg yolk
diets, changes in the availability of lipids and proteins may have a secondary
effect of altering carbohydrate fermentation, thus this species provides an

indication towards fermentative gut adaptation (Du et al ., 2024).
2.11.11. Bacteroides acidifaciens

Bacteroides acidifaciens participates in balance of energy assimilation,
stability of the gut microbiome, and the digestion of carbohydrates. Typically,
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it may vary in proportion, depending on the diet and the availability of the
substrate for metabolism. Expected alteration in this group of species may
demonstrate change in the metabolism of fermentation and the metabolic
interaction of the gut microbes with the host in the alphabets of yolk feeding.
Thus, B. acidifaciens is useful for the comprehension of the impact of egg-
yolk associated diets on gut functions of the microbes and the involved energy

pathways (Jung et al ., 2025).
2.11.12. Phocaeicola vulgatus

Phocaeicola vulgatus is a species of Bacteroidota and is implicated in
the metabolism of lipids, mucin, and complex carbohydrates. It may increase
during early exposure to lipid-rich diets as it is able to respond to changes in
mucosal substrates of bile and mucin. Later declines may occur as bile-acid
signaling, immune pressure, and microbial competition restructure the
community. Thus, P. vulgatus may represent an early metabolic response,
followed by immune-stabilized microbial adjustment (Islam et al ., 2024,
Anto & Blesso, 2022; Dang et al ., 2023; Abbasi & Khodadadi, 2025; Singar
et al ., 2024; Meiners et al ., 2025).

2.11.13. Duncaniella muris

Duncaniella muris is a gut of murine species, associated with
fermentation and the metabolism of short chain fecal matter. Its increase may
be associated with abrupt dietary changes and high lipid content metabolic
substrates. Decrease may subsequently be due to the depletion of these
resources and the return of the gut microbial homeostasis to equilibrium.

Thus, D. muris serves as a species that shows microbial resilience in high
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lipid-related gut adaptation (Ciernikova et al ., 2023; Gopal et al ., 2024;
Engin, 2024; Islam et al ., 2024).
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3. MATERIALS AND METHODS

3.1 Materials

All experiments were done using aseptic laboratory conditions. The
reagents used for the nucleic acid analysis were of molecular grade and the
reagents used for the histological processing of tissues were of histological
grade. All the supplies used were sterile and nuclease-free. All the necessary
calibrations and maintenance of the instruments were done before the

experiment to ensure any measurements are precise and reproducible.
3.1.1 Equipment

All laboratory instruments used during the experiment were selected based
on their accuracy, sensitivity, and compatibility with the molecular

microbiology and histopathology workflows.

Table 3.1: Equipment Utilized in the Experimental Procedures

No.|[Equipment Manufacturer ||Model Country
1 |(Class Il Biosafety Cabinet Thermo Scientific||{1300 Series A2 USA
2 ||Microcentrifuge (refrigerated)|Eppendorf 5424 R Germany
3 |[High-speed centrifuge Thermo Scientific||Sorvall ST16R USA
4 ||INanoDrop Spectrophotometer|Thermo Scientific|NanoDrop 2000 USA
5 ||UV-Vis Spectrophotometer  ||PerkinElmer VICTOR Nivo™ USA
6 |Bead-Beating Homogenizer |Qiagen TissueLyser Il Germany
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No.|[Equipment Manufacturer ||Model Country
7 | Gel Electrophoresis System ||Bio-Rad Mini-Sub Cell GT USA

8 |[Electrophoresis Power Supply||Bio-Rad PowerPac Basic USA

9 | Gel Documentation System ||Bio-Rad GelDoc XR+ USA

10 |[Thermal Cycler Bio-Rad T100 USA

11 |[Real-Time PCR System Bio-Rad CFX96 USA

12 |[Illumina Sequencing Platform|[IIlumina MiSeq i100 USA

13 |[-80°C Ultra-Low Freezer Thermo Scientific||[TSX Series USA

14 ||Automated Microtome Leica RM2235 Germany
15 |[Tissue Processor Leica TP1020 Germany
16 |Paraffin Embedding Station ||Leica EG1150H Germany
17 |[Light Microscope Olympus CX43 Japan

18 |\Water Bath Memmert WNB14 Germany
19 ||Analytical Balance Sartorius Entris 11 Germany
20 ||pH Meter Mettler Toledo  ||SevenCompact Switzerland

All instruments were calibrated according to manufacturer recommendations

before use. Temperature-sensitive equipment was monitored daily.

3.1.2 Chemicals and Reagents
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All reagents were certified molecular biology or histological grade. Storage

conditions followed manufacturer instructions.

Table 3.2: Chemicals and Reagents

No.||Reagent Manufacturer | Catalog No. ||[Country
1 |[DNeasy PowerSoil Pro Kit Qiagen 47014 Germany
2 ||[AMPure XP Beads Beckman Coulter |[A63881 USA
3 |[Herculase Il Fusion DNA Polymerase||Agilent 600675 USA
4 |INextera XT Index Kit [llumina FC-131-1096|USA
5 ||Agarose Invitrogen 16500500 ||USA
6 |Safe DNA Gel Stain Thermo Scientific||S33102 USA
7 |[Tris-Acetate-EDTA Buffer (10X) Sigma-Aldrich  ||[TAE10X Germany
8 |10% Neutral Buffered Formalin Merck 1.04003 Germany.
9 |Hematoxylin Sigma-Aldrich  ||[H9627 Germany
10 ||EosinY Sigma-Aldrich  ||[HT110116 |Germany
11 ||Alcian Blue (pH 2.5) Sigma-Aldrich  ||/A5268 Germany
12 |Xylene Merck 1.08642 Germany
13 ||Paraffin Wax Leica 39601095 ||Germany
14 |[Ethanol (Absolute & Graded) Merck \arious Germany
15 ||Phosphate Buffered Saline Gibco 10010023 ||USA

—
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3.1.3 Experimental Design

A randomized, controlled, dietary intervention model was chosen.
« Animals underwent a 14-day acclimatization period.

« Mice were randomly assigned to one of the three experimental groups
(n = 6 per group).

« Dietary supplements were provided for 30 consecutive days

. Two sampling time points for intervention effects were selected (Day
14 and Day 30)

« Longitudinal collection of fecal samples during the intervention period
was done

« At Day 30, tissues were collected for analysis

N .
Experimental Design
Male mice (n = 36)
Acclimatization for 7 days
" -,
v v | v .
Control Grou Chicken Egg Yolk Grou Goose Egg Yolk Grou . g
Feeding period
(n=12) (n=12) (n=12)
30 days
Standard diet Boiled chicken egg yolk ‘ Boiled goose egg yolk
(solo diet) (solo diet) -
. [ p
Sampling at Day 14 Sampling at Day 30
B FecalSample [jij Blood Intestinal Tissue l Histological Fecal Sample | lili§  Blood Intestinal Tissue ‘ Histological
Cfxllectlon Collection Collection S Examination Collection C G s Examination
' (Microbi (I | ~te (Microbiome (Immune ;»._/’f Sfe
Analysis) Analysis) » : 2, ] Analysis) Analysis) 3 4 =
« DNA extraction « Serum separation | |  Duodenum ¢ :&f S‘ai”i:g « DNA extraction « Serum separation « Duodenum * :5‘55‘3i"i:g
4 « Histomorphometric « Histomorphometric
* 165 rRNA gene * Quantification of * Jejunum analysis * 16S rRNA gene * Quantification of * Jejunum analysis
sequencing cytokines (ELISA) Silsun - Villus length sequencing cytokines (ELISA) o lleum - Villus length
 Bioinformatic and -IL-6 - Villus width  Bioinformatic and -6 - Villus width
statistical analysis -1L-10 - Villus area statistical analysis -IL-10 - Villus area
- Crypt depth - Crypt depth
L | | 7 | T | 7 1 | J
— Data Integration and Statistical Analysis
ill e Integration of microbiome, immune, and histological data
T to evaluate the microbiome-immune axis and intestinal health
at Day 14 and Day 30

Figure 3-1: Experimental Desigen Source: Prepared by the researcher using

Al-assisted scientific illustration based on published literature, ChatGPT.”
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Experimental Flow Diagram

Acclimatization (14 days)
!

Random allocation

(Control / Goose Yolk / Chicken Yolk)

!
Dietary intervention (30 days)
!
Fecal sampling and serum collection (immune analysis) (Day 14, Day 30)
!
DNA extraction and quantification
!
Agarose gel integrity verification
!
16S rRNA library preparation
!
IHlumina MiSeq sequencing
!
Bioinformatics processing
!
Histomorphometric (H&E, Alcian Blue) (at 30 day )
!

Statistical analysis
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3.1.4 Animals

. Male C57BL/6 mice, 8-12 weeks old were obtained from an approved
breeding facility for the study.

« At the beginning of the study, their body weights ranged from 20 to 25
g.

« Animals were kept in ventilated cages with specific pathogen-free
(SPF) conditions.

« The temperature was kept at 22 + 2°C,

« Relative humidity was kept at 55 + 5%.

« A12-hour light and dark cycle was used.

« Standard chow and water were available ad libitum.

« An ethical approval was granted with approval number 626 (February
5, 2026).

3.2. Method :

3-2-1 Method of Egg Yolk Preparation and Administration

Fresh pasture-raised-goose eggs and cage-chicken eggs were obtained
from healthy local flocks under hygienic conditions. The yolks were carefully
separated from the egg whites, boiled thoroughly, and then provided
individually as the sole dietary component to their respective experimental
groups during the feeding period. The control group was maintained on a
standard laboratory diet (18-20% crude protein, 4-5% crude fat, 4-6% crude
fiber, 5-7% ash, vitamins, minerals, and balanced carbohydrate sources).
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3-2-2 Fecal samples collection:

Fecal samples were taken from control group, chicken egg yolk diet
group, and goose egg yolk diet group, at two different time points (day 14 and
day 30). Aseptically, samples of feces were collected, and swabs were placed
in sterile microcentrifuge tubes to avoid contamination, before instantaneous
freezing in liquid nitrogen. Samples were kept at -80 degrees until molecular
analysis was conducted. This ensured that the microbial DNA collected in the
fecal samples, remained intact and was not degraded before the sequencing

analysis could be accomplished.
3.2.3 Molecular Analysis

Molecular characterization of gut microbiota was implemented to assess
how diet composition (goose egg yolk and chicken egg yolk) affected the gut
microbial community structure of the experimental mice. The total genomic
DNA obtained from fecal samples, which underwent molecular profiling of
bacterial communities, was used for 16S rRNA gene amplicon sequencing.
The DNA samples served as templates for the amplification of specific
bacterial ribosomal gene segments, which are used for the identification of
microbes as they are highly conserved. The next step was to create and
analyze sequencing libraries using next-generation sequencing. The sequence
data were wused in a bioinformatics pipeline and were analyzed for the
microbial compositions, their relative abundances, and the diversity indices of
the microbes for the different dietary groups and their respective sampling

time points.
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3.2.3.1 DNA Extraction

DNA samples were isolated from fecal samples using the QIlAamp
PowerFecal Pro DNA Kit (Cat. No. 51804, Qiagen, Hilden, Germany). 200
mg fecal sample were transferred into the bead-beating tube supplied. Lysis
and ceramic beads buffer were added to the tube, and then were subjected to
homogenizing using a FastPrep-24™ bead homogenizer from MP
Biomedicals located in Santa Ana, CA. After homogenization, a majority of
the hard-to-lyse Gram-positive bacteria cells, and the fecal matrix, DNA

samples, were lysed.

The QlAamp PowerFecal Pro DNA Kit has a silica spin column system
that was used to purify the DNA samples. Subsequently, a number of washing
purifications were performed to remove any remaining fecal contaminants,
such as proteins, polysaccharides, bile salts, and polymerase chain reaction
inhibitors, that could disrupt and hamper DNA from being amplified and
provide unrecoverable pieces of evidence for the DNA sample. The purified
DNA was then stored in the elution buffer, along with additional protective
measures, to further guard the sample. The DNA was stored until further
analysis, which was carried out on a 2000 NanoDrop spectrophotometer from
the Thermo Fisher Scientific company located in Waltham, MA. The samples
were also subjected to 1% agarose gel electrophoresis using ethidium bromide

to assess quality and cleanliness of the DNA samples that were extracted.
3-2-3-2 Molecular Target

The target of the first gut microbiome profiling study was the 16S
ribosomal RNA gene of bacteria. Microbial sequencing targeting the V3 and

V4 variable regions provides good bacterial taxonomic resolution with a high
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degree of usefulness in microbiome amplicon sequencing. With respect to the
bacterial endogenous control amplification of the 16S ribosomal RNA gene,
the forward and reverse primers were Bakt 341F and 805R, respectively, with
the former representing a 5° to 3° sequence of CCTACGGGNGGCWGCAG,
and the latter of GACTACHVGGGTATCTAATCC.

A total of 25 pL was used to do polymerase chain reactions with the 16S
ribosomal RNA gene. Reaction mixtures contained advanced polymerase and
the bast, 14 uL of buffer, 4 uL of template, and 1.5 pL each of forward and
reverse primers. The reaction mixture was placed in a Veriti™ 96-Well
Thermal Cycler (Applied Biosystems, Foster City, CA, USA) to run the
polymerase chain reaction. The polymerase chain reaction was evaluated with
gel electrophoresis. Gel electrophoresis was used to determine whether the
target V3 and V4 regions were successfully amplified. The virome

polymerase chain reaction products were placed into the sequencing library.
3.2.3.3 Sequencing and Library Construction

The first sequencing step was to purify with AMPure XPPCR beads (Cat.
No. A63881, Beckman Coulter, Brea, CA, USA) to remove sequencing
primers and primer addition products. Sequencing cavities are highly affected
by the amount of DNA per bead and the presence of primer addition products.
To eliminate products, magnetically purifying a bead and culling to the

desired amount of amplicon was performed.

Sequencing libraries were assembled with the Nextera XT DNA Library
Preparation Kit (Cat. No. FC-131-1096, Illumina Inc., San Diego, CA, USA).

Library concentration was quantified using a Qubit™ 4 Fluorometer and

Qubit dsDNA High Sensitivity Assay Kit (Cat. No. Q32851, Thermo Fisher
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Scientific, USA). The Illumina MiSeq (Illumina Inc., San Diego, CA, USA)
sequenced the libraries and followed by quality checking and adjustment of
saturation. Sequencing resulted in paired-end reads that were used to develop

the gut microbiome.
3.2.3.4 Bioinformatics Analysis

The bioinformatics processing of the gut microbiome sequencing data
from the Illumina MiSeq system was performed and analyzed. The following
reads were removed as part of the quality control of the sequencing data: low
quality, chimeric, adapter, ambiguous, and short reads. Advanced sequencing
data quality control was performed with the DADAZ2 algorithm, which
corrected sequencing errors and generated denoised sequencing data along
with high-resolution amplicon sequence variants. Compared to operational
taxonomic unit (OTU) clustering, microbial profiling of DADA2 was more

precise.

A Bayesian classification method was applied against the NCBI 16S rRNA
reference database to classify the generated amplicon sequence variants. For
levels of classification where it was achievable, the relative bacterial
abundance was assessed at the taxonomic rank of phylum, class, order,
family, genus, and species. These results were used to examine the variations
of microbial community among groups without treatment, chicken egg yolk,
and goose egg yolk across the periods of interest. The generated taxonomic
compositions were further employed for subsequent diversity analysis, which
includes but is not limited to alpha and beta diversity, and comparisons of

group level microbial composition.

58

—
| —



CHAPTER THREE MATERIALS AND METHODS

3.2.4. Cytokine Targets
We assessed the following cytokines:
o Interleukin-6 (IL-6) — marker of pro-inflammation
« Interleukin-10 (IL-10) — anti-inflammatory cytokine

Mouse-specific ELISA kits were sourced from R&D systems (USA). All

reagents were brought to room temperature prior to utilization.
3.2.4.1 Preparation of ELISA Plates

Used the pre-coated 96-well microplates (capture antibody was

immobilized).

. The plates were taken out of the sealed packaging and checked for any

defects.

« As per instructions provided, standards were reconstituted with

calibrator diluent.

« To establish a standard curve, a series of two-fold dilutions of the
standard cytokine were prepared (e.g. from 1000 pg/mL down to 15.6
pg/mL).

« Wells that were meant to be blank and contained only assay buffer were

designated as such.
3.2.4.2 Loading the Samples

« Serum samples were thawed on ice and mixed gently by inversion.

« Samples were diluted (1:2 or 1:5) based on expected concentration.
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« 100 pL of standards, blanks, and diluted samples were pipetted into

their respective wells in doublets.
« The plates were film sealed.

« As per the kit protocol, incubation was carried out for 2 hours at 37°C

or for 4°C overnight.

3.2.4.3 Washing Step
« The liquid contents were removed via aspiration in their entirety.
« Wells were washed with 300 pL of wash buffer.
« An automated plate washer was used to repeat this washing five times.

. The plate was tapped against an absorbent to remove any residual
buffer.

3.2.4.4 Incubation With Detection Antibodies
« 100 pL of biotinylated detection antibody was placed in each well.
« This was followed by incubation at 37°C for 1 hour.
« As described above, washing was carried out five times.
3.2.4.5 Incubation With Streptavidin-HRP
« 100 pL of streptavidin-HRP solution was introduced into each well.
« This was followed by incubation at 37°C for 30 minutes in the dark.

. Five washes were performed to remove any unbound conjugate.
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3.2.4.6 Substrate Development

100 pL of TMB substrate solution was introduced.

The plates were covered and the substrate was incubated (in the

absence of light at room temperature) for 10-15 minutes.

The development of color (indicated by blue color) was assessed by

eye.
50 uL of stop solution (2N sulfuric acid) was added to each well.

When reaction stopped, blue color changed to yellow.

3.2.4.7 Measurement of Optical Density

Absorbance at 450 nm was captured using a microplate reader
(PerkinElmer VICTOR Nivo™).

For background correction, the reference wavelength was set to 570

nm.

Absorbance values from duplicate wells were averaged.

3.2.4.8 Standard Curve and Concentration Calculating

Standard curve was plotted using a four-parameter logistic regression
model.

For the standard curve, cytokine concentrations were obtained by
interpolation.

To the final serum concentrations, dilution factors were corrected.

Results were given in pg/mL.
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3.2.4.9 Quality Control
« Duplicate coefficient of variation (CV%) was calculated.
« Repeat measurement was initiated at CV values >10%.
. Standard curve R2 values were accepted at >0.98.

. Control negative wells were verified to have little to no absorbance.

3.2.4.10 Data Interpretation

« Increased inflammation was interpreted from the elevated values of IL-
6 .

« Increased anti-inflammatory signaling was interpreted from the

elevated values of 1L-10.

. To assess the immunological balance, cytokine ratios (IL-10/1L-6) were

calculated.
3.3. Histomorphometric

3.3.1. Hematoxylin & Eosin

Tissues fixed were dehydrated in ascending series of ethanol.

Clearing was done in xylene.

« Embedding in paraffin was done.
« Sections were cut to 5 m.
« Staining with hematoxylin was done for 5 minutes.

« Staining with eosin was done for 2 minutes.7. Mounting was performed
with DPX.
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« Measurement of villus height and crypt depth was done.
3.3.2 Alcian Blue

« Deparaffinization was done.

« Sections were stained for 30 minutes with Alcian Blue (pH 2.5).

« Counterstaining was done.

. Evaluation of Goblet cell mucin density was done.
3.4 Statistical Analysis

. Data were expressed as mean £ SEM.

« One-way ANOVA was used.

« Tukey's post-hoc was performed.

« The significance threshold was set at p < 0.05.

« Graphs were exported at 600 dpi.
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4. Results
4.1. Relative abundance
4.1.1. Genus level

4.1.1.1 Staphylococcus

When mice were put on the modified diet with goose egg yolk, the relative
abundance of Staphylococcus genus was present on the 14th day of sample
collection with both chicken yolk and control groups. Staphylococcus
abundance showed a pronounced early elevation, suggesting possible
stimulation of the Staphylococcus genus at an early phase of the dietary
adaptative period. However, at the 30th day of collection, the same abundance
exhibited a pronounced and significant decline, falling under the values
recorded at day 14. The decline suggests that the initial increase was in fact
early and that the bacterial population decreased as the study progressed,
causing a time-relational disjunction between the initial and later sampling

points (Figure 4-1).

Staphylococcus (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-1:. Staphylococcus (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.2 Lactobacillus

Between the various diet groups and time intervals, the abundance of the
genus Lactobacillus differed. At 14 days, the control (normal diet) group had
the highest abundance (around 35%); the second highest was the goose egg
yolk group (around 30%), and the lowest was the chicken egg yolk group
(about 5-6%). At 30 days, all groups had a relative abundance which
decreased from 14 days. In the control group, this decline was to around 17-
18%, and in the goose egg yolk group, this decrease was more substantial, to
around 3-4%. The chicken egg yolk group was around 1-2%. This data
indicates all treatments had a decrease in the abundance of Lactobacillus
between 14 and 30 days, with the most notable decrease seen across the

treatments at 14 days (Figure 4-2).

Lactobacillus (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets

I 14 days
Il 30 days

N w B
Q o o
L

Relative abundance (%)

=
o
L

Goose Egg Yolk Chicken Egg Yolk Control (normal diet)

Figure 4-2: Lactobacillus (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.3 Ligilactobacillus

Our results show that, as of 14 days, the highest relative abundance of the
genus Ligilactobacillus was found in the chicken egg yolk group (approx. 53-
55%), while the control and goose egg yolk groups were found to have a
much lower relative abundance (approx. 5-7%). As of 30 days, the chicken
egg yolk group's relative abundance has since markedly decreased to 3-4%.
Similarly, the goose egg yolk group showed a decrease to 2-3% from 5-6% at
14 days, while the control group exhibited little to no change from 6-7% at
both time stamps. Essentially, the data shows that the chicken egg yolk group
experienced a pronounced increase at 14 days, followed by a decrease at 30
days as the other groups experienced little to no change in relative abundance
(Figure 4-3).

Ligilactobacillus (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-3: Ligilactobacillus (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.4 Limosilactobacillus

For the first 14 days, the mice who were fed goose egg yolk were way
advanced in Limosilactobacillus like in abundance compared to the other
diets (p < 0.05). This suggested a temporary need for the expansion of the
genus under yolk feeding conditions. On the 30th day, this same genus also
showed an impressive and significant (p < 0.05) decline in comparison to the
previously recorded levels. Then, the genus must have experienced a period of
time-basal decline growth an augmentation conceptualized during the first

two weeks of the experiment (Figure 4-4).

Limosilactobacillus (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-4: Limosilactobacillus (genus) relative abundance in mice exposed
to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.5 Streptococcus

At 14 days, the % of genus Streptococcus relative abundance in the control
(normal diet) group was the highest, accounting for 1.6-1.7%, while the goose
egg yolk and chicken egg yolk groups had much lower values, 0.1-0.2%. By
30 days, the abundance in the control group had decreased markedly to
approx. 0.2-0.3%. The goose egg yolk group had a slight increase in
abundance by 30 days compared to 14 days (approx. 0.3%). The chicken egg
yolk group had approx. 0.1-0.15% which was a minimal change in abundance
from 14 days to 30 days. In total, the control group had the highest abundance
which was at 14 days and then had a substantial decline at 30 days
(Figure 4-6).

Streptococcus (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-5: Streptococcus (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.

68

—
| —



CHAPTER FOUR RESULTS

4.1.1.6 Lachnoclostridium

At day 14, the goose egg yolk group had the lowest abundance of
Lachnoclostridium (around 0.2%), whereas the chicken egg yolk group and
the control group had higher abundance of Lachnoclostridium (around 0.8%-
0.9%). The next observation 30 days after egg food yolk inclusion, showed a
slight decrease in the abundance of the goose egg yolk group (around 0.1%),
and a significant decrease in the abundance of the chicken egg yolk group
(around 0.05 — 0.1%). On the other hand, the control group had an abundance
increase at day 30 to about 1.2 — 1.3%. The control group had the highest
abundance at day 30 whereas the goose egg yolk group had the lowest
abundance at both time points (Figure 4-6).

Lachnoclostridium (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-6: Lachnoclostridium (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.7 Bacteroides

Goose egg Yyolks had the greatest relative abundance of the genus
Bacteroides at 14 days, at about 6%. In the chicken egg yolk and control
groups, relative abundance was much lower, at ~0.8-1.0%. By 30 days, there
was a decrease in relative abundance for the goose egg yolk group (around
4%), and in the chicken egg yolk group, there was a large increase of relative
abundance (about 6-7%), which was the highest at this timepoint. The control
group remained at 1% for both time points. The results indicate a shift in the
highest abundance from the goose egg yolk group at 14 days to the chicken
egg yolk group at 30 days (Figure 4-7).

Bacteroides (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-7: Bacteroides (genus) relative abundance in mice exposed to Goose
Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.8 Phocaeicola

After the 14 days of exposure to the diet of goose yolk, Phocaeicola
displayed a statistically significant (p < 0.05) increase in Phocaeicola
abundance for both comparison groups. The early period corresponds to the
first upward displacement from the baseline extension. Conversely, at the 30-
day sampling point, the same genus Phocaeicola showed a significant (p <
0.05) increase, which marks a counterbalance to the previous decrement and

accounts for the intermediate time frame dip (Figure 4-8).

Phocaeicola (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Centrol diets
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Figure 4-8: Phocaeicola (genus) relative abundance in mice exposed to Goose
Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.9 Duncaniella

Zealously Duncaniella's levels were noted to significantly (p < 0.05)
increase at the 14 day sampling point in the goose yolk group. This behavior
portrays an early increase associated with the diet. By the 30 day point in the
diet, Phocaeicola abundance significantly (p < 0.05) decreased, explaining the
previous measurement and showing a decline and short-lived change that was

hypothesized to normalize with an extended exposure to the diet (Figure 4-9).

Duncaniella (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-9: Duncaniella (genus) relative abundance in mice exposed to Goose
Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.10 Muribaculum

By the time the mice consumed goose yolk for a period of 14 days,
Muribaculum abundance had significantly (p < 0.05) increased in comparison
to the control. The sampling period for this was also increased to 30 days. At
this point the mice underwent a significant (p < 0.05) decrease, where the
control group values had previously increased. The temporal sampling period
showed an elevation that was indeed progressive and based on the additional

sampling period, was decremental (Figure 4-10).

Muribaculum (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-10: Muribaculum (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.11 Paramuribaculum

The genus Paramuribaculum showed a statistically significant (p<0.05)
Increase in abundance in modified goose-egg-yolk fed mice at the 14-day
sampling period compared to the chicken-yolk and control groups. The
increase was marked during early adaptation, but did not persist throughout
the rest of the experiment. Collection data by day 30 demonstrated a
significant (p<0.05) decline in abundance, almost reverting to the baseline
feeding value, or just below. This pattern suggests early stimulation followed
by a late phase decline in abundance (Figure 4-11).

Paramuribaculum {genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-11: Paramuribaculum (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.12 Sangeribacter

At 14 days, abundance within the genus Sangeribacter was approximately
1.1-1.2% in the goose egg Yyolk group, followed by 0.9% in the chicken egg
yolk group, and was lowest in the control group at approximately 0.25-0.3%.
At 30 days, a decrease in abundance was recorded in the goose egg yolk
group (approximately 0.8-0.9%), the chicken egg yolk group remained
relatively stable (approximately 0.9%), and the control group had an increase
(approximately 0.8%). In general, the goose egg yolk group had the highest
value at 14 days, while at 30 days the values in the three groups appeared to

become more similar (Figure 4-12).

Sangeribacter (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-12: Sangeribacter (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.

75

—
| —




CHAPTER FOUR RESULTS

4.1.1.13 Alloprevotella

The highest relative abundance of the genus Alloprevotella at 14 days
was in the goose egg yolk group (about 2.5-2.7%) followed by the control
group (about 1.0-1.1%), and the lowest value was seen in the chicken egg
yolk group (about 0.2-0.3%). At 30 days, the goose egg yolk group has also
seen a decrease in abundance (about 1.5-1.6%). In comparison, the chicken
egg yolk group has seen a rise to about 1.0%, and the control group has also
experienced an increase to about 1.4-1.6%. While at 14 days the highest value
was seen in the goose egg yolk group, by 30 days, the values in all three

groups had become more similar (Figure 4-13).

Alloprevotella (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-13: Alloprevotella (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.14 Alistipes

In relative abundance of the genus Alistipes at 14 days, the control group
1.0% and chicken egg yolk group 0.9% both displayed higher percentages,
while goose egg yolk group Alistipes had the lowest at 0.7%. However, at 30
days the chicken egg yolk group 1.9% and goose egg yolk group 1.4% had
relatively higher abundance, while control group showed a significant relative
abundance decrease of Alistipes (0.3 - 0.4%) in comparison to 14 days.
Overall, chicken egg yolk group had the most relative abundance of Alistipes

at 30 days, while the control group had the least (Figure 4-14).

Alistipes (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets

I 14 days

Hl 30 days
2.5 1

= N
w (=]
L !

Relative abundance (%)
=
o

0.51

0.0-

Goose Egg Yolk Chicken Egg Yolk Control (normal diet)

Figure 4-14: Alistipes (genus) relative abundance in mice exposed to Goose
Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.15 Escherichia

Fourteen days in, the control group had the highest relative abundance of
the genus Escherichia, at about 0.6 percent, while the values for both the
goose egg yolk and chicken egg yolk groups were about 0.2 percent. By day
30, there was a marked decrease in abundance for all groups. In the goose egg
yolk group abundance decreased to about 0.03 percent, in the chicken egg
yolk group to about 0.02 percent, and in the control group to about 0.04-0.05
percent. In the control group, the highest abundance in 14 days was followed

by a marked decline in all dietary treatments in 30 days (Figure 4-15).
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Figure 4-15: Escherichia (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.

78

—
| —



CHAPTER FOUR RESULTS

4.1.1.16 Desulfovibrio

The relative abundance for the genus Desulfovibrio for the different
treatment groups at 14 days were 0.25% for the goose egg yolk group, 0.30%
for the chicken egg yolk group, and 0.28% for the control group. At 30 days,
the goose egg yolk group experienced an increase in abundance to about
0.65%. The chicken egg yolk group also had an increase in Desulfovibrio to
0.33-0.35% while the control group experienced a decline to about 0.15%.
The goose egg yolk group had the highest relative abundance in Desulfovibrio
at 30 days and the control group had the lowest relative abundance at 30 days
(Figure 4-16).

Desulfovibrio (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-16: Desulfovibrio (genus) relative abundance in mice exposed to
Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.1.17 Lawsonia

The (genus) Lawsonia showed a relative abundance increase in Lawsonia
after 14 days of goose-yolk feeding (p < 0.05) much (more) than the other
(two) groups. During mid-term and long-term sampling intervals, Lawsonia
underwent a significant decrease (p < 0.05) at 30 days, thereby creating

distinct (pas) temporal (Figure 4-17).

Lawsonia (genus) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
I 14 days
I 30 days
2.01
D

S
o L5
)
c
]
T°
c
3
©
o 101
2
©
& A

0.5

B E F
c =1 N
0.0 - :
Goose Egg Yolk Chicken Egg Yolk Control (normal diet)

Figure 4-17: Lawsonia (genus) relative abundance in mice exposed to Goose
Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.2. Species level

4.1.2.1. Adlercreutzia caecimuris

The control group had a relative abundance of Adlercreutzia caecimuris
of about 0.12% at day 14, while goose egg yolk and chicken egg yolk groups
had comparable and lower relative abundances of about 0.04-0.05%. By day
30, there was a decline in abundance across all groups. The relative
abundance of the goose egg yolk group decreased to about 0.01% and the
chicken egg yolk group also decreased to about 0.01% while the control
group decreased to 0.09-0.10%. In the control, the highest levels at both time
points of the study were seen while the goose and chicken egg yolk groups
had the lowest levels at day 30 (Figure 4-18).

Adlercreutzia_caecimuris (species) relative abundance in mice exposed to Goese Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-18: Adlercreutzia_caecimuris (species) relative abundance in mice

exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.2.2 Staphylococcus aureus

At 14 days, the goose egg yolk group had the highest relative proportion
of Staphylococcus aureus (about 0.31-0.32%) compared to the control group
which had a higher value (about 0.05%) and the chicken egg yolk group
which had almost none (about 0%). Then at 30 days, there was a substantial
drop in the goose egg yolk group (about 0.05%) and almost none in the
control group. The chicken egg yolk group remained approximately zero at
both time points. Altogether the highest was in the goose egg yolk group at 14
days and then 30 days had a notable drop after (Figure 4-19).

Staphylococcus_aureus (species) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets

0.40 4 I 14 days
I 30 days

= = = = =

— o o w w

w =) w S n
f L | | L
-]

Relative abundance (%)

=

—

1<)
|

Goose Egg Yolk Chicken Egg Yolk Control (normal diet)

o
(=]
[

Figure 4-19: Staphylococcus_aureus (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.

82

—
| —



CHAPTER FOUR RESULTS

4.1.2.3 Staphylococcus capitis

At the 14-day mark, the abundance of Staphylococcus capitis relative to
the other microorganisms, was highest for the goose egg yolk group (approx.
0.024%) and lowest for the control group (approx. 0.006%) and almost absent
for the chicken egg yolk group (approx. 0%). At the 30-day mark, the goose
egg yolk group had a further reduced abundance, almost to zero. This was
also the case for the control group. In comparison, the chicken egg yolk group
showed a small abundance increase at 30 days (approx. 0.004%). The goose
egg yolk group had the highest abundance value of all groups at 14 days,
followed by a marked decline at 30 days (Figure 4-20).

Staphylococcus_capitis (species) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-20: Staphylococcus_capitis (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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4.1.2.4 Lactobacillus gallinarum

After 14 days of feeding the Goose-yolk diet, the mice were found to have
a significantly greater (p<0.05) number of L. gallinarum in comparison to the
control and chicken-yolk groups. This same pattern of populations was
observed again when a 30 day examination was conducted, marking a
significant decline (p<0.05). This indicates the presence of a clear 2 phase
pattern (Figure 4-21).
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Figure 4-21: Lactobacillus_gallinarum (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.2.5 Lactobacillus gasseri

Goose-yolk diet mice were found to have greater (p<0.05) levels of L.
gasseri after 14 days of feeding. However, after 30 days the same population
levels were found, which signifies the levels have drastically decreased
(p<0.05). This clearly demonstrates that there was a change in population
throughout the feeding period and this drop in population appears to be
irrevocable (Figure 4-22).

Lactobacillus_gasseri {(species) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-22: Lactobacillus_gasseri (species) relative abundance in mice

exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
4.1.2.6 Ligilactobacillus apodemi

At 14 days, the relative abundance of Ligilactobacillus apodemi was
highest in the chicken egg yolk group (approximately 52-55%). The relative
abundance of Ligilactobacillus apodemi was notably less in the goose egg
yolk and control groups, at roughly 5-6%. By 30 days, the relative abundance
of Ligilactobacillus apodemi in the chicken egg yolk group decreased

significantly (approximately 3%). In contrast, the goose egg yolk group
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decreased only slightly to 2-3% and the control group remained stable at
approximately 5%. The chicken egg yolk group at 14 days still had the
highest value overall, and had the largest drop by 30 days (Figure 4-23).

Ligilactobacillus_apodemi (species) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-23: Ligilactobacillus_apodemi (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.2.7 Limosilactobacillus reuteri

Goose-egg yolk supplementation for 14 days resulted in a significant
(p < 0.05) increase in L. reuteri counts. During the 30-day period in which the
mice were continuously fed, the abundance decreased significantly
(p < 0.05) which again, followed the previously established cycle of increase
and decrease(Figure4-24).

Limosilactobacillus_reuteri (species) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-24: Limosilactobacillus_reuteri (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.

87

—
| —




CHAPTER FOUR RESULTS

4.1.2.8 Kineothrix alysoides

Kineothrix alysoides relative abundance in control group at 14 days was
highest at 1.4-1.5%, followed by chicken egg yolk group with 0.6%, while
goose egg yolk group was 0.2%. Abundance increased at 30 days in goose
egg yolk group and control group to 0.5% and 1.9%, respectively. In
comparison, chicken egg yolk group decreased to 0.2% at 30 days. In both
time intervals, control group had highest value while goose egg yolk group
had lowest value at 14 days (Figure 4-25).

Kineothrix_alysoides (species) relative abundance in mice exposed to Goose Eqgg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-25: Kineothrix_alysoides (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.2.9 Clostridium scindens

At 14 days, the relative abundance of Clostridium scindens was the lowest
among the goose egg yolk group (about 0.2%), and the chicken egg yolk
group (about 0.8%) and control group (about 0.85%) had higher values. By 30
days, abundance decreased a little in goose egg yolk group (about 0.1%) and
decreased a lot in the chicken egg yolk group (about 0.07%). The control
group, however, had a significant increase at 30 days (about 1.3%). Overall,
control group had the highest value at 30 days and goose and chicken egg

yolk groups had the lowest values (Figure 4-26).

[Clostridium]_scindens (species) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-26: Clostridium scindens (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.2.10 Schaedlerella arabinosiphila

On day 14 of sampling, S. arabinosiphila exhibited a significant (p <
0.05) increase as compared to controls in the goose-yolk group. Subsequently,
30 days later, its abundance significantly (p < 0.05) declined which illustrates
a mid-term increase followed by a drop which is transient at the end of the
trial (Figure 4-27).

Schaedlerella_arabinosiphila (species) refative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-27: Schaedlerella_arabinosiphila (species) relative abundance in
mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.2.11 Bacteroides acidifaciens

After 14 days, the relative abundance of Bacteroides acidifaciens was
again the highest for the goose egg yolk group at approximately 4.2-4.5%,
while the chicken egg yolk group was at a markedly lesser value of
approximately 0.4-0.5%, and the control group was at the lowest value of
approximately 0.1-0.2%. After 30 days, there was a decrease in the goose egg
yolk group at approximately 3.5%. On the other hand, the chicken egg yolk
group exhibited a significant increase at 30 days (approximately 4.8-5.0%),
while in the control group there was about a 0.5-0.6% increase. Based on 14
days, the highest value was in the goose egg yolk group, while for 30 days,
the highest value was in the chicken egg yolk group (Figure 4-28).

Bacteroides_acidifaciens (species) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-28: Bacteroides_acidifaciens (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.2.12 Phocaeicola vulgatus

At 14 days the relative abundance of Phocaeicola vulgatus was highest in
the goose egg yolk group (approx. 2.8%), followed by chicken egg yolk group
(approx. 0.5%) and control group (approx. 0.05%). At 30 days, relative
abundance in the goose egg yolk group decreased slightly to approx. 2.6%.
However, chicken egg yolk group increased to approx. 1.2% and control
group increased to approx. 0.8%. On the whole, goose egg yolk group had the
highest values at both time points, and control group had the lowest

abundance at 14 days and an increased abundance at 30 days (Figure 4-29).

Phocaeicola vulgatus (species) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-29: Phocaeicola vulgatus (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.1.2.13 Duncaniella muris

At 14 days, the greatest relative abundance of Duncaniella muris (about
3.1%) occurred in the goose egg yolk group, with lower relative abundances
in the chicken egg yolk group (about 1.1%) and in the control group (about
0.9%). By 30 days, relative abundances for the goose, chicken, and control
egg yolk groups were 1.8%, 1.3%, and 1.1%, respectively. Collectively, the
values among the three groups were more comparable at 30 days than at 14

days (Figure 4-30) and the goose egg yolk group was the highest at 14 days.

Duncaniella_muris (species) relative abundance in mice exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets
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Figure 4-30: Duncaniella_muris (species) relative abundance in mice
exposed to Goose Egg Yolk, Chicken Egg Yolk, and Control diets.
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4.2. Diversity indices

4.2.1. Alph diversity

In index estimation, McDonald argued that, for species richness, the more
diverse the species, the higher the value of the index of diversity. Therefore,
in this experiment, we noticed that, in mouse gastrointestinal tracts, the more
goose yolk wirh chicken diet was added, the higher the index of diversity
even though it was initially added as a dietary fiber. In this series of
experiments, for each of the eight experimental diets, the starting values are
the average values for the indices of diversity. It is indeed very very clear that
the values are very low. Even old and latent people with the subjects of the
experiment would agree that these values are statistically significantly
different than the values obtained for carrying out the experiment with the
integrated chicken diet. In these indices of diversity, the distribution richness
is much larger, as we can see, than the other one. Moreover, it can be claimed
that is even lower than the value of the recurrence of distribution richness of
these void s. Hence, it would be accurate to claim that there is larger
distribution richness than the other one whereby each infers that lower
recurrence of distribution richness results in higher values for wealth of the
distribution. In other words, it would be claimed that there indeed is lower
recurrent distribution richness in these voids than there is with the value of the
recurrence of the distribution of the richness of other voids. Hence, it would
be accurate to claim that there is larger distribution richness than the other one
such whereby each infers that lower recurrence of distribution richness results

in higher values for wealth of the distribution.
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4.2.1.1 Chaol Diversity Index :

From figure 4-31, at 14 days, the control group appeared to have the
highest Chaol index with a value of about 485, followed by chicken egg yolk
group with an index of about 440-445, and then the goose egg yolk group
with an index of about 400. At 30 days, Chaol index of goose egg yolk group
increased to about 455-460, and chicken egg yolk group increased to an index
of about 450-455. Unlike the, control group Chaol index value decreased to
about 470-475 at 30 days. The bars in figure 4-31 illustrate the mean £SEM.

Chaol Diversity Index in Mice Exposed to Different Diets
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Figure 4-31. Chaol diversity index results from the control, chicken egg
yolk, and goose egg yolk groups at 14 days and 30 days are illustrated in
figure 4-31.
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4.2.1.2 Shannon Diversity Index :

Of all the mice at 14 days, the control group had the greatest Shannon
index (about 5.9-6.0), and the goose egg yolk group had a comparable index
(about 5.9) while the chicken egg yolk group index was the least (about 3.8).
At 30 days, all groups experienced an increase in Shannon index. The control
group is the highest and is at (approx. 6.4-6.5), while the goose egg yolk
group is at 6.1 and the chicken egg yolk group increased significantly to
(about 5.5-5.6). The mean + standard error is represented by the bars (Figure
4-32).

Shannon Diversity Index in Mice Exposed to Different Diets
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Figure 4-32: Shannon diversity index of mice is illustrated, whose diets
consist of goose egg yolk, chicken egg yolk, and a control diet, at 14 and 30
days.
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4.2.1.3 Faith’s Phylogenetic Diversity Index :

The highest Faith's PD for the control group (about 43) was greater than
chicken egg yolk (about 38) and goose egg yolk (about 35) at 14 days. At 30
Days PD index for goose egg yolk group improved to around 41, chicken egg
yolk group was similar (37-38) and control group declined to around 34-35.
Goose egg yolk group showed the highest value at 30 days and control group
declined (Figure 4-33).

Faith's_PD Diversity Index in Mice Exposed to Different Diets
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Figure 4-33: Faith’s Phylogenetic Diversity (PD) index of mice is presented
and described based on diets of goose egg yolk, chicken egg yolk, and control

for the ages of 14 and 30 days.
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4.2.1. 4 Simpson Diversity Index :

The chicken egg yolk group had the highest Simpson index at 14 days at
about 0.38-0.40, whereas the goose egg yolk and control groups had only
about 0.05-0.06. The Simpson index for the chicken egg yolk group at 30
days had an even larger decline than that at 14 days at about 0.07. The goose
egg yolk group had an even smaller decline than the chicken egg yolk group
to about 0.04, and the control group decreased to around 0.03-0.04. To
summarize, the chicken egg yolk group had the highest index at 14 days of 30
days Figure 4-34 demonstrates a significant decrease.

Simpson Diversity Index in Mice Exposed to Different Diets
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Figure 4-34: Simpson diversity index for the mice fed diets of goose egg and
chicken egg yolk as well as control diets for 14 days and 30 days.
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4.2.2. Beta diversity

4.2.2.1 Distance matrix

Analysis of beta diversity conducted in this study using the Bray-Curtis
method of dissimilarity and represented through Principal Coordinate
Analysis (PCoA) showed that the microbial community of mice on goose egg
yolk diet changed significantly (p<0.05) at day 14 post dietary
commencement) relative to both the control and chicken-yolk groups. This
change suggests that there was a marked difference in the microbial
composition between the dietary treatments at an early stage. However, after
30 days of feeding, the community clustering pattern showed a significant (p
< 0.05) increase in dissimilarity suggesting that the microbial composition
converged closer to the other groups. Thus, the pattern of beta diversity
appeared to demonstrate extremely dissimilar values at early stages, followed
by convergence at later stages. In this regard, the day 14 data represented the
period of greatest variation between groups, and the day 30 data represented a
period of compositional stabilization of the gut community Distinct clustering
was noted at 14 days (p < 0.05), which was reduced significantly (p < 0.05) at
30 days, indicating a decrease in inter-group dissimilarity over time,
(Figure 4-35).
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Figure 4-35: Beta diversity analysis based on Bray—Curtis dissimilarity.
Bray—Curtis dissimilarity PCoA plot of the gut microbiota from control,

chicken-yolk, and goose-yolk groups..
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4-3: ELISA:

4-3-1: Concentration of IL-6 in serum

The concentration of serum IL-6 (pg/ML, mean + SD) was recorded on
14 (day 14) and 30 (day 30) with regard to specific time and diet-related
variations. Day 14 had the control group at 85 + 62, goose egg yolk group at
310 £ 95, and chicken egg yolk group at 190 = 80. Day 30 had the control
group at 210 * 180, goose yolk group at 150 £ 70, and chicken egg yolk at
410 + 210. Regarding the goose egg yolk group, higher IL-6 at Day 14 was
considered to mean an inflammatory response to the diet, and the chicken egg
yolk group was considered to have a marked IL-6 increase at Day 30, and
therefore a diet-related inflammation that was delayed or sustained, whereas
the control group was considered to have a slight and somewhat random IL-6

response to the diet over time (Fig. 4-36).
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Figure 4-36. Serum interleukin-6 (IL-6) concentrations in mice fed control,
goose egg Yyolk, or chicken egg yolk diets. Blood samples were collected on

days 14 and 30. Bars represent mean £ SE (n = 6).
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4-3- 2 Concentration of IL-1 in serum

IL-10 in serum (pg/ml, mean £ SD) on day 14 and day 30 in the study
reported an overall increase with time across all groups, with the chicken egg
yolk group recording the highest value on day 30. On day 14, the control
group was 260 + 90, the goose egg yolk group was 360 + 110, and the chicken
egg yolk group was 310 = 100. On day 30, the control group was 340 + 120,
the goose egg yolk group was 290 * 130, and the chicken egg yolk group was
460 £ 150. In the provided interpretation, IL-10 was described as increasing
with time across all groups, and with the chicken egg yolk group described as
showing the highest IL-10 at day 30 indicating a compensatory anti-
inflammatory response, while the goose egg yolk group was reported as

showing an earlier 1L-10 elevation indicating immune modulation (Fig. 4-37).
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Figure 4-37 . Serum interleukin-10 (IL-10) concentrations in mice fed control,
goose egg Yyolk, or chicken egg yolk diets. Blood samples were collected on

days 14 and 30. Bars represent mean £ SE (n = 6).
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4.4 : Histomorphometric

4.4.1: Duodenum histomorphometric

All endpoint morphometric illustrated diet-related enlargement of the
duodenal villi. Villi length was advanced from 0.4088 mm in the control
group to 0.4536 mm in the chicken-yolk group to 0.5183 mm in the goose-
yolk group, where control—chicken is recorded as non-significant, and goose-
yolk is recorded as significantly greater than chicken-yolk(Fig. 4-38) and
greater than control (Fig. 4-38).

Duodenum Villi Length (mm)
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Figure 4-38: illustrates the mean duodenum villi length (mm) measured in the

control, chicken yolk, and goose yolk groups.
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The control group recorded the smallest mean villi length (0.4088 mm)
while the chicken yolk and goose yolk recorded 0.4536 mm and 0.5183 mm
respectively with goose yolk showing the highest mean value. The bars show
the mean values while the error bars show the mean values and the variability

about the mean.

Villi width increased from 0.1098 mm (control) to 0.1451 mm (chicken-
yolk) and to 0.1703 mm (goose-yolk), where significance is indicated
between control and chicken-yolk (Fig. 4-39) and control and goose-yolk

(Fig. 4-39 ), and where chicken-yolk versus goose-yolk is labeled non-

significant.
Duodenum Villi Width (mm)
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Figure 4-39: Villi width (mm) in the duodenum for control, chicken yolk, and

goose yolk groups.
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Stepwise increases in villus area from 0.0447 mm? (control) to 0.0659
mm?2 (chicken-yolk) and to 0.0881 mm? (goose-yolk) demonstrates control vs
chicken-yolk (Fig. 4-40) and chicken-yolk vs goose-yolk (Fig. 4-40)
significant separations, and control vs goose-yolk (Fig. 4-40) greater

separations.
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Figure 4-40: Villi area (mm?) in the duodenum for control, chicken yolk, and
goose yolk groups.

The mean values are least in the control group and lowest in the average
calculation of chicken yolk group with control group reporting 0.0447 mm2
chicken yolk group reporting 0.0659 mm2 and the goose yolk reporting
maximum at 0.0881 mm2. The control group had the least mean value of
duodenum villi area (mm2) in comparison with chicken yolk and goose yolk
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group. The mean value duodenum villi area (mm2) of control group, chicken

yolk group and goose yolk group increase progressively. The goose yolk

group had the maximum variability around the mean values.

Increased crypt depth was also recorded from 0.1913 mm (control) to

0.2315 mm (chicken-yolk) to 0.2982 mm (goose-yolk), where chicken-yolk

vs control is non-significant, but goose-yolk versus chicken-yolk (Fig. 4-41)

and goose-yolk versus control (Fig. 4-41) are significant.
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Figure 4-41: Duodenum crypt depth (mm) is shown in control, chicken yolk,

and goose yolk groups.
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The control group had the least mean crypt depth (0.1913 mm), followed
by the chicken yolk group (0.2315 mm), and the goose yolk group had the
highest value (0.2982 mm). Error bars show the mean value variability. In all
groups, crypt depth increased progressively from control to chicken yolk and

finally to goose yolk group, with the highest level noted.
4.4.2: Jejunum histomorphometric

Jejunal villus dimensions illustrated moderate increases, with the strongest
statistical support shown for villus width and area as opposed to crypt depth.
Villi length increased from 0.3152 mm in the control to 0.3451 mm in
chicken-yolk and 0.3866 mm in goose-yolk; comparisons to chicken-yolk
were deemed non-significant while control vs. goose-yolk was deemed
significant (Fig.4-42).
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Figure 4-42: Jejunum villi lengths (in mm) are compared across the control,

chicken yolk, and goose yolk groups.
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The control group had the smallest mean villi length (0.3152 mm) and in
the chicken yolk group the mean villi length increased slightly to 0.3451 mm.
The goose yolk group showed the greatest mean villi length at 0.3866 mm.

Error bars show the mean values variability.

Villi width increased from 0.0785 mm (control) to 0.1090 mm (chicken-
yolk) and 0.1225 mm (goose-yolk) with a significant difference noted
between control and chicken-yolk and between control and goose-yolk, while
the difference between chicken-yolk and goose-yolk was marked non-
significant (Fig.4-43).
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Figure 4-43: Jejunum villi width (mm) in control, chicken yolk, and goose
yolk groups is presented.
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Control group had the smallest mean villi width (0.0785 mm) and the
chicken yolk group had a greater mean (0.1090 mm) while the goose yolk
group had the greatest mean (0.1225 mm). The error bars show the spread
around the means. Villi width in the control group, chicken yolk group and

goose yolk group are increasing in succession.

For villus area, there was a distinct graded increase from 0.0247 mm?2
(control) to 0.0372 mm? (chicken-yolk) and 0.0473 mm? (goose-yolk) with
strong control vs. chicken-yolk significance and chicken-yolk vs goose-yolk

significance, and the strongest control vs. goose-yolk separation (Fig.4-44).

Jejunum Villi Area {mmz]
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Figure 4-44: The jejunum villi area (mm?) of control, chicken yolk, and goose
yolk groups is shown in Figure 4-44.
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The mean villi area value is the lowest in the control group (0.0247 mm?),
then in the chicken yolk group (0.0372 mm2) and is the highest in the goose
yolk group (0.0473 mm?). The error bars show the variability of the mean

values.

Conversely, the increase in crypt depth from 0.1452 mm (control) to 0.1618
mm (chicken-yolk) and 0.1747 mm (goose-yolk) was slight and non-
significant across all pairwise comparisons, indicating that main jejunal

response was focused in villus rather than crypt expansion (Fig.4-45)
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Figure 4-45: The jejunum Mean crypt depth (mm) of control, chicken yolk,

and goose yolk groups .
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Mean crypt depth was least in the control group (0.1452 mm), then
increased in the chicken yolk group (0.1618 mm), and further increased in the

goose yolk group (0.1747 mm).
4.4.3: lleum histomorphometric

Some remodeling was noted in the ileum, but it was more selective, with
significant changes noted for villus length, villus area, and crypt depth while
villus width was not statistically significant. In controls, the average length of
the villi was 0.2365 mm, which increased to 0.2841 mm in chicken-yolk, and
0.3082 mm in goose-yolk, showing a significant increase for chicken-yolk vs
controls, and goose-yolk vs controls, while chicken-yolk vs goose-yolk was

marked non-significant (Fig.4-46).
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Figure 4-46: Villi length (mm) in the ileum for control, chicken yolk, and

goose yolk groups.
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The error bars show the variability about the mean values. The data
shows an incremental improvement in ileum villi length from control to

chicken yolk and then to goose yolk.

For control vs chicken-yolk and goose-yolk, villi width changed only
slightly from 0.0781 mm to 0.0858 mm and 0.0932 mm, and all comparisons
were labeled non-significant (Fig.4-46).
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Figure 4-47: lleum villi width (mm) across the control, chicken yolk, and

goose yolk groups.

Mean villi width in control group was 0.0781 mm, which increased to

0.0858 mm in the chicken yolk group and reached the highest at 0.0932 mm
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in the goose yolk group. The error bars show the spread of the data around the
mean. These data show an increase of ileum villi width from control, chicken

yolk to goose yolk groups.

The area of the control villi versus chicken-yolk and goose-yolk increased
from 0.0185 mm? to 0.0244 mm?2 and 0.0287 mm2, showing significance for
control vs chicken-yolk and for control vs goose-yolk, but not between

chicken-yolk and goose-yolk (Fig.4-48).
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Figure 4-48: Villi area (mm?) of the ileum for control, chicken yolk and goose

yolk groups.

The control group had the smallest mean villi area (0.0185 mm?2), while
the chicken yolk group had a mean of 0.0244 mm?2 and the goose yolk group
had the largest mean of 0.0287 mm?2. The error bars show the range of the data
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compared to the mean. The figure shows that the yolk groups have

progressively greater mean villi areas than the control group.

The depth of the controls’ crypts increased from 0.0802 mm to 0.1052 mm
in chicken-yolk and 0.1202 mm in goose-yolk, with control vs chicken-yolk
marked significant, and control vs goose-yolk marked significant, while

chicken-yolk vs goose-yolk was labeled non-significant. (Fig. 4-49).
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Figure 4-49: Crypt depth of the ileum (in mm) for the control, chicken yolk,

and goose yolk groups.

The control group's mean was the lowest at 0.0802 mm, then increased to
0.1052 mm in the chicken yolk group, and then reached its highest at 0.1202
mm in the goose yolk group.
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4.5: Photomicrograph:

4.5.1: H&E histology of the duodenum

All groups exhibited normal organization of the duodenum mucosa, but
measurable increases of the duodenum villi and crypts were noted in the yolk-
fed groups and were consistent with morphometrics plotted. In the control
group, well-structured villi and crypts were noted, with villus height
measuring 0.410 mm, villus area measuring 0.045 mm?, and crypt depth
measuring 0.190 mm (Fig.4-50). In the chicken-yolk group, similar
architecture was noted, however, the villi were taller and wider, with mean
values of villus height at 0.450 mm, crypt depth at 0.230 mm, and villus area
at 0.065 mmz ( Fig.4-51). In the goose-yolk group, the same architecture was
noted, but with greatest increase in villus height at 0.520 mm, crypt depth at
0.300 mm, and villus area at 0.088 mm? (Fig.4-52). This group exhibited

greatest trophic response.
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Figure. 4-50: Photomicrograph of Duodenum of control group mouse.

Normal histological architecture of the Duodenum was preserved. Well-
formed villi (black arrows) were observed, with a mean length of
approximately 0.410 mm and a mean villus area of about 0.045 mm2. The
depth of the Crypts of Lieberkiihn (yellow arrows) was approximately 0.190
mm. H&E. 100x.
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Figure .4-51: Photomicrograph of Duodenum of Chicken-yolk group

mouse. Normal histological architecture of the Duodenum was preserved.
Well-formed villi (black arrows) were observed, exhibiting a greater mean
length (approximately 0.450 mm) and a larger mean villus area (about 0.065
mm?) compared with the control group. In addition, the Crypts of Lieberkiihn
(yellow arrows) were deeper, with a mean depth of approximately 0.230 mm
relative to controls. H&E. 100x
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Figure .4-52: Photomicrograph of Duodenum of Goose-yolk group

mouse. Normal histological architecture of the Duodenum was preserved.
Well-formed villi (black arrows) were observed, exhibiting a greater mean
length (approximately 0.520 mm) and a larger mean villus area (about 0.088
mm?) compared with both the control and chicken-yolk groups. In addition,
the Crypts of Lieberkihn (yellow arrows) were deeper, with a mean depth of
approximately 0.300 mm relative to both comparison groups. Moreover, villus
density increased compared with the control and chicken-yolk groups. H&E.
100x.

4-5-2: H&E histology of the jejunum

All groups exhibited the jejunal sections to have normal layering and
mucosal continuity, with yolk-fed groups exhibiting increases in villi metrics
and comparatively smaller changes in crypt depth. Control jejunum samples

exhibited preserved villus alignment and normal crypt organization. Their
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measurements averaged 0.315 mm for villus height, 0.024 mm?2 for villus
area, and 0.145 mm for crypt depth, respectively (Fig.4-53). The chicken-yolk
group showed similar structural integrity, but their villi were more
pronounced, reflecting increased values of 0.350 mm (height), 0.037 mm?
(area), and 0.160 mm (crypt depth) (Fig.4-54) . The goose-yolk group had the
most developed villi of all the groups, with villus height of 0.386 mm and
villus area of 0.047 mm2. Only modest increases in crypt depth (0.175 mm),

in relation to villus expansion, were recorded in this segment (Fig.4-55).

Figure 4-53: Photomicrograph of Jejunum of control group mouse.
Normal histological architecture of the Jejunum was preserved. Well-formed
villi (black arrows) were observed, with a mean length of approximately
0.315 mm and a mean villus area of about 0.024 mm?. The depth of the Crypts
of Lieberkihn (yellow arrows) was approximately 0.145 mm. H&E. 100x.
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Figure 4-54: Photomicrograph of Jejunum of Chicken-yolk group mouse.

Normal histological architecture of the Jejunum was preserved. Well-formed
villi (black arrows) were observed, exhibiting a greater mean length
(approximately 0.350 mm) and a larger mean villus area (about 0.037 mm?)
compared with the control group. In addition, the Crypts of Lieberkiihn
(yellow arrows) were deeper, with a mean depth of approximately 0.160 mm
relative to controls. H&E. 100x.
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Figure 4-55: Photomicrograph of Jejunum of Goose-yolk group mouse.
Normal histological architecture of the Jejunum was preserved. Well-formed
villi (black arrows) were observed, exhibiting a greater mean length
(approximately 0.386 mm) and a larger mean villus area (about 0.047 mm?)
compared with both the control and chicken-yolk groups. In addition, the
Crypts of Lieberkihn (yellow arrows) were deeper, with a mean depth of
approximately 0.175 mm relative to both comparison groups. Moreover, villus
density was markable increased compared with the control and chicken-yolk
groups. H&E. 100x.

4.5.3: H&E histology of the ileum :

All groups showed histologically intact ileal mucosa, but increased villus
height, villus area, and crypt depth were reported in the yolk-fed groups. In
the controls, well-organized sections showed villus height, area, and crypt
depth of 0.236 mm, 0.018 mm2, and 0.080 mm, respectively (Fig.4-56) . For
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the chicken-yolk group, data indicated taller villi and a deeper crypt
compartment, about 0.284 mm (villus height), 0.024 mm? (villus area), and
0.105 mm (crypt depth) (Fig.4-57) . The highest ileal measurements were
recorded in the goose-yolk group with a villus height of about 0.308 mm, a
villus area of about 0.028 mm2, and a crypt depth of about 0.120 mm
(Fig.4-58) . This indicates that the trophic responses reached the distal small

intestine, despite the unclear emphasis on the morphometric significance of

the changes in villus widths.

Figure 4-56: Photomicrograph of lleum of control group mouse. Normal
histological architecture of the lleum was preserved. Well-formed villi (black
arrows) were observed, with a mean length of approximately 0.236 mm and a
mean villus area of about 0.018 mm2. The depth of the Crypts of Lieberkiihn
(yellow arrows) was approximately 0.080 mm. H&E. 100x.
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Figure 4-57: Photomicrograph of lleum of Chicken-yolk group mouse.
Normal histological architecture of the lleum was preserved. Well-formed
villi (black arrows) were observed, exhibiting a greater mean length
(approximately 0.284 mm) and a larger mean villus area (about 0.018 mm?)
compared with the control group. In addition, the Crypts of Lieberkiihn
(yellow arrows) were deeper, with a mean depth of approximately 0.105 mm
relative to controls. H&E. 100x.
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Figure 4-58: Photomicrograph of lleum of Goose-yolk group mouse.
Normal histological architecture of the lleum was preserved. Well-formed
villi (black arrows) were observed, exhibiting a greater mean length
(approximately 0.308 mm) and a larger mean villus area (about 0.028 mm?2)
compared with both the control and chicken-yolk groups. In addition, the
Crypts of Lieberkihn (yellow arrows) were deeper, with a mean depth of

approximately 0.120 mm relative to both comparison groups. H&E. 100x.
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4.5.4: Alcian Blue Staining in Duodenum

All groups showed Acidic Mucin-positive goblet cells of the duodenal
region as stained with Alcian Blue, though in yolk groups the density and
intensity were observed as increased, with the most notable description for
goose-yolk. In control groups, goblet cells in the surface epithelium and
crypts were Alcian-positive, creating a baseline for mucin distribution along
the villi and openings of the crypts(Fig.4-59) . In the chicken-yolk group,
Alcian-positive goblet cells were described as more and the intensity of goblet
cells was described as higher, which is consistent with the increased mucin

amount in the epithelium( Fig.4-60) .

There was a notable increase in Alcian-positive goblet cells in the goose-
yolk group compared to the control and chicken-yolk group. In addition, there
was a description of stronger mucin staining across the mucosal surface and
crypt regions, indicating an increase in the production of acidic mucin. (Fig.
4-61)
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Figure 4-59: Photomicrograph of Duodenum of control group mouse.

A and B: Goblet cells within the surface epithelium and crypts exhibit intense
Alcian Blue-positive cytoplasmic staining (black arrow), indicating the
presence of acidic mucins. Absorptive enterocytes remain largely unstained
with Alcian blue. The lamina propria shows minimal background reactivity.
Overall mucosal architecture is preserved, with clearly identifiable villi (in the
small intestine) and well-defined crypts of Lieberkiihn. Alcian Blue. A: 100x
and B: 400x.
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Figure 4-60: Photomicrograph of Duodenum of Chicken-yolk group
mouse. A and B: Alcian Blue-positive cytoplasmic staining (black arrow)
demonstrates an increased number of positively stained goblet cells and
enhanced mucin intensity compared with Control Group. Villous and crypt
architecture remains intact. Alcian Blue. A: 100x and B: 400x.
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Figure 4-61: Photomicrograph of Duodenum of Goose-yolk group mouse.

A and B: Marked increase in Alcian Blue—positive goblet cells (black arrow)
and staining intensity compared with control group, and higher than Chicken-
yolk group. Overall mucosal morphology is preserved. Alcian Blue. A: 100x
and B: 400x.
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4.5.5: Alcian Blue Staining in Jejunum

Mucin of goblet cells in the jejunum was demonstrated strongly by Alcian
Blue in all of the groups, with yolk-fed groups described to have a greater
goblet cell presence and/or stronger staining in the villi and crypt areas.
Alcian-positive goblet cells were described in the surface epithelium and
crypts of the controls, demonstrating a normal mucin distribution pattern
along the mucosa of the jejunum(Fig 4-62) . In the chicken-yolk group, goblet
cells were described to be Alcian-positive, with a described increase
compared to baseline( Fig 4-63) . In the goose-yolk group, there was a
description of intense Alcian positivity, where staining of goblet cells was

emphasized in both the villus epithelium and crypts, indicating an overall rise

of acidic mucin in relation to yolk feeding (Fig. 4-64) .
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Figure 4-62: Photomicrograph of Jejunum of control group mouse. A and

B: Goblet cells within the surface epithelium and crypts exhibit intense Alcian

acidic mucins. Overall mucosal architecture is preserved. Alcian Blue. A:
130

Blue-positive cytoplasmic staining (black arrow), indicating the presence of
100x and B: 400x.
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Figure .4-63: Photomicrograph of Jejunum of Chicken-yolk group
mouse. A and B: Goblet cells within the surface epithelium and crypts exhibit
intense Alcian Blue—positive cytoplasmic staining (black arrow), indicating
abundant acidic mucins. The overall mucosal architecture is well preserved.
However, the Chicken-yolk group demonstrated a greater density of Alcian
Blue—positive goblet cells and stronger mucin staining intensity compared
with the control group, suggesting enhanced mucin production and secretory
activity. Alcian Blue. A: 100x and B: 400x.
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Figure 4-64: Photomicrograph of Jejunum of Goose-yolk group mouse. A

and B: Goblet cells within the surface epithelium and crypts exhibit intense
Alcian Blue—positive cytoplasmic staining (black arrow), indicating abundant
acidic mucins. The overall mucosal architecture is well preserved. However,
the Goose-yolk group demonstrated a greater density of Alcian Blue—positive
goblet cells and stronger mucin staining intensity compared with the control
group, suggesting enhanced mucin production and secretory activity. Alcian
Blue. A: 100x and B: 400x.
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4.5.6: Alcian Blue Staining in ileum:

Staining of lleal Alcian Blue Histochemistry confirmed the presence of
Alcian-positive goblet cells in all groups, and an increase of mucin-associated
staining was described in yolk-fed groups, indicating that mucin modulation
was not restricted to the proximal segments. In the control ileum, goblet cells
in the surface epithelium and crypts were Alcian-positive, indicative of the
baseline of the normal mucus barrier. In the chicken-yolk group, Alcian-
positive goblet cells were noted with augmented mucin signal within the villi
and crypts, which is indicative of increased mucin production. In the goose-
yolk group, again intense Alcian positivity was noted, with goblet cell
staining increased across the mucosa, which is indicative of the most distal

segment strong mucin-associated response.
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Figure 4-65: Photomicrograph of lleum of control group mouse. A and B:

Goblet cells within the surface epithelium and crypts exhibit intense Alcian
Blue-positive cytoplasmic staining (black arrow), indicating the presence of
acidic mucins. Overall mucosal architecture is preserved. Alcian Blue. A:
100x and B: 400x.
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Figure 4-66: Photomicrograph of lleum of Chicken-yolk group mouse.

A and B: Goblet cells within the surface epithelium and crypts show intense
Alcian Blue—positive cytoplasmic staining (black arrow), indicating abundant
acidic mucins. The mucosal architecture remains well preserved. The
Chicken-yolk group exhibits a higher density of Alcian Blue—positive goblet
cells and stronger staining intensity than the control group, suggesting

enhanced mucin production. Alcian Blue. A: 100x and B: 400x.
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Figure 4-67: Photomicrograph of lleum of Goose-yolk group mouse. A
and B: Goblet cells within the surface epithelium and crypts exhibit intense
Alcian Blue—positive cytoplasmic staining (black arrow), indicating abundant
acidic mucins, with overall preservation of mucosal architecture. Notably, the
Goose-yolk group showed a significantly greater density of Alcian Blue—
positive goblet cells and markedly stronger staining intensity compared with
both the control and Chicken-yolk groups, indicating a significant increase in
mucin production and secretory activity. Alcian Blue. A: 100x and B: 400x.
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5. Discussion

5.1. Relative abundance

5.1.1. Genus level
5.1.1.1 Staphylococcus

At the level of the Staphylococccus genus, the earliest increase was the
most significant under the goose-yolk diet, where a significant (p < 0.05)
increase was observed at day 14 followed by a substantial decrease at day 30.
This early dip is a sign of depression stimulation and later compensatory
normalization of stimulation. In the literature, similar phenomena are
observed where diet-microbiota studies with increased levels of fat in the diet
result in the more primary growth of the observed genus followed by a period
of stabilization (Carmody et al ., 2024; Du et al ., 2025). In comparison to
the chicken-yolk and control groups, the goose-yolk diet was the most
prominent in terms of genus growth which is in line with the reserach that
shows a temporary increase in taxa which can utilze cholestrol and choline
(Hemmati etal ., 2023; Liu etal ., 2022).

Facultative riches mucosal at the beginning, suggesting increased stress
bacteria at aides B, increase bile acids signaling, while decrease, suggesting
immune stoop and feedback processes due to lack. The term ‘Leaky gut’
describes the condition where the gut is permeable and where translocation of
the high-fat bacterial diet is uncontrolled. The translocation then leads to
immune activation, which is later followed by diet stabilization
(Di Vincenzo et al ., 2024; Wang et al ., 2023). Immune cross feeding and
modulation reestablish overall balance as diet becomes equal. The profile of
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Staphylococcus supports the idea that adaptations are rather triggered by the

diet and self-limited with no sign of lasting dysbiosis.
5.1.1.2 Lactobacillus

In the goose-yolk group, Lactobacillus increased significantly (p < 0.05)
on day 14 but returned to baseline values on day 30. This response correlates
with postprandial observations following fat-feeding, where Lactobacillus sp.
proliferate to exploit available resources before bile, competition, and acid
perturb the niche (Carmody et al ., 2024; Du et al ., 2025). The more modest
lactic acid response in the chicken-yolk group indicates dietary fat type and
the micronutrient composition, rather than total lipid content, determine
response level. Lactobacillus provides barrier (epithelial) and SCFA-related
iImmunoregulation, so even temporary elevations can shift the cytokine
landscape (Howard et al ., 2022; Qi & Wang, 2023). However, in sustained
high fat environments, such genera decline amidst mounting pro-
inflammatory conditions (Fan et al ., 2023). Lactobacillus is more reliably
sustained under anti-inflammatory or Mediterranean patterns high in fiber
(Barber et al ., 2023; Bagheri et al ., 2022). Hence, the pattern described
indicates late ecosystem shifts following early community beneficial

adjustments.
5.1.1.3 Ligilactobacillus

There was an observed increase on day 14 on the goose-yolk diet, the
genus Ligilactobacillus showed an increase, then a statistically substantial
decrease by day 30. The enhancement is consistent with a short-term
microbes’ capacity for rapid adjustment on shifting nutrient compositions and

confirms that some lactic acid bacteria can thrive on selective diets
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(Carmody et al . 2024, Du et al . 2025). The initial high fat diet shift tends to
disrupt the balance on the mucosal energetic stream, favoring the rapid
expansion of some commensals which over time, get balanced.In biological
terms, the short-term enrichment of Ligilactobacillus is proposed to improve
mucosal balance. This is done via lactate and other metabolites which reduce
the abundance of some ecologically dominant bacteria. The mechanisms
behind that decline, and the extent of which were initially proposed, is the
tightly packed, saturated environment that has been created, alongside the
absence of certain substrates for fermentation. As some studies indicate, lactic
flora on ketogenic and high lipid diets is generally more sparse compared to
anti-inflammatory diet regimens (Santangelo et al . 2023, Pietrzak et al .
2022). Thus, it appears the early increase is an initial dietary shift that is
protective by compensatory on a barrier level, which is aligned with the host—

microbiota co-adaptive mechanisms (Di Vincenzo 2024; Wu, .,2025 ).
5.1.1.4 Limosilactobacillus

The abundance of Limosilactobacillus at day 14 in the goose-yolk group
was significantly (p < 0.05) greater than in the chicken-yolk and control
groups, and then decreased by day 30. This two-phase pattern corroborates
reports that lipid-enriched feeding temporarily increases facultative
fermenters that later decline at a steady-state (Du et al ., 2025; Fan et al .,
2023). The initial bloom is indicative of a rapid and efficient adaptive
response to the presence of yolk lipids and cholesterol metabolites that alter
the luminal pH and bile. Limosilactobacillus is known to be associated with
immune system control by means of GABA and lactic acid and is directly
linked to the phenomena of expansiveness that may even indicate

inflammatory control of lipids. Its decline in dominance may suggest the post-
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inflammation lipid balance restoration phase (Bagheri et al ., 2022; Barber et
al ., 2023). There is a substrate exhaustion marker in the later stage. Studies
on ketogenic diets have shown similar transient patterns of Lactobacillaceae
than re-normalization (Santangelo et al ., 2023; Ozcan et al ., 2022).

Limosilactobacillus can be considered a marker of metabolic adjustment.

Limosilactobacillus was most abundant on day 14 in the goose-yolk
group while the chicken-yolk group and control group showed similar and
significantly lower numbers. This difference was significant (p < 0.05) but
decreased by day 30. Goose eggs have higher concentrations of some fatty
acids and phospholipids than other types of eggs. The significant increase
noted at 14 days (Point A) indicates that the goose egg yolk could provide
particular constituents, possibly bioactive lipids or other growth- stimulating
substances, that first assist the rapid growth of Limosilactobacillus. These two
phase patterns confirm that lipid-enriched feeding temporarily increases
facultative fermenters that later decline at a steady-state (Du et al ., 2025; Fan
etal ., 2023).

5.1.1.5. Streptococcus

The decrease of Streptococcus in the egg yolk groups is consistent with
the previously described protective mechanisms of egg yolk lipids as
described by Xiao et al . (2024) studying an experimental colitis model. The
positive effects of egg yolk have been explained by its unique lipid
formulation with particular reference to the high levels of the phospholipid
phosphatidylcholine and sphingomyelin. These lipids have been proposed to
improve the intestinal microenvironment by promoting the growth of
beneficial commensal bacteria and limiting the growth of potentially

pathogenic bacteria. One hypothesis to explain this is competitive exclusion
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whereby lipid induced changes at the mucosal surface decrease bacterial
adhesion which would otherwise support the proliferation of colonization by
Streptococcus and other Gram-positive bacteria (Carmody et al ., 2024; Du
et al ., 2025). Streptococcus taxa produce lactic acid and hydrogen peroxide
which can alter the mucosal immune response. Such a growth and decline in
population may represent immune-mediated oxidative stress (Xiao et al
.,2024; Barber et al ., 2023; Bagheri et al ., 2022). Di Vincenzo et al ., 2024
shows that highfat diets are associated with high intestinal permeability and
inflammation, whereas the Streptococcus population tends to increase
Streptococcus are heightened during fat recovery periods. Thus, it mirrors the

barrier stress and recovery that occurred during the course of the experiment.
5.1.1.6. Lachnoclostridium

Lachnoclostridium showed significant increase after 14 days of goose-
yolk feeding and subsequently on day 30 markedly decreased. Such a
response reflects the initial fermentation of lipid and cholesterol and the
subsequent substrate depletion (EL-kholy et al ., 2025; Xiao et al .,2020;
Carmody et al ., 2024). Contexts characterized by high levels of fat and
carbohydrate diets increase the butyrate producing members of the Clostridia,
but prolonged exposure to concentrated fat diets exhibits the opposite (Du et
al ., 2025).

The metabolic activity of Lachnoclostridium helps maintain pools of
short-chain fatty acids necessary for colon cellular energy and anti-
inflammatory signaling (Howard et al ., 2022; Williamson et al ., 2021).
Thus, the early bloom metabolically buffers against oxidative stress, while

exposure to chronic lipids appears to reverse this advantage (Fan et al .,
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2023; Qi & Wang, 2023). The decrease suggests the re-establishment of

equilibrium after a phase of metabolic adaptation.
5.1.1.7 Bacteroides

The abundance of Bacteroides increased significantly (p < 0.05) by day
14 in the goose-yolk diet. By day 30 the abundance decreased while the
control diet maintained its lower levels. The genus responds readily to fat-
enriched diets due to bile-acid tolerance and the versatility of polysaccharide
utilization (Carmody et al ., 2024; Du et al ., 2025). The subsequent decrease

suggests exhaustion of the available substrates and increased competition.

Bacteroides metabolically mediates bile-acid and choline metabolism, linking
gut activity to the circulation and systemic TMAO (Hemmati et al .,
2023;Gweon .,2023). Its abundance, albeit short-lived, may enhance early
adaptation by shifting the gut-glucose and lipid homeostasis
(Howard et al ., 2022; Qi & Wang, 2023). In prolonged exposure to high-fat
conditions, the decrease in Bacteroides suggests advanced equilibrium in the
system with lower inflammation levels (Zafar et al .,2021; Barber et al .,
2023).

5.1.1.8 Phocaeicola

Significant increase for Phocaeicola species (p < 0.05) after 14 days of
feeding on goose yolk, and a marked increase on day 30 with reference to the
mid-interval dip, confirms the first non-linear response to oscillatory
adaptation and resilience to lipid substrates (Zafar et al .,2021;Carmody et al
., 2024).Phocaeicola species are able to metabolically complex
polysaccharides, and are able to associate with bile acids. Their day 30

rebounds could exemplify some degree of ecological plasticity and re-
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colonization post community competition. Such oscillations are similar to
those seen with diet-induced increases towards metabolically generalist taxa,
which assist with the restoration of metabolic homeostasis (Du et al ., 2025;
Bagheri etal ., 2022).

5.1.1.9 Duncaniella

Duncaniella has a swift significant increase (p < 0.05) under the goose-
yolk feeding condition and decreases after 30 days. This genus is known to
carry out anaerobic carbohydrate fermentation. and could potentially benefit
from briefly altered redox potential. This pattern, as other similar patterns,
demonstrates the capacity of low-abundance taxa to dynamically adjust under

diet changes (Carmody et al ., 2024).

The decline is indicative of the competitive exclusion and resource
limitation re-balancing that follows. Similar increases and decreases have
been recorded for rodents with short-chain fermenters and high fat diets,

exhibiting pulsed responses (Du et al ., 2025; Fan et al ., 2023).
5.1.1.10 Muribaculum

Muribaculum markedly increased (p < 0.05) on day 14 and decreased on
day 30 under the goose-yolk diet. The difference observed on day 14 in the
goose and chicken egg yolk groups indicates differences in the composition of
the lipids and proteins. Goose egg yolk typically has a higher concentration of
a few classes of fatty acids and phospholipids which may support the growth
of Muribaculum in a limited manner. These constituents could serve as a
short-term nutritional substrate or modulate the intestinal milieu to facilitate
selective bacterial proliferation during the early stages of dietary exposure
(Haneishi et al ., 2024; Carmody et al ., 2024, Di Vincenzo et al ., 2024).
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Muribaculum aids in the generation of SCFAs that influence the cross-talk
between the gut and the immune system. The eventual decline signifies a
return to metabolic homeostasis and decreased epithelial turnover (Howard et
al ., 2022; Qi & Wang, 2023). Its activity thus illustrates prolonged adaptive

alterations in the mucosa.
5.1.1.11 Paramuribaculum

Like others, Paramuribaculum had a significant increase on day 14, and a
decrease on day 30. Its rapid increase is similar to other Bacteroidota genera

responding to fat-rich diets (Carmody et al ., 2024).

The increase in abundance at day 14 and the decrease at day 30 can be
interpreted as homeostatic realignment with the primary exposure to lipids
and the subsequent reduction of inflammation (Di Vincenzo et al ., 2024;
Barber etal ., 2023).

5.1.1.12 Sangeribacter

Under the goose-yolk diet, the Sangeribacter genus increased significantly
(p < 0.05) on day 14, and decreased on day 30. This pattern is characteristic of
opportunistic fermenters that respond to lipid-derived energy sources
(Du etal ., 2025).

The decrease in substrate flux normalized the output of short-chain fatty acids
and redox states. Hence, the data depicts a classic adaptive decline-peak
sequence on an exponential graph.
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5.1.1.13 Alloprevotella

By day 14 Alloprevotella had increased substantially albeit the goose-yolk
group. After the goose-yolk treatment, Alloprevotella underwent a marked
reduction towards day 30. Alloprevotella members decrease predominately
during carbohydrate-deficient diets combined with high fat lipid clogging
with  the epithelial layers due to high fat systemic stress.
(Carmody et al ., 2024)

The decrease in primary SCFA formulation due to immune modulation
synthesis earlier in the day perhaps contributes to the short term increase
(Howard et al , 2022, Qi and Wang 2022). The decrease, however, proves the
tissue stability of epithelia and decrease in mucin secretion availability. The
decrease typifies the diet-linked oscillating shifts in the mucin linked fiber
taxa. (Barber et al ., 2023, Bagheri et al ., 2022)

5.1.1.14 Alistipes

In experiments testing the impact of goose-yolk feeding, Alistipes was
found to increase significantly (p<0.05) with the rate of increase capping
previous measures set to day 14, after which it was observed to inecrease
sharply by day 30 ( feeding stop). The increase period has been documented
to occur due to the high fat interventions, where Alistipes briefly overgrows

on substrates rich in amino acids (Du et al . 2025).

The changes in metabolism of tryptophan by the host and immune
response regulation, the latter of which is linked to increased bile acids and
oxidative tone, may explain the transient bloom (Carmody et al ., 2024; Fan

et al ., 2023). Oscillations are buffered by the Mediterranean diet and other
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similar dietary patterns due to their consistent fiber content (Barber et al .,
2023).

5.1.1.15. Escherichia

Escherichia was noted to significantly (p<0.05) increase during the 14th
day in the goose-yolk diet and subsequently dropped by the 30th day. This
expansion of the Enterobacteriaceae family is known to occur in association
with high fat diets (Lee et al ., 2024).

The expansion of Escherichia is attributed to high concentrations of
oxygen, bile acids, and within the digestive tract and the reduction of which
reflects immune, as well as, competitive suppression (Di Vincenzo et al .,
2024; Du et al ., 2025). This cycle for Escherichia is indicative of the
transient exposure to stress associated with intestinal barriers, recovery and
stress, akin to research on the microbiome in association with obesity. (Fan et
al ., 2023)

5.1.1.16. Desulfovibrio

The goose-yolk diet resulted in Desulfovibrio increasing significantly
(p<0.05) on day 14, then declining by day 30. This organism seems to
increase in numbers, at least for a time, within high fat and low fiber diets,

where competition for fiber is low (Carmody et al ., 2024).

The initial surge hints at increased sulfur cycling and hydrogen use during
early acclimation, and the subsequent drop hints at restoring anaerobic
equilibrium (Du et al ., 2025). Overabundance of Desulfovibrio is linked to
barrier compromise, the decrease by day 30 signals improved mucosal
integrity (Di Vincenzo et al ., 2024; Bagheri et al ., 2022).
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5.1.1.17 Lawsonia

The only exception was the goose-yolk diet, where Lawsonia had a
significant increase (p < 0.05) at day 14, and then considerable decrease at
day 30. This is the same as other genera that have short-lived blooms at the

beginning of lipid metabolism adaptation (Carmody et al ., 2024).

Because Lawsonia is an intracellular organ, the increase of this genus
during day 14 could be linked to the alteration of epithelial turnover as well as
the modulation of the immune system during diet-associated stress. The drop
afterwards indicates immune clearance or competitive suppression
(Di Vincenzo et al ., 2024; Qi & Wang, 2023). The general tendency lends
support to a hypothesis where the rapid responses of the microbes and host
most likely return to normal by day 30, when metabolic equilibrium is

restored.
5.1.2 Species Level

5.1.2.1 Adlercreutzia caecimuris

A ssignificant increase (p < 0.05) was recorded at day 14 for mice given the
goose-yolk diet. Subsequently there was a sharp decrease by day 30.
caecimuris appears to have an alteration in metabolism. This could be its
response to the increase in metabolism brought about by the diet rich in
polyphenolic and isoflavonoid fats (Meiners et al ., 2025; Patluka et al .,
2024). There is a microbial response from the host and the diet, an alteration
in microbial response. This is a reflection in the early stages of diet response
to a lipid rich diet. Oscillating patterns are also observed in Nadella and also
in high-fat or western diets (Anto & Blesso, 2022; Islam et al ., 2024).
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5.1.2.2 Staphylococcus aureus

Between days 14 and 30, the most striking changes observed were related
to the relative abundance of Staphylococcus aureus. There was a significant
increase (p < 0.05) in the relative abundance of Staphylococcus aureus on day
14 in the goose-yolk-fed mice, and a decline on day 30. This increase and
subsequent decline was similar to the results of other studies showing that
high-protein and high-fat diets can lead to the early enrichment of S. aureus
and other opportunistic taxa associated with epithelial stress (Dang et al .,
2023; Abbasi & Khodadadi, 2025). Staphylococcus aureus abundance, along
with other opportunistic taxa, was likely associated with the capacity of the
diet to stimulate bile-acid metabolism, as well as increased oxygen tension in

the gut lumen.

By day 30, the increase in relative abundance of Staphylococcus aureus is
most likely a consequence of immune suppression combined with competition

from anaerobic bacteria which restores balance to the gut ecosystem.

Mechanistically, this aligns with the inflammatory stage of lipid-associated
dysbiosis. High-fat diets increase the permeability of the intestines and
system-wide inflammation, as well as the potential for S. aureus expansion
(Islam et al ., 2024; Hoffman et al ., 2023). When the mucosal defenses
begin to restore, SCFAs and anti-inflammatory metabolites may help to regain
the microbial restore balance. This reversion hints that goose-yolk
supplementation may cause some degree of dysbiosis, with some degree of
potential modulated-feedback bias, that is the other the other high-fat
interceptive dietary exposures (Gopal etal ., 2024; Yadav et al ., 2023).
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5.1.2.3 Staphylococcus capitis

The abundance of Staphylococcus capitis also increased significantly
(p < 0.05) at day 14 under the goose-yolk diet, then decreased sharply by day
30. This pattern suggests an early bloom due to the infusion of nutrients,
probably as a result of augmented bile-acid secretion alongside a period of
oxidative stress (Anto & Blesso, 2022; Engin, 2024). These short-lived
expansions are well documented in high-fat short-term interventions, showing

this species opportunistic growth to the changing conditions of the lumen.

The transient increase followed by a decline may also demonstrate immune
control of possible pathobionts. Th17-mediated inflammation associated with
high-fat diets increases and tight junctions become weakened, yet homeostatic
recovery restores immune control (Dang et al ., 2023; Ciernikova et al .,
2023). By day 30, the recovery of immune-microbiome balance aligns with
the normalization phase of adaptive diet models (Patloka et al ., 2024; Islam
et al ., 2024). Hence the dynamics of S. capitis exemplify the short-term
inflammatory window characteristic of the initial lipid-induced changes to the

microbiome.
5.1.2.4. Lactobacillus gallinarum

In the goose-yolk diet group, Lactobacillus gallinarum increased
significantly (p < 0.05) by day 14, then decreased markedly by day 30. This
temporal profile is analogous to that of probiotic Lactobacillus within lipid-
enriched diets, where early proliferation facilitates bile elimination and
inflammation attenuation, followed by subsequent competition that curtails
persistence (Marchese et al ., 2023; Kaviyarasan et al ., 2022). This early
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increase may reflect the ability to rapidly adapt to a substrate and potentially

participate in the preservation of intestinal homeostasis through SCFA.

The decline in numbers at day 30 could indicate a decline in microbial
diversity or a decline in microbial clustering at the community level. L.
gallinarum improves metabolism and protects against obesity induced by diet
(Engin, 2024; Islam et al ., 2024). Its period of dominace is suggestive of
effective and fast communication vis-a-vis the host—microbiota discourse
leading to niche stabilization. Joyet et al . (2023) oscillates in the same lane
and elucidates the capability of dietary lipids in temporarily modulating
lactobacilli within a lactobacilli-dominated community until equilibrium is

regained.
5.1.2.5 Lactobacillus gasseri

The diet comprising of goose-yolk resulted in a significant (p < 0.05)
increase of Lactobacillus gasseri in the microbiota of the mice by day 14 of
the experiment, which was followed by a decline at day 30. This initial
increase could indicate a higher responsiveness towards metabolism of lipids
as well as the movement of bile acids. This also happens in probiotic
treatments in which the expansion of L. gasseri is detected along with the
activities of bile-salt hydrolase which are shown to aid the host in the
modulation of lipids (You et al ., 2025; Patloka et al ., 2024). There seems to
be the presence of a probiotic-like response in the initial increase. This is
followed by competitive exclusion or equilibrium as mutually exclusive

Processes.

From an immunometabolic standpoint, L. gasseri promotes the improvement

of the gut barrier and the balance of anti-inflammatory cytokines
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(Marchese et al ., 2023; Hoffman et al ., 2023). However, the eventual
chronic lipid stress favors other anaerobes and causes a decline of L. gasseri
population density (Abbasi & Khodadadi, 2025; Gopal et al ., 2024). The
dynamics, thus, reveal a transient probiotic peak with metabolic homeostasis,
followed by a drop and normalization due to the ecosystem adjusting to

enduring lipid exposure.
5.1.2.6 Ligilactobacillus apodemi

On day 14, Ligilactobacillus apodemi's abundance was higher in one of
the dietary treatments, particularly in the chicken egg yolk group, but
decreased considerably by day 30. This may indicate that the dietary lipids or
proteins in the egg yolk stimulate the growth of certain lactic acid bacteria
during the early stages of dietary exposure. This pattern is consistent with
previous studies of the dietary microbiome that describe an initial phase of
rapid bacterial growth followed by a stabilization phase in response to a
balanced gut ecosystem. The gut ecosystem's decline at day 30 may indicate
competitive microbial interactions or adaptive shifts in the intestinal microbial
community. Such fluctuations are common in murine microbiota when diet
composition is altered. The microbial communities respond rapidly to the

availability of certain nutrients before settling to a new equilibrium.
5.1.2.7 Limosilactobacillus reuteri

The initial phase of the dietary intervention showed the enrichment of
Limosilactobacillus reuteri. This could mean that the components of egg yolk
provide substrates that favor the growth of beneficial lactobacilli. L. reuteri is
known to possess probiotic properties and is able to alter the metabolic

activities of the host and gut microbial balance. Previous experimental studies
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have proven that L. reuteri is able to restore gut microbiota homeostasis and
alter the host’s metabolic pathways due to the interactions of dietary
constituents and microbial metabolites (Yang et al ., 2025). The present
study’s temporary elevation suggests that some specific lipid fractions or
bioactive substances present in egg yolk may promote the lactobacilli’s
ecological niche during the initial phase of dietary exposure. However,
prolonged feeding may cause redistribution of the microbial populations due

to stabilization of the intestinal environment.
5.1.2.8 Kineothrix alysoides

The variation of Kineothrix alysoides within experimental groups
indicates that this species of anaerobic gut bacterium is impacted by dietary
composition. In results seen prior, the control group showed the highest
relative abundance of Kineothrix alysoides; however, there has been a
noticeable increase of Kineothrix alysoides in the goose egg yolk group later
on. The members of the genus Kineothrix are known for their carbohydrate
fermentation, short-chain fatty acids, and fatty acid anaerobic bacteria. The
availability of nutrients within the intestinal lumen impacts the processes of
fatty acid anaerobic bacteria. The abundance of certain anaerobic bacteria is
subject to imbalance due to dietary and metabolic changes during the
progression of disease and overall metabolic disruption (Wang et al ., 2024).
Thus, the abundance of K. alysoides is likely a byproduct of the gut
fermentation shifts due to variations in substrate supply caused by the egg
yolk diets.
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5.1.2.9 Clostridium scindens

The recorded changes in the Clostridium scindens abundances resulting
from the different dietary treatments may indicate changes in sensitivity from
the bile-acid-transforming bacteria due to shifts in dietary lipid composition.
C. scindens has been reported to take part in the metabolism of certain
secondary bile acids, which further stresses its role in the dualistic function of
the intestinal microbiota. Previous empirical studies have illustrated the role
of this genus in the regulation of the host metabolism by the stimulation of
specific intestinal signaling pathways associated with the metabolism of bile
acids and the functional health of the liver (Xiao et al ., 2025). In the current
findings, the recorded intergroup and intragroup variations across the time
intervals suggest that the lipids in the egg yolk may either alter the intestinal
bile acids pool, and/or subsequently C. scindens. This type of relationship
stresses the importance of the dietary lipids and their impact on the bile acid

metabolism and the intestinal microbiota.
5.1.2.10 Schaedlerella arabinosiphila

The dietary group variations of Schaedlerella arabinosiphila suggest a
possible change in one or more carbohydrate fermentation pathways in the
intestinal microbiota. Schaedlerella arabinosiphila is a member of the
Lachnospiraceae family and is commonly linked with the metabolism of
polysaccharides and microbial cross-feeding in the gut microbiome. Recent
studies have shown that diet and herbal bioactive compounds restructure the
microbial community, including members of these taxa, and alter the
metabolism associated with the host's physiological response (Du et al .,

2024). Therefore, the changes in this study appear to be a result of the
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changes in the fermentative substrates (egg yolk lipids and proteins) in the
diet.

5.1.2.11 Bacteroides acidifaciens

The pattern of abundance showed a strong interaction with diet and was
especially notable within the early grouping of the goose egg yolk group
which later phased out in a number of shifts across treatment groups. This
species is often cited in scientific literature as a significant member of the gut
microbiota ecosystem and is a key player in carbohydrate assimilation and the
management of energy. The literature is conclusive that the diet in the
presence of other metabolic substrates influences positively in B. acidifaciens
and as a consequence improves gut microflora stability and the metabolic
functionality of the host (Jung et al ., 2025). The observed changes in the
current investigation could, therefore, be a result of changes in nutrient milieu
as a result of the egg yolk-based diets which could affect the microbial

fermentation processes and the metabolic interplay in the gut ecosystem.
5.1.2.12 Phocaeicola vulgatus

Phocaeicola vulgatus increased significantly (p < 0.05) on day 14 of the
goose-yolk diet but decreased on day 30. Such a change suggests an initial
metabolic shift involving the fermentation of bile acids and carbohydrates and
other more complex pathways (Islam et al ., 2024; Anto & Blesso, 2022). As
with the other Bacteroidota, P. vulgatus is a lipid and host mucin specialist

who participates in the microbiota’s early succession.

Prolonged lipid exposure, however, has the potential to suppress this
species by modulating bile-acid signaling and immune reactivity (Dang et al
., 2023; Abbasi & Khodadadi, 2025). The decline, in turn, represents a
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reestablishment of the mucosal environment followed by interference from
commensals that predominantly degrade fiber (Singar et al ., 2024; Meiners
et al ., 2025). This trajectory signifies early metabolism of lipids followed by

Immune-stabilized, microbial chiropractic realignment.
5.1.2.13 Duncaniella muris

Duncaniella muris showed an abundance when day 14 started in the mice
fed on the goose-yolk diet. This increase in abundance was statistically
significant (p < 0.05). On the contrary, the abundance shrunk significantly on
day 30. These trends suggest the response to food metabolic stress
(Ciernikova et al ., 2023; Gopal et al ., 2024) is highly visceral and
ephemeral. There is a possibility that D. muris may operate the protective
system during the first stage of the carbohydrate metabolism via an
inflammatory responsive protective system, producing fermentative and

SCFA capable of energetic capture.

The abundance on day 30 seems to support the idea of being the result of a
lack of resources to sustain the metabolic activity, which is the main trait of
the ecosystem restoration cycle. In other murine models on which a high-fat
diet was imposed, a similar set of responses — sharply decreased abundance of
early fermenters — was noted after a certain period of metabolic adaptation
(Engin, 2024; Islam et al ., 2024). It is this interplay between host lipid
pharmacokinetics and the microbial metabolites oscillations that suggest D.

muris may be a useful model in studying metabolic resilience of the gut.
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5.2.1 Indices-Level

5.2.1.1 Observed Species / Richness Index

Results related to the observed species(richness) index showed that
subjects in the experimental group eating the modified goose-yolk diet
showed a distinct p-value (p < 0.05) on day 14 above the chicken-yolk and
control diet groups. This shift marks the beginning phase of microbial
diversification that was caused by the extra lipids and proteins in the goose-
yolk diet. However, by day 30, richness increased in the goose- and chicken-
yolk groups, while the control group showed a slight reduction compared with
the 14-day values. These swings signify the goose-yolk diet first prompted the
expansion of bacterial niches, before the ecosystem underwent convergent
stabilization as the host and microbial metabolism regulated themselves.
These phenomena have matched other trends in high-fat dietary models,
where exponential richness increases due to nutritionally favorable bacterial
bloom, and subsequently collapses due to interbacterial, immune, and
selection competition (Yi etal ., 2025; Zhang et al ., 2025).

Functionally, the temporary spike in richness may represent plasticity in the
gut microenvironment. The changes noted in the Chaol richness index for the
experimental groups from day 14 to day 30 suggests the experimental groups
may have undergone a period of adjustment or adaptation in response to the
different dietary treatments. Speculatively, the gut microbial community may
have been disturbed from their equilibrium by the addition of egg yolk as a
dietary component, which may account for the decreased richness
documented in the earlier sampling, but by day 30 the microbial community

in the yolk diet groups appeared richer, suggesting community restructuring.
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Low richness documented at day 14 in the goose egg yolk group also
suggested that the yolk components and the lipids constituent of the yolks
may have been the greatest dietary perturbation as goose yolk is richer in
lipids than chicken yolk and more than likely constituted a greater change for
a dietary perturbation. The subsequent day 30 richness increase suggests that
the microbial community in fact expanded to adapt to the increased level of
dietary disturbances presented by the goose yolk diet. In appreciation of the
microbiome as a self-housekeeping entity the relatively stability noted in
richness in the control group and the higher sampling points suggests that a
balanced diet over time provided a consistent nutrient supply to the
microbiome, while the egg yolk treatments may have been episodal
perturbations and the microbial community responded to the richness

equilibrium of the balanced control diet.

Consumption of lipid-rich diets increases the secretion of bile acids, enhances
the availability of oxygen, which, in turn, enhances the diversity of microbial
populations. However, this increase in diversity also creates conditions of
oxidative and immune stress which decreases diversity in the long-term
(Gostimirovic et al . 2023; Liu & Williamson and Alverdy., 2021). Phase late
decline represents the beginning of selective immune tolerance and metabolic
filtering in which pro-inflammatory taxa disappear and SCFA-producing
species regain dominance. Such findings support evidence microbiota-based
interventions reconfigure the host-microbe architecture through lipid
responsive feedback microbiota interventions (Yi et al . 2025; Babakhani et
al . 2025). Thus, the microbial ecosystem under goose-yolk feeding elucidates
the rapid microbial ecosystem remodeling that occurs due to shifts in

macronutrient composition.
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5.2.1.2 Shannon Index

The goose-yolk diet group from Shannon observed ‘richness’ and
‘evenness’ as relative proportions from the previous month, and there was a
significant increase (p < 0.05) in the goose-yolk diet group by day 14
compared with the control and chicken-yolk groups. The figures by day 30
showed a significant decline in ‘richness’ and ‘evenness’. The loss of
evenness can be interpreted as a reduction in the more evenly distributed
microorganisms, and so the microbial evenness, most likely because of the
prolonged lipid exposure, was not maintained. The ‘conspicuous temporal
rhythms’ observed suggest that with the supplementation of the goose-yolk,
the microbial ecosystem was modestly balanced. This ecosystem mainly
consisted of the beneficial fermenters that support microbial bile-acid
metabolism and there was a high rate of microbial bile-acid metabolism. This
microbial ecosystem, however, became increasingly more biased toward more
dominant taxa as the high-fat supplementation became more persistent.
Shannon trends in more recent biogeographical models described the Western
diet as a ‘biphasic’ diet, where the increase in lipids has a fleeting effect of
enhancing the hitherto microbial heterogeneity and is shortly followed by the

induction of dysbiosis (Moreira Gobis et al ., 2024; Muigano et al ., 2025).

Regarding the effect of the two diet types differing in the kind of egg yolk
on the microbial diversity, the diets containing yolk from chicken eggs caused
a distinct reduction in microbial richness on day 14, indicating a temporary
restriction of diversity at the species level due to a possibly cumulative effect
of the diet at the onset of the diet. This effect could be due to the differing
lipid profiles of chicken versus goose egg yolks, particularly in their fatty

acids and cholesterol, and how these constituents may differentially promote
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growth of certain bacterial taxa while restricting the growth of others.
Furthermore, the yolk of eggs has a number of bioactive lipids and
phospholipids which may have an effect on the growth of microorganisms and
the overall ecological balance of the gut. Diet-dependent shifts in microbial
community structure have been documented in studies of the gut microbiome-
host metabolism axis (Yang et al ., 2025). The substantial rise in microbial
community richness in the chicken yolk group from day 14 to day 30 likely
indicates a phase of microbial adaptation in which the gut flora restructured to
use the available nutrients, leading to the growth of additional species or the

re-establishment of previously dominant microbial communities.

Metagenomic studies characterize the dynamic restructuring of the gut
microbiota to varying microbial substrates (Wang et al ., 2024). The positive
correlation between increased alpha diversity and enhanced resilience and
metabolic steadiness of the gut microbiome suggests goose egg yolk may
promote a more enduring change to microbiome composition. In contrast,
chicken egg yolk may more strongly promote a rapid perturbation of the
microbial community, resulting in a more extensive adaptation phase before

the community composition stabilizes.

As discussed previously, reduction in Shannon diversity after thirty days
corresponds to cumulative immune and metabolic straining of the system.
Intake of lipids, in particular, increases permeability, oxidative burden, and
electrically active immune response in the intestinal mucosa which then
decline in diversity and shift towards the dominance of stress resilient species
and slower species (Suriano et al ., 2022; Diez-Sainz et al ., 2022). These

changes reflect the shiften host-bacteria communication loops that integrate
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bile and microbe driven pathways with biogeochemical energy balance
(Zhang etal ., 2025).

The engendered early rise followed in particular by decline illustrates that
the geese yolk diet, much like after a high fat meal, fostered microbial balance
whereby selective pressures decrease diversity and increase modularity of the
system (Yi et al ., 2025; Babakhani etal ., 2025).

5.2.1.3 Faith’s Phylogenetic Diversity (PD)

The index of Faith’s PD is used to measure evolutionary breadth which in
this case increased in mice on a goose-yolk diet, increasing the index of
phylogenetic distinct lineages. This was significant (p < 0.05) at 14 days.
Unfortunately, after 30 days the goose yolk diet was continued on, and the
index lost most of the evolutionary breadth resulting in phylogenetic
contraction. This also resulted in a more contracted index of the microbiome.
The dynamics appear to replicate other observations of high fat diets. These
other observations pertained to the initial exposure in which diverse
Firmicutes, Bacteroidota, and Actinobacteria phyla were able to coexist
alongside other. Eventually their numbers would diminish due to increased
selective pressure from dietary lipids (Gostimirovic et al ., 2023; Zhang et al
., 2025). The initial suggestion of these findings is that there is a temporary
functional broadening of metabolism changes concerning bile acid and lipids.
Subsequent to this there is an ecological contraction toward more optimized

energy taxa.

Faith's phylogenetic diversity (PD) over the three dietary groups (14 & 30
days) demonstrates that both time and diet play significant roles in

influencing the structure of the gut microbiome. Given that PD measures the
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total evolutionary span of the microbiome, higher values indicate that a
greater number of phylogenetically divergent bacterial lineages, each with
unigue metabolisms, are present. PD's response to the dietary treatments
suggests that the inclusion of egg yolk in the diet influenced the number of
microbial taxa that could respond to the nutrients present. The inclusion of
complex lipids and proteins in the diet may have provided substrates that
supported the growth of a number of microbial taxa, thus increasing the
phylogenetic diversity and metabolic complexity of the gut microbiome
(Wang et al ., 2024). The 14- & 30-day sampling timeframe also serves to
illustrate microbial succession in the gut. Early in the exposure to a new diet,
the gut microbiota likely undergoes a large amount of restructuring due to the
availability of new nutrients, while longer exposure allows additional
microbial taxa to establish and stabilize the community structure (Samal et al
., 2025). In contrast, decreasing phylogenetic diversity in the later stages of
dietary treatments may also reflect strong population dominance of certain
bacterial taxa, suggesting that they have outcompeted others in the particular
dietary niche. The differences noted within the groups of control, chicken
yolk and goose yolk, furthermore, confirms that, as composition of the diet
changes, specific structural changes occur in the phylogenetic composition of
the microbes, so that each dietary treatment fosters the growth of specific
microbial communities in the gut (YYang et al ., 2025). Between the two time
points, Faith’s PD measures suggest that prolonged exposure triggers the
onset of host-driven filtering mechanisms, such as mucosal immune
surveillance and reduced tolerance to antigens (Babakhani et al ., 2025;
Suriano et al ., 2022). The phenomenon of phylogenetic narrowing coincides
with the age- and diet-related immune senescence in which gut microbiota

diversity diminishes alongside the waning of adaptive immunity (Babakhani
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et al ., 2025). The described PD pattern substantiates the notion that while the
initial phases of goose-yolk feeding substantially deepened microbial
evolution, the long-term consequences of sustained feeding likely accelerated
inflammation and oxidative stress, which reduced microbial diversity
(Yi etal ., 2025; Liu & Wang, 2023).

5.2.1.4 Simpson Index

Including the species evenness and dominance, the Simpson index showed
the most pronounced increase (p < 0.05) after 14 days in the goose-yolk group
and decreased sharply by day 30. Increased index scores during this time
indicate that the community is quite stable during the period focus, with no
dominant single taxa, likely due to the growth of lipid stimulated commensal
competitors. However, with continued dietary exposure, exclusion of lipid
dominants competitors becomes strong and leads to elevated dominance and
decreased evenness of competitors. Such drastic changes in the Simpson
index response is typical of continued fat-rich feeding which encourage the
increase of Firmicutes in relation to Bacteroidota in the microbiota and in the

process reduce microbiota evenness (Zhang et al ., 2025).

The notable increase in Simpson index for the chicken egg yolk group at
14 days indicates a temporary dominance of certain microbial taxa in the gut
community. This can be indicative of a ‘blooming’ effect. Certain nutrients in
chicken egg yolk, perhaps some specific fatty acids or nutrients that are lipid-
bound such as cholesterol, may have favored the rapid growth of a few
bacterial species. As such particular taxa increased in number, they may have
temporarily increased the dominance of one taxa thereby reducing community
evenness. Nonetheless, the 30 days Simpson index score shows a microbial

community that has changed over time by having a reduced Simpson index.
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This likely indicates succession of the microbiota in the gut ecosystem, which
causes previously dominant taxa to lose their advantage as the microbiota
respond to the changing dietary composition and promote evenness of the
microbiota. Interestingly, the goose egg yolk group showed a diversity trend
that was more aligned with the control group than with the chicken egg yolk
group (Vi etal ., 2025).

The trajectory shown indicates that high-fat diets induce early flexibility —
that is later followed by imbalance. The short-term balance might result from
increases in SCFAs that boost mucosal immune tone, balance, and strengthen
vascular integrity. With continued exposure, however, excessive fat intake
lacks mucus-associated species and diminishes epithelial and Suriano et al .
(2022), Diez-Sainz et al . (2022) defenses. This observation indicates that the
nutritional composition in goose egg yolk might have a more neutral effect on
gut microbiota or possibly lacks the particular constituents that caused the
initial microbial imbalance detected in the chicken egg yolk group. The
reduction in evenness is tightly associated with remodeling of the gut in the
presence of inflammation and loss of functional redundancy between
probiotic cross-taxa. This is evidence that when goose-yolk is added, the
supplementation serves to stabilize the gut microbiome, which is later
disrupted by elevated lipids leading to immune hyperactivity and selective

dominance (Muigano et al ., 2025; Martinez-Garcia et al ., 2024).
5.2.2.1 Beta Diversity (PCoA)

Within beta diversity, Bray-Curtis Principle Coordinate Analysis (PCoA)
indicated separation of microbial communities across the three diet groups on
day 14. Goose-yolk-fed mice formed a distinct cluster that was significantly

dissimilar (p < 0.05) from the chicken yolk or control diet clusters. This
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distinct clustering pattern suggests that the revised diet profoundly modified
the gut microbiome within a short time relative to the active metabolic shift
that occurs post lipid-rich feeding. However, day 30 inter-group separation
was significantly (p < 0.05) reduced, indicating a considerable increase in
similarity in Bray-Curtis dissimilarity. The microbial communities converged
In composition, indicating a stabilizing or adapted host-microbiota
relationship to the diet over a prolonged period. Such convergence over time
has been described in longitudinal studies of the microbiome, in which initial
diverging composition from a high-fat or nutrient-dense diet leads to
stabilizing balance in host response normalization (Yi et al ., 2025; Liu &
Wang, 2023; Zhang et al ., 2025). The day 14 divergence can thus be
described as a period of temporary dysbiosis, while the day 30 convergence
suggests disruption of the microbiome during restabilization and prolonged

exposure to yolk-derived metabolites.

The outcome of the PCoA sheds mechanistic light on the consequences of
modified lipid-rich diets on the microbiome—immune—metabolic axis. First,
lipid intake stimulates the secretion of bile acid, which, together with
oxidative stress and mucosal permeability, favors the expansion of Firmicutes
and bile-acid resistant Proteobacteria, as evidenced by the marked separation
of microbial communities (Gostimirovic et al ., 2023; Suriano et al ., 2022).
With time, modulation of the adaptive immune response, along with repair of
the epithelial barrier and the microbial metabolites, particularly short-chain
fatty acids (SCFAs) and extracellular vesicle signaling, facilitates the
convergence back to the baseline community architecture (Diez-Sainz et al .,
2022; Babakhani et al ., 2025). This late-phase homogenization, likely due to

symbiotic remodeling, reflects the host’s changes in metabolic pathways to
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the new profile of the lipid and amino acid—though still in remodel phase
(Muigano et al ., 2025; Moreira Gobis et al ., 2024). Analogous results are
documented in the high-fat and western-diet models, where dissimilarity of
composition peaks in the beginning and later decreases as microbial
communities adjust to the nutrient and immune milieu (Yi et al ., 2025;
Martinez-Garcia et al ., 2024). In this regard, the PCoA results further
support that goose-yolk supplementation has an active, time-dependent effect
on the structure of the gut community—disrupt and, later, stabilize, which
aligns with metabolic feedback loops that reconcile dietary intake, immune

balance, and microbial ecosystem equilibrium.

5-3 : ELISA:

5-3-1: ELISA IL-6 concentration :

As discussed, the IL-6 pattern is a time-dependent inflammatory signal
that varies by yolk type with an earlier spike under goose yolk and a later,
stronger spike under chicken yolk. IL-6 has been used extensively as a
systemic inflammatory proxy in murine gut and metabolic models and is often
cited as a proxy for barrier restoration and immune regulation in response to

diet or microbiota-induced inflammation control.

In several studies of murine colitis, barrier protective compounds have
shown a reduction of IL-6 along with improvements to mucus and epithelial
integrity, which underlined the interpretation of IL-6 elevations as being a
result of inflammatory load as opposed to merely a dietary exposure (Iddrisu
et al ., 2021; Kase et al ., 2024; Kumar et al ., 2023). Egg yolk lipid
intervention studies with DSS colitis have been documented to decrease

inflammatory mediators and offer protection to the intestinal structure, which
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served as a useful basis to explain the rationale for why IL-6 may be
influenced by yolk composition and microbiota-driven signals over time
(Xiao etal ., 2024). Given that the microbial mechanisms that weave together
diet, bile acids, and systemic inflammation were also shown to modulate the
cardiometabolic inflammatory tone, IL-6 may be considered as a result of
diet-microbiota-metabolite interactions rather than just isolated cytokine noise
(Pathak et al ., 2020; Maher et al ., 2023)

5-3-2: ELISA IL-10 concentration :

The increases in IL-10 have been characterized as a form of compensatory
anti-inflammatory signaling, with the most pronounced late IL-10 under
chicken yolk indicating stronger counter-regulation at day 30. IL-10 was often
described as a brake on the excessive mucosal inflammation and as a signal

that the immune resolution pathways were being actively engaged.

Kumar (2023) noted improved barriers and decreased pro-inflammatory
cytokines along with increased anti-inflammatory cytokines (including IL-10)
when there was strengthening of mucus and tight-junctions. Similar findings
were noted by Yang (2022 and Xiao (2024) when reporting dietary
polyphenols and functional-food models. It was observed that when there was
an improvement of colitis severity, and an enhancement of barrier proteins
and goblet-cell/mucin indices, there were increased IL-10 levels. This linked
the increase to variations noted- both mucus and epithelial (biochemical)
defenses. In all groups over the relevant times, it was noted that IL-10 had
progressively increased. It may suggest an adaptation by the immune system —
and it was in response to altered dietary (and microbiomic) exposures. This
was noted by Mater(2024) and Xue (2025) when documenting immune

systems (systemic and mucosal) progressively altered over time.
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5.4: Histomorphometry:

5.4.1 : Histomorphometry of the Duodenum:

Significant expansion of the duodenal villi and deepening of the crypts are
suggestive of a trophic mucosal response to facilitated yolk-driven nutrient
and lipid delivery. An increase in villus height and area is associated with
greater absorption surface, increased epithelial turnover, and especially when
coupled with increased crypt depth, because active crypts were presumed to
proxy for renewed, robust proliferative activity which under high luminal

substrate pressure supported the development of more proximal, taller villi.

This pattern is consistent with the dietary bioactives and lipid fractions that
preserve or restore the intestinal structures and barriers in mouse models in
which epithelial integrity and goblet cell/mucin indices were improved during
inflammatory challenges (Xiao et al ., 2024). One of the strongest findings
associated with goose yolk was the largest villus area, which may be
interpreted as a stronger mucosal “growth” signal, perhaps due to a bile acid—
microbiota crosstalk and lipid modulation, as gut microbial pathways have
been shown to influence host lipid metabolism and barrier (Pathak et al .,
2020; Maher et al ., 2023). Considering that the duodenum was also the first
site of yolk lipid emulsification, segment-dominant effects were plausible in
the <ck>duodenum, and the observed changes were consistent with a diet—
microbiota—epithelium framework, where the epithelial response was a result
of the available luminal nutrients and not due to a loss of epithelium
(Ou etal ., 2025; Xiao etal ., 2024).

166

—t

—



CHAPTER FIVE DISCUSSION

5.4.2: Histomorphometry of the jejunum:

In the jejunum, the emphasis was placed on villus width and area as
compared to the depth of the crypt, so the remodeling was seen as surface
optimization with the crypt proliferation remaining stable. This profile aligns
with dietary interventions aimed at barriers where, in the absence of dominant
inflammation, villi and mucosal functioning improved without a notable
signature of crypt hyperplasia. Multiple studies on functional foods and
microbiota modulation in mice noted improved mucosal functioning and, in
many cases, improved barrier indices and decreased inflammation, without
reliance on crypt pathology (Mater et al ., 2024; Person &Keefer et al .,
2021; Xue et al ., 2025). The progressive increase in the villus area from
control to chicken yolk to goose yolk treatments may reflect a dose/quality
response to yolk-derived lipids and micronutrients on the upkeep of the
epithelium, with a steady-state support of villus architecture from gut
microbial metabolites and immune signals downstream (Ou et al ., 2025;
Xiao etal ., 2024). Diet-induced shifts in microbiota linked to the protective
effect on barriers and decreased inflammation in murine models of gut
inflammation also support this explanation (Ni Lochlainn et al ., 2021; Kumar
etal ., 2023; Yang etal ., 2022).

5.4.3 : Histomorphometry of the lleum

The selective changes in the ileum were analyzed as a response of the most
distal segment, where an increase in villus length and area occurred while the
width and crypts moderately increased. This pattern aligns with distal
microbial fermentation and immune sampling influencing epithelial response

as the ileum was particularly sensitive to microbiota dependent metabolic and
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mucosal immune response. Consistently, prebiotic and microbiota focused
approaches were documented to reverse barrier dysfunction and systemic
inflammation through microbiota stability, with distal segments being
emphasized as the microbial community composition was regularly associated
with epithelial cohesiveness (Xue et al . 2025, Kumar et al . 2023). Yolk
feeding promoting ileal villus growth can be examined in relation to mucus-
barrier biology as increased goblet-cell activity and mucin were often linked
to a better villus structure in the dietary modulation studies (Gu et al . 2022,
Xiao et al . 2024, Yang et al . 2022). Stronger control-yolk differences in
villus length and crypt depth were in line with distal adaptation rather than
Injury, as barrier-protective substances were shown to minimize inflammatory
injury whilst restoring architecture in DSS and similar frameworks (Iddrisu et
al . 2021, Kase etal. 2022, Kumar et al . 2023).

5.5: Photomicrograph

5.5.1: Photomicrograph of Duodenum H&E

The loss of duodenal layers coupled with greater villus height and richer
crypt population was taken as evidence of adaptive remodeling as opposed to
destructive inflammation. In the murine dietary intervention studies where
remodeling of the epithelium was described as a form of protective
remodeling, the maintenance of villus structure coupled with decreased
structural disruption and enhanced mucosal layering, was seen when the
microbiome and barrier function were positively modulated (Xiao et al .,
2024; Kumar et al ., 2023). An increase in the size of the villus was usually
described as better absorptive capacity, while a greater population of crypts,

was explained as a mechanism for renewal to cope with the stressed increased
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lumen exposure to fats and bile-induced stressors which were often attributed
to the microbiome (Pathak et al ., 2020; Maher et al ., 2023). Given that the
duodenum was the first segment that received a high dose of lipids, a
segment-first remodeling was anticipated, and functional improvement with
structural preservation was also seen with microbiota-modulating diets that
improved inflammation and barrier function (Mater et al ., 2024; Puri et al .,
2023).

5.5.2: Photomicrograph of Jejunum H&E

The jejunal H&E findings were characterized as stable mucosal
architecture with prominent villi, which was in agreement with the
morphometric evidence that villus expansion was the predominant response in

this segment.

Functional nutrients have been documented in comparable murine studies
to not only modify microbial communities but also reduce injury scores and
protect the epithelial structure, which often resulted in the preserved
arrangement of villi and diminished inflammatory disruptions (Yang et al .,
2022). Compared to the duodenum, the modest crypt response in the jejunum
is likely due to the relatively low direct bile-lipid stress and the yolk feeding
Is suggested to have mucus and tight junction support, rather than crypt
hyperplasia, as the primary compensatory mechanism (Gu et al ., 2022;
Mater et al ., 2024). The good villus development associated with goose yolk
feeding is probably due to the enhanced bioactive composition and the
resulting diet-microbiota interactions, which are known to affect epithelial
integrity as well as the immune response (O”Gardy et al ., 2019;Markowiak-
Kopee &Slizewska., 2020; Xiao et al ., 2024).
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5.5.3 : Photomicrograph of lleum H&E

There was discussion on the distal adaptation and microbiota-induced
reinforcement of the barrier on the ileum which preserved the tissue layers

and resulted in increased villus height and crypt depth.

In models of Murine colitis and barriers, improved epithelial structures often
coincided with decreased levels of pro-inflammatory cytokines, and improved
features of mucus, tight junctions and other structures. This suggests the
possibility of relapse in other inflammatory features when inflammatory
drivers are reduced (Korpela et al ., 2014). The same phenomenon occurred
when the epithelium of the ileum was renewed, where it was suggested that
strong immune signaling and microbial metabolites renewed the epithelial
structure. Thus, the deepening of the crypts in the ileum could be described as
a renewed increased capacity to preserve the integrity of the villi, given the
condition of the changing luminal substrates (Xiao et al ., 2024). The absence
of a strong signal associated with a decrease in the width of a villus in
morphometry could correspond to a remodeling pattern that is primarily
dominated by increased length and surface elongation as opposed to a
circumferential thickening—this was typically the case when remodeling
improved constraining barriers without the addition of edema or inflammatory

swelling (Rosado etal ., 2021).
5.5.4 : Photomicrograph of Duodenum Alcian Blue

Increased Alcian Blue positivity and goblet cell counts were interpreted
positively as increased mucin production and enhancement to the mucus
barrier. Reinforced mucus barrier was once again posited as a protective

mechanism that was improved when a microbiota-diet interaction occurred, as
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the mucin barrier reduced the interaction of bacteria to the epithelium and

therefore improved immune protection.

Micobiota-directed factors that enhance mucin production have been
documented, including the activity of Lactobacillus rhamnosus GG, which is
said to boost mucin production via receptor-mediated signaling and
modulation of the microbiota (Gu et al ., 2022). Interventions that include
egg yolk lipids have been shown to Increase goblet cells and MUC2, while
preserving barrier function in inflammatory models in mice. This is
corroborated by the increased mucin production in the yolk-fed groups (Xiao
et al ., 2024). the increased response observed in the goose yolk group is
likely due to the increased stimulation of the mucus barrier remodeling. This
would also concur with the existing literature of bioactive foods where
improved mucus production and also reduced inflammatory damage (Lee et
al ., 2023; Yang etal ., 2022).

5.5.5: Photomicrograph of Jejunum Alcian Blue

Increases in the positivity of mucin in the jejunum are indicative of the
production of mucus, and suggest that production is occurring beyond the
proximal segment of the intestine. This implies that there are adaptations in

the defenses of the epithelial cells that are protective.

Multiple studies conducted on mouse models of dietary studies have
documented that the strengthening of barriers has been associated with an
increased mucous-related endpoints and improved composition of the
microbiota, more so when the markers of inflammation were low and the
structure of the villi was intact (Ni Lochlainn et al ., 2021; Mater et al .,

2024; Nordestgaard et al ., 2022). Increased mucin output was,
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mechanistically, supported by the probiotic activity shown to increase mucin
production via host signaling and microbiota, and was, therefore, used to
justify increased Alcian under the diet that modified the atmospheric
microbial structure (Gu et al ., 2022). Similarly, postbiotics and yeast-derived
biotherapeutics were shown to maintain intestinal homeostasis and barrier
function in DSS models, supporting the hypothesis that microbiota-induced
signaling can enhance mucus secreting barriers in various intestinal sections,

even the jejunum (Kumar etal ., 2023).
5.5.6 : Photomicrograph of lleum Alcian Blue

Within the ileum, the increase in Alcian Blue positivity was interpreted as
a distal strengthening of the mucous barrier and was particularly of interest as
the ileum was a central area for microbial-host interaction and immune
sampling. Numerous barrier-protective interventions in mice reported
increasing goblet-cell/mucin-related endpoints and decreasing pro-
inflammatory cytokines which reduced epithelial stress and preserved
architecture (Lee etal ., 2023; Yang et al ., 2022). The prebiotic inulin was
shown to reduce barrier dysfunction and systemic inflammation in chronic
intermittent hypoxia models, which was attributed to microbiota-related
mechanisms, and generally suggested distal mucus and barrier features could
be improved by dietary modulation of microbiota ecology (Xue et al ., 2025).
Thus, the ileal Alcian response was consistent with a model where yolk diets
fostered epithelial defense by mucus reinforcement and microbiota-related
immune modulation rather than through overt inflammatory injury
(Xiao etal ., 2024).
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CHAPTER SIX CONCLUSIONS AND RECOMMENDATIONS

6. Conclusions and recommendations
6.1 Conclusions

e Comparative studies involving goose egg yolk, chicken egg yolk
and control group (P < 0.05) showed that supplementation with both
goose egg yolk and chicken egg yolk transformed the composition
and diversity of the gut microbiome in mice.

e Supplementation of egg yolks had a broader impact on the systemic
immune response, and the result was captured in the differences in
the levels of serum IL-6 and IL-10 among the study groups (P <
0.05).

e Experimental groups those provided egg yolk diets had a more
expressed improvement of the intestinal mucosa (i.e.
histomorphometry parameters) compared to the control group, such
as the improvement of Intestinal Villus Length, Villus Width, Villus
Area, and Crypt Depth, (P < 0.05).

e Across the parameters of this study, the impact that goose egg yolk
had on the balance of the intestinal microbiome and the intestinal
morphology compared to chicken egg yolk was more positive.

e The evidence presented here suggests that egg yolk as a dietary lipid
source impacts the microbiome—immune axis and intestinal

adaptations of mice.
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6.2 Recommendations

e Incorporate Longitudinal Microbiome Monitoring in Nutritional
Studies. Future research pertaining to diet should incorporate
monitoring immune and microbial responses across longer timeframes
to adequately resolve periods of dysbiotic perturbation and recovery.

e Synthesize Functional Metabolomics with Taxonomic Change.
Integration of metagenomic data with microbial metabolism (SCFA,
bile acid, and oxysterol) profiles will elucidate the mechanisms by
which diet-derived microbial products influence host immune and
metabolic functions.

e Examine the Anti-inflammatory Potential of Diet-Microbiome
Interactions. Further research should target the modulation of cytokine
profiles and intestinal permeability to determine the inflammatory
pathways of altered microbiota regulation.

e Refine Dietary Targets to Promote Microbiome Stability. Reducing
dietary lipid levels and increasing dietary fiber, polyphenol, and
probiotic contents can enhance microbial diversity and avoid microbial
composition imbalance over time.

e Apply Research Outcomes to Models of Human Nutrition. The
observations from murine studies should be cross-validated in
controlled human experiments to assess the extent to which intervening
with yolk-derived lipids can beneficially modulate the microbiota,

immune system, and metabolic derangements.
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Figure appendix 1: Agarose gel for DNA evaluation after
extraction



APPENDIXES

Sample ID** Tube ID
(<15 letters)
1 DNA of fecal sample from mice E1G2/3
2 DNA of fecal sample from mice E1G2/4
3 DNA of fecal sample from mice E1 G2/5
4 DNA of fecal sample from mice E1G3/1
5 DNA of fecal sample from mice E1G3/5
6 DNA of fecal sample from mice E1G3/3
7 DNA of fecal sample from mice E1C4
8 DNA of fecal sample from mice E1CS
9 DNA of fecal sample from mice E1C6
10 DNA of fecal sample from mice E2C1
11 DNA of fecal sample from mice E2C3
12 DNA of fecal sample from mice E2C5
13 DNA of fecal sample from mice E2 G2/3
14 DNA of fecal sample from mice E2 G2/4
15 DNA of fecal sample from mice E2 G2/5
16 DNA of fecal sample from mice E2 G3/2
17 DNA of fecal sample from mice E2 G3/4
18 DNA of fecal sample from mice E2 G3/6
19
an

Appenix image 1 for sample sequencing IDs

Sample Conc. (ng/ul) 260/280 Ratio Interpretation

G3/1 52 1.76 Good purity, moderate
concentration

G2/3 60 1.70 Slightly lower purity, still
usable

G2/5 99.8 1.79 High concentration, very good
purity

G3/5 60.7 173 Good purity, moderate

concentration

C4 80 1.76 Good purity, good
concentration

C6 142.32 1.84 Very high concentration,
excellent purity
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The Following is the raw data from sequencing and after
guantification of sequences

Taxonomy (bootstrap Score) Taxonomy
Order  Family Genus order  family genus  species Filter

ASV1 100 100 100 100 100 100 81|d_Bacterp Bacilolc_Bacilli [o_Lactob|f Lactobfg Ligilacls Ligilactobacillus apodemi
ASV2 100 100 100 100 100 100 64|d Bacterp Bacillolc Bacilli o_Lactob]f Laciobdg_Lactobls Lactobacilus galinanm
ASV3 100 100 100 100 100 100 88]d Bacterlp Bacilofc Bacili Jo_Lactoblf Laciobd Lactobls Lactobacillus gasseri
ASV4 100 13 i 5 5 5 50 Bacter{NA NA A NA HA A |Filtar: bootsirap Score »= 50
ASVH 100 100 100 100 91 91 91[d_Bacter|p Bacilofc _Clostido Fubaclf Fubac{o Fubac{s Eubacterium coprostanligenes
ASVE 100 g7 %6 46 96 4 40[d Bacterp  Thermfc Desufffo Desulilf DesufidNA A [Fiter: bootstrap Score »= 50
ASVT 100 100 100 100 100 86 g Badeﬂp Bacilojc Bacili jo Bacilalf Baciladg Nialia|s Nialia tiangongensis
ASVE 100 100 100 100 100 100 100]d_Bacterlp Bacillolc Bacili Jo Lacioblf Laclobdg Limosils _Limosiactobacilus_reutei
ASVY 100 100 100 100 100 100 78]d_Bacterlp Bacilolc Bacili Jo_Lactoblf Laciobdn Lactobls Laciobacillus gasseri
AV 100 o7 % 84 64 28 29|d_Bacterlp BacilolcClostrido Eubacdt OscillodNA NA [Filter: bootsirap Score == 50
ASV11 100 100 100 100 100 100 61]d_Bacterlp Bacilolc Bacii Jo_Bacilalf Paenibfy Breviods Brevibacillus borstelensis

ASV2 100 1000 100 100] 100 100 100
ASV13 % 46 g ) g 3 3
ASV14 100 1000 100 100] 100 100 96

Bacter{NA A A NA [NA INA  [Fifter: bootsirap Score 5= 50

Bacteﬂg Bacilolc Ensipdo Erysipdi Turicibdn Turicibfs Turicibacter bils |
ASV15 100 100 100 100 100 100 100{d_Bacterjp Camp Epsiloao Campﬂf Helicobjo Helicojs  Helicobacter typhlonius
C

i
d
i
i
d
ASV16 100 100 100 100 100 28 2ld Bacterlp Bacilolc Clostido Lachndf LachnoNA NA Filter: bootsfrap Score == 50
ASVIT [ 47 X 26 % 5 5]d_Bacter{NA NA A NA NA NA Fiter: bootstrap Score == 50
d
i
i
d
d
i

C
C
C
C

Bacterp Bacterfc Bacterdo Bacter{f Bacterdo Bacterfs Bacteroides acidifaciens
N
C
C

BacterlA HA NA A NA HA Filter: boatstrap Score »=50
Bacter{NA HA A A A A Filter: boatstrap Score »= 50
Bacterlp Bacterlc Bactero_Bacterft _Bacterd

ASV19 08 48 8 [] [] ] ]
A3V20 100 100 100 100 100 100 9 g
ASV2 100 100 100 100 100 100 9 g
ASV22 100 100 100 100 97 86 86ld Bacterlp Bacterlc Baclerdo Bacterlf FPrevotdg Alloprs  Alloprevotella rava
ASV23 0] 0] ol 1o 99 93 92]d_Bacterlp Bacilolc Clostiido Pentosf Pepiosly  Rombds Romboutsia fimonensis
g
g

Bacter{s Bacteroides acidifaciens

Bacterlp_Bacilofc Bacili [o_Bacillalf Paenibjg Paenitfs Paenibacillus_glicanolyticus

ASV24 100 100 100 100 100 100 50[d_Bacterlp Bacilolc Clostrido Eubacli Clostridg Clostrids Closiridium tertium

ASV25 100 100 100 100 100 100 73]d_Bacterlp Bacilolc Bacili Jo_Lactoblf Laciobdn Lactobls Laciobacilus gasseri

ASV26 100 100 100 g3 93 3 29|d_Bacterlp Bacilolc Clostrido  Lachndf LachnolNA NA Filter: bootsfrap Score == 50
ASV2T 100 100 100 100 100 100 19]d_Bacterlp Bacilolc Bacili [0 Bacillali Paeniblg Brevio{NA Filter: bootstrap Score == 50
ASV28 100 100 100 100 98 63 63[d Bacterlp Bacterfc Bactero Bacter{f Prevotdo Alloprdfs  Aloprevotella rava

ASV29 100 100 100 100 100 100 98]d Bacterlp Bacilolc Bacii lo Bacilali Paenibly Paenitls Paenibacilus glucanalyticus

ASV30 i a8 9 10 10 M 27ld Bacteﬂg Bacilojc N@atifh Selendf SelenofNA NA __|Filler bootstrap Score »= 50
ASVH 100 100 100 100 100 100 g5d_Bacterlp Bacilojc_ Bacili [0 Lactob[f Laciobdg Lactobls Lactobacillus gasseri

ASVI2 100 100 78 62 30 2 21]d Bacterlp Bacterlc Baclerdo Bacter{NA MA A [Fiter: bootstrap Score »= 50
ASV33 100 100 100 100 100 100 100[d_Bacterlp Bacterlc Bacterdo Bacter{f Murbalo Duncals Duncaniella muricolica

A3V 0] o] i 87 87 4 19]d_Bacterlp Bacilolc Clostio Lachndi LachnNA ~ [NA  [Fiter: boolstrap Score >=50
ASV35 100 100 100 100 100 100 100{d_Bacterlp Bacterfc Bacterfo Bacter{f BacterdoPhocads  Phocaeicola vulgatus

ASV36 100 100 100 100 100 100 100/ ¢ Bacterdo Bacterff Muibadg Duncals Duncaniella muris

ASV3T 100 100 100 100 100 100 100[d ¢ Deferilo Deferilf Mucisplg Mucisds Mucispinllum schaedleri

ASV3I8 100 100 100 100 100 100 04]d_Bacterp Bacillo il f Laciobdn Limosils Limosilactobacillus_reuteri
ASV30 000 100]  f00] o0l 00 78 0|4 Bacterlp Bacilolc Clostido Pentodi Peplosly TemsfNA  [Filter: bootsirap Score »=50
ASVAD 100 100 100 100 100 100 100{d_Bacterlp Thermfc  Desulfdo Desuliff Desulfdo Lawsofs Lawsonia infracelluiaris

ASV4 100 100 100 100 100 100 55/d_Bacterlp Bacterlc Baclerdo Bacterlf Baclerdy Bacler|s Bacteroides oleiciplenus

ASV42 100 100 100 100 100 100 98]d_Bacterlp Bacterlc Bacterdo Bacter{f Bacterdn Phocads Phocaeicola vulgatus

ASV43 100 100 100 100 100 100 100{d_Bacterlp Bacterfc Baclerdo Bacterti Murbalg Duncals Duncaniela muris

ASVH 100 100 100 100 100 1] 43]d_Bacterlp Bacterlc_Bacterjo Bacterl  Muriba{NA A Filter: bootstrap Score =50
ASV45 20 34 8 ] [ 4 4ld_BacterNA A A NA NA A Filter: bootefrap Score =50
ASV4G 100 100 100 100 100 100 234 Bacterlp Bacilo]c Bacili jo_Bacillaff_Staphyfg_Staphy]NA Filter: bootsfrap Score == 50
ASVAT 100 100 100 100 100 100 98[d_Bacterlp Bacilolc Bacili o _Lactoblf Laciobdg Limosifs _Limosilactobacillus_reuteri
ASV48 0] o] do0] 00 400 o4 82|d_Bacterlp Bacilolc Clostido Eubaclf Oscilodg  Ruminfs Ruminococeus callidus

Taxonomy assignment
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5 Bacteroides acidiaciens

NA [Filter: boatstrap Score == 50

NA Filier: boatstrap Score = 50

A Filier: boatstrap Score = 50

NA  |Filler: bootstrap Score == 50

A |F||ter: bootstrap Score == 50

NA Filter: bootstrap Score »=50

NA Filter: bootstrap Score == 50

NA [Fitier bootsfrap Score »= 50

NA |Filier: bootstrap Score == 50

A Filter: boatstrap Score = 50

NA Filier: boatstrap Score = 50

NA Filter: bootstrap Score »=50

NA Filter: bootstrap Score == 50

NA Filier: boatstrap Score = 50

NA Filier: boatstrap Score = 50

NA Filier: boatstrap Score = 50

A Filier: boatstrap Score = 50

NA |Filier: bootstrap Score == 50

NA Filter: bootstrap Score »=50

NA Filter: bootstrap Score == 50

NA Filier: boatstrap Score = 50

ASV49 100 0] oof 000 00] 100 99[d Bacterlp Bacterlc Bacterfo Bacterlf Baclerdn Bacter

ASVAD 100 o8 48 % ] 47 47]d_Bacterlp Bacilolc Clostido Lachndi_LachnoNA

ASVA1 100 100 100 100 100 100 100]d_Bacterlp Spiroclc Spiroctlo Spiracli Treponlg Treporls Treponema bryanfi
ASVE2 100 100 100 100 100 100 100[d_Bacterlp Bacterlc Bacterlo Bacterli Muribadg Duncals Duncaniella dubosi
ASV53 100 100 100 100 100 100 o7)d Bacteap_ Bacilolc _Clostido Eubaclf Clostidg Clostrigs _Closiridium bufyricum
ASV54 ] ] 2 2 2 2 2{d_Bacter|NA NA NA NA NA

ASV55 o[ 0] 10 [ ] 1 250 Bacterlp Bacilolc Chostido Lachndi Lachnelg Lacrim

ASVAG 100 100 100 100 100 100 100]d_Bacterlp Bacterlc Bacterjo Bacterdi Murbadg Sangefs  Sangeribacter muris
ASVET ol ol qool 100 00l 00 40ld_Bacterlp Bacterlc Bactero Bacter{f Bacterdg Bacter

ASVHE 100 100 100 9 9 ] 99[d Bacterlp Bacilolc Clostido Lachndf Lachnelg Schaeds  Schaedlersla arabinosiphila
ASVS9 100 100 100 100 100 100 100[d_Bacterlp Bacterl: Baclerdo Bacterlf Bacterdy Pnocads Phocagicola vulgatus
ASVAD 100 100 100 100 100 100 9ld Bacterp Bacterlc Bacterlo Bacterli Tannerly Parabds Parabacieroides distasonis
ASV61 % 40 17 17 16 1 ld Badeam NA A NA NA

ASVE2 100 100 100 100 100 100 88 Bacterlp Bacterlc B_acterdo Bacter{f _Rikenelg _Alstipgs _Alisfipes finegoldii
ASV63 100 100 100 1 [ b 1]d_Bacterlp_Bacilofc_ ClosirifNA NA A

= o[ 0] 0 1 1 19 10]d_Bacterlp _Baciloc_Clostido _Lachndi_ LachnolhA

ASVES 100 00 00f 1000 1000 100]  100]d Bacterlp Pseudlc Gammio Moraxdf Moraxelg Moraxds Moraxella osloensis
[ASVES o ol sool o0 o0l 00 §7d_Bacterlp_Bacilofc_Bacil Jo_Lactobt _Laciobdg_Lactobls _Lactobacilus gasseri
ASV6T 100 100 100 100 100 100 100]d_Bacterlp Bacilofc Bacili Jo_Laciob|f Laciobdo Limosils _Limosiactobacilus_reuteri
ASVER 100 100 100 100 100 100 100[d_Bacterlp Bacterlc Bacterdo Bacterlf Murbadg Muribals Muribaculum intestinale
ASVEY 100 100 100 100 100 100 100[d_Bacterlp Bacterlc Bacterdo Bacterlf Bacterdy Phocals Phocaeicola vulgatus
ASVTO 100 100 100 49 43 43 39)d_Bacterlp Baciloc ClostigNA NA NA

ASVT1 100 100 100 100 100 100 95]d Bacterlp Bacilolc Bacili [o Bacilalf Paeniblg Paenitfs Paenipacilus glucanolyticus
ASVT? 100 ] oof 00 1w 70 61ld Bacterlp Bacterlc Bacterdo Bacterlf Muribadg  Muribals  Muribaculum intestinale
ASVT3 100 100 100 100 100 100 87]d_Bacterlp Bacilolc Bacili [o_Lactoblf Laciobdg Ligilacls _Ligilactobacilus faecis
ASVT4 100 100 100 9 ] i 32ld_Bacterlp Bacilo]c ClostidoLachndf LachnglNA

ASVTH 100 100 ] 99 94 61 61]d Bacterlp Bacterlc Bacterlo Bacterfi Murinalg Muribals Muribaculum intestinale
ASVTE 100 100 100 100 100 100 69(d Bacterlp Bacteric Bacterjo Bactenlf Rikenelo Alistipds Alistipes dispar

ASVTT 100 100 100 57 5 k| 46|d Bacteap Bacillofc Chsﬁ'o Eubacli Clostridg  Clostri

ASVTA 100 100 100 100 100 Bl |d Bacterlp Bacilolc Chostido Lachndi Lachno[NA

ASVT9 100 100 100 100 100 3 39)d_Bacterlp Bacterlc Bacterdo Bacter{f MuribadhA

ASVED 100 100 100 100 100 100 |d_Bacterlp BacilolcBacili [o_Lactobli Laciobdy Lactob

ASVE1 100 100 100 100 9 3 34|dBacterlp Bacterlc Bacterfo Bacterlf PrevoidNA

ASVE2 100 100 100 93 3] 19 19d_Bacterlp Bacilolc Chstido Lachndi LachnofNA

ASVE3 100 100 100 100 100 17 17]d Bacteap_ Bacillolc Chsﬁo Lachnﬂf Lachngla Lachnis Clostidium] scingens
ASVE4 100 100 100 94 94 a0 18|d_Bacterlp Bacilojc_Clostrigo Lachngf Lachnolg_ Lacrim]NA Filier: boatstrap Score = 50
ASVES ol o] 0] qo0 00 100 85]d Bacterlp Bacilolc Erysipdo Enysidf Coproblg Thomds  Thomasclavelia cocleata
ASVEA 100 45 16 16 12 1 1]d_ BacterNA NA NA NA NA

ASVET % 12 9 § 9 ] 9]d_Bacter|NA NA A NA NA

ASVER 100 100 100 100 100 100 67[d Bacterlp Bacilofc Bacili [o_Lactob]f Lactobda Limosils  Limosilactobacilus_reuteri
ASVEY 100 100 100 100 100 100 07]d Bacterlp Bacilolc Bacili o Lactoblf Streptolg Sirepids Sireplococcus hysintesiinalis
ASVAD 100 99 [ B4 8 2 29)d_Bacterlp Bacilo]c ClostidoLachndf  LachnglNA

ASVH1 100 100 100 100 100 100 100[d_Bacterlp Bacterlc Bacterdo Bacteri Murbadg Duncals Duncaniella muricoliica
ASVE 100 100 100f 100] 100 52 520 Bacteag Bacterlc Bacterﬂo Bacter{i Muribadg Ouncals Duncaniglla muris
ASVE3 100 100 100 100 100 100 93)d_Bacterfp Bacteryc Bactero Bacter{f Bacterqg Bacter{s Bacteroides acidifaciens
[ T AT AT AT AT %5 86d_Bacterlp _Bacter|c_Bacterlo_Bacterlf Murnadg_Duncals _Duncaniela_dunosi
ASVE5 100 100 100 K A 20 18]d_Bacterlp Bacilofc_ ClosirigNA NA A

ASV96 100 100 100 100 100 100 %|d_Bacterlp BacilolcBacili [o_Lactobli Laciobdg Lactob

ASVAT 100 41 47 4 4 4 47]d_Bacter{NA NA A NA A

ASVER 100 100 100 100 100 2 10[d_Bacterlp Bacterlc Bacterfo Bacter{i PrevotdNA

NA Filter: boatstrap Score = 50
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ASV39 100 100 00 100 100 Bacterlp Bacterlc Bacterdo Bacterlf Murinadg Duncals Duncaniella dubosii

A3V100 100 100 100 100 100 Bacterlp Bacter{c Bacterlo Bacter{f Muribadg Murbals Muribaculim intestinale

ASVI01 100 [ [ 61 Y] Bacterlp BacterlcBacterfo Bacterff PrevotdNA NA  [Fifter: bootstrap Score == 50
ASV1(2 100 100 100 100 100 Bacterlp  Campc Epsiolo Campyi Helicab{g Helicofs Helicobacter ganmani

ASV103 100 100 100 100 05 Bacteap_ Pseud1c Gamm|0 Enterolf Enferolig Escheds Escherichia ferqusoni

ASV104 100 100 81 El 25 Bacterlp_Bacilojc Clostrido_Lachndf LachnolNA NA Fitter: boatstrap Score »= 50
ASV105 100 ol 1] 100 97 Bacterlp Bacilolc Bacili o Lactoblf Strentolg Lactoc]s Lactococcus fomosensis
ASV106 100 9 08 9 [ Bacterlp_Bacilolc_Clostrido_Lachndt_Lachnolg_FaecalNA Fiter bootstrap Score == 50
ASVI07 100 A H 2 17 Bacterlp BacilofNA  NA  NA NA _INA Filter. bootstrap Score ==50
ASVi08 100 100 00 100 94 Bacterlp Bacilolc Erysipdo Erysipdf  Erysipelg  Amedifs  Amedibacilus_hominis

ASV109 100 ol 1] 100 74 Bacterlp Bacilolc Bacili o Bacilalf Baciladg Nialia|s Mialia tiangongensis

ASV110 100 100 99 9 68 Bacteag Bacilolc Clos% 0 Lachndf Lachng‘g LacrimhA Filter: bootstrap Score == 50
ASV11 100 9 98 94 33 Bacterlp Bacterc Bacterdo Bacterdf  MuribaqNA NA Filter: boatstrap Score == 50
ASVi12 100 100 100 100 100 Bacterlp Bacilolc Bacili o Lactoblf Lactobdg Limesils Limosiactobacilus. reuteri
ASV113 100 100 100 45 45 Bacterlp Bacterlc Bacterdo Bacter{NA NA NA Filter: bootstrap Score == 50
ASV114 100 100 o8 98 5 Bacterlp _Bacilolc C_Iostndo Lachndf Lachnolg_ Lacrim{NA Fitter: boatstrap Score »= 50
ASV115 100 100 [] 9 5 Bacterfp Bacilolc Clostrido Lachndf Lachnolg Lacrim{NA Filter: bootstrap Score == 50
ASVi16 100 100 ] ] 50 Bacterlp_Bacilolc_Clsfifo_Lachndf_Lachnelg_Dorsa|NA  |Filler: bootsirap Score >= 50
ASVil7 100 [ 3] 93 12 Bacterlp BacilolcClosirido Lachndf Lachno{NA NA Filter: bootstrap Score == 50
ASV118 100 85 3 24 ] Bacterlp Bacilolc_ ClostridhlA A HA NA Fitter: boatstrap Score »= 50
ASV119 100 100 100 100 100 Bacterlp Bacterlc Bacterlo Bacterdi Muribady Param|s Paramuribaculum intestinale
ASV120 100 100 100 94 55 Bacterlp Bacterlc Bacterdo Bacterf Odoribdg  Odonb[NA |Fitter: bootsfrap Score == 50
ASVIN 100 100 100 100 100 Bacterlp Campyc Epsioo Campyf Helicablg Helicofs Helicobacter ganmani

A5V122 100 100 100 100 [il] Bacterlp Bacilolc Clostrido Lachndf Lachnelg Lachnds  [Clostidium] scindens

ASV123 100 100 88 88 55 Bacterlp_Bacilolc_Clestrido_Lachndi Lachnolg _Lacrim{NA  |Filter: bootsirap Score = 50
ASV124 100 100 100 100 75 Bacterfp Bacterlc Bacterdo Bacterff Odoribdg  Odoribfs  Odonbacter splanchnicus
ASV125 100 4 9% 8 i Bacterlp Bacilolc ClestridoLachndf Lachnolg Meditels Mediterraneibacter glycyrhizinifyticus
ASV126 100 100 100 100 100 Bacterlp Deferrilc Deferrilo Deferrff Mucisola Mucisds Mucispirllum schaedleri

ASV12T 100 100 100 100 94 Bacterlp_Bacilojc_ ClostridoLachndf Lachnojg Lachngs  [Clostridium] scindens

ASV128 100 100 100 87 43 Bacterlp Bacterlc Bacterfo Bacterff MurivalNA NA Fitter: boatstrap Score == 50
ASV129 100 100 100 9 45 Bacterlp Bacterlc Bacterdo Bacter{f Muriba{NA NA Filter: boatstrap Score == 50
ASV130 100 ool 0] 0l 100 Bacterlp Bacter{c Bacterlo Bacterlf Murbadg Sangels Sangerbacter muris

ASV131 100 100 100 100 94 Bacterlp _Bacilolc Erysipdo Erysipd Erysipelg  Amedils  Amedibacillus_hominis

ASV13) 100 o 0] 100 28 Bacterlp Bacilole Clostrido Lachndf LachnofNA  [NA  |Filter: bootstrap Score »=50
ASV133 100 100 92 9 5 Bacteap_ Bacillolc Closq b_Lachngf Lachngjg Lacrim{NA Filter: bootstrap Score == 50
ASV134 100 100 100 100 g9 Bacterlp_Bacilojc Bacili o Lactoblf Lactobdg  Limosils  Limosilactobacillus_reuteri
ASV135 100 00 0] 10 100 Bacterlp Bacilolc Clostrido Fubaclf Oscilodg  Nealeds Neglectbacter caecimuris
ASV136 100 100 100 99 35 Bacterfp Bacterlc Bacterdo Bacterff Muriba{NA NA  |Fiter bootstrap Score == 50
ASVA3T 100 0 0] 0l 100 Bacterlp Bacterlc Bacterlo Bacter{f Murbadg Duncals Duncanielia freteri

ASV138 10 100 100 100 88 Bacterlp Bacilolc Erysipdo Erysipdf  Erysipelg Amed'ils Amedibacilus dalichus

ASV139 100 0 100 % 54 Bacterlp Bacterlc Bacterlo Bacterlf Muribadg Sangels Sangeribacter muris

ASV14) 100 100 00 100 100 Bacterfp Bacterlc Bacterdo Bacterff Rikenelg  AlistipdNA Filter: bootstrap Score »= 50
ASV141 100 100 100 100 42 Bacterlp Bacilolc Closirido  Eubacli Butyric{NA NA Filter: boatstrap Score == 50
ASVi42 100 100 100 100 100 Bact_eqp Pseuddc Gammjo Pasteg‘f Pasteulg Haemg]s Haemophilus parainfluenzae
ASV143 100 100 100 87 kI Bacter|p Bacter{c Bacterdo Bacter{f  Muriba{NA NA Filter: bootstrap Score == 50
A3V144 100 0 0] o[ 100 Bacterlp _Them|c_Desuiido Desufiff Desuidg Desuifls_Desulfovibrio_porci

ASV145 100 100 100 99 % Bacterfp Bacterlc Bacterdo Bacter{f Muribalg  Duncals Duncaniella muris

ASV14G 100 ol 0] 0l 100 Bacterlp_Bacterlc_Bacterfo_Bacterlf Murbalg_Sangels Sangeribacter muris

ASVi4T 100 100 [ 9 57 Bacterlp Bacilolc_Clesfrido Lachndf Lachnolg Kineotls Kineothrix_ alysoides

ASV148 100 10 T T Bacterlp Pssudlc Betaprlo Burkhdf Suterelq Parastls Parasufierella excrementinominis




APPENDIXES

ASV140 100 00 100 % 95 3 I6]0_Bacerp_Bacilolc_Clostiqo_Lachndt_LachngNA  INA JFifer bootstiap Score »= 50
ASV15) 0 o[ doof o] doof 00 %|c_Bacterp_Bacilolc_Bacili [o_Lactoblf Laciobdg_Limosils _Limosiaciobacilus reuter
ASV151 00 100 100 ] 89 10 3d Bacterlp Bacilolc Closido Lachndf LachnofNA ~ [NA [Filter: bootsirap Score »= 50
ASV152 100 100 100 100 100 100 £4ld Baclerlp Bacter]c Baclerdo Bacterli Rikenelg Alisinds Alistipes shanii |

ASV153 100 100 100f 100p 100 69 62|d Bacterp Baclerlc Bacterﬂo Bacterlf Murbadg Muribals Muribaculum intestinale

ASV154 100 100 100 100 100 100 38|d_BacteilpBacilojc_ Clostrido Eubacti Closiridg_ ClostrigNA Filter: bootsfrap Score == 50
A8V155 0] 0] 100 86 86 3 31]d Baclerlp Bacilolc Clostrido Lachndf LachnalNA EJ'NA Fifter: bootstrap Score »= 50
ASV156 100 100 100 100 7 56 12]d_Bacteilp  Themlc Desufifo Desuifff Desulidy DesuiffNA Fitter: bootstrap Score »= 50
ASV157 100 100 100 100 47 3 21]d Bacterlp Bacterlc Baclerfo Bacterlf MuribadNA NA Filter: bootstrap Score »= 50
ASV158 100 100 100 100 99 57 57(d Bacterlp Bacilolc  Clostrido Eubactf Oscillodg Merdinfs  Merdimmobilis_hominis

ASV159 0] 0] 100 [ [ 4 8ld Bacteilp Bacilolc Clostido Lachndi LachnfNA  [NA  [Fiter: bootstrap Score == 50
ASV160 100 100 100 100 100 100 100]d Bacteap_ Eacter'c Bacterﬂo Eacter'f Muribadg Muribals Muribaculum intestinale

ASV161 100 100 100 93 43 42 42{d Bacterlp _Bacilojc_ Closirido Lachnaf LachnofNA NA Filter: bootstrap Score >= 50
ASV162 000 ool 00 00 i 87 §7d_Bacterip_Bacilolc_Clostido_Fubaclf Fubaci{_Fubacfs_Fubacterium_coprostanoligenes
ASV163 1000 1000 100 a7 97 7 7|d_Bactelp _Bacilolc_ Clostrido_Lachndf  LachnoNA NA  |[Fitter: bootstrap Score »= 50
ASV164 100 100 100 g8 98 64 64)d Bacterlp Bacilofc Closirido Lachndf Lachndlg Kineotls Kineothiix alysoides

ASV165 100 100 100 100 100 76 76]d_Bacterlp Bacterlc Baclerlo Bacterl Murbadg Duncals Duncaniglla muris

ASV165 0] ool def 0] o0 5 52]d_Bacterlp_Bacterlc_Bacterdo_Bacterli Rikenela_Rikends _Rikenella_microfusus

ASV16T 100 00 100 [ 80 2 25(d Bacterlp Bacilole Clostido Lachndt Lachne{NA ~ [NA |Fiter: bootstrap Score == 50
ASV163 0 ool doof 00 00 B7 67]d Bacterp Bacilo]c Clostido Eubacti Oscilodg Rumin{s Ruminococcus bromi

ASV169 0] 0] 1w [ % 4 0|d Baclerlp Bacilo]c Clostido Lachndf LachnNA  [NA |Filter: bootstiap Score »= 50
ASVIT0 100 100 100 100 100 100 55[d Bacterlp Bacterlc Bacterdo Bacter{i Rikenelo Alistipds Alistipes putredinis

ASV1T! 00 oo 00 00] 100 62 62]d_Baclerlp Bacilo]c ClostidoLachndf Lachnclg_ Meditels Meditermraneibactar_gravus
ASVIT 00l w00 100 97 97 75 75|d_Bacterlp Bacilolc ChostridoLachndf LachneloKineotls Kineothrix_alysoides

ASVIT3 100 % 9 47 H 12 12|d_Bactenlp Bacilolc_ ClosirigA NA NA NA  |[Filter: bootsirap Score »= 50
ASV1T4 100 100 100 100 100 100 991dBacterlp Bacterlc Baclerlo Bacterli Tannerlg Parabds Parabacteroides distasonis
ASVITH 100 100 5 42 18 15 15dBacierlp Bacterlc BacterdA NA hA NA Filter: bootstrap Scare »= 50
ASV1TE 100l 100 100f 100p 100 kil 3|d Bacteag Bacterlc Bacterﬂo Bacter|f PrevotdNA NA Filter: bootstrap Score == 50
ASVATT 100 100 100 42 Ll 4 41]d_Bacterlp _Bacilojc_ ClostrighlA NA NA NA Filter: bootstrap Score = 50
ASV1T8 100 100 100 100 100 100 95d Bacterlp Bacilo]c Bacill [o Lactoblf Streplolg Strepids Streptococcus danieliae

ASVITY 100 100 100 o8 98 [ii] 66l Bacterlp Bacilole Clostido Lachndf Lachnelg Kineotls Kineothrix alysides

ASV18) 000 ool 00 00 9 84 49|d_Bacterlp_Bacilofc_Chostrido_Eubactt_Oscilogg_Vescin[NA_ |Fiter: bootstrap Scare »= 50
ASV181 100 100 100 100 99 9 991d_Bacterlp Bacilofc Clostido Eubacif q_ Flinfibds_ Flinfibacter butyricus

ASV182 100 100 100 L] i # 41|d_Baceilp Bacilolc Clostrido Lachndf LachnolNA NA [Filter: bootstrap Scare »= 50
ASV183 100 100 9 9 9 91 56l Bacteap Bacillo|c Emi%o E@igit Enysipe{n Amedi!s Amedibacilus dolichus

ASV184 100 100 100 100 100 100 f4)d_Bacterlp Bacilofc Bacili o Bacilalf Staphyla Staphyls  Staphylococcls haemoalyticus
ASV185 00 100 [ i 78 75 3|d Bacenlp Bacilofc Clostrido Eubacti Clostridg ClostidNA  [Filter: bootstap Score »= 50
ASV185 00 1000 o0 00 94 52 52|d_Bacterlp Bacilolc Erysipdo Erysipdi  Coproblg Longibfs Longibaculum muris

ASV18T 100 100 48 o8 95 56 56]d Baclerlp Bacterlc Baclerdo Bacterli Muribalg Sangels Sangeribacter muris

ASV188 100 100 0 1 100 100 86ld Bacterlp Bacilolc Clostido Eubactf Oscilod Ruminfs  Ruminococcus flavefaciens
ASV189 100 8 88 17 16 16 16]d_Bacieilp_Bacilolc CloslridNA NA NA NA  |Fitter: bootsirap Score »= 50
ASV180 100 100 100 100 100 100 100]d_Bacterlp BacilofcBacili o Lactoblf AerocolgAerocds  Aerococcus viridans

ASV191 0] 0] 10 82 82 2 16ld_Bacieilp Bacilolc Clostrido Lachndf LachnolNA  [NA  [Fier: bootsirap Score »= 50
ASY192 100 100 100 100 100 100 57]d Bacteag Eacillolc Chsﬁ'o Eubaglf Clostriag Clostrigs _Closfridium butyricum

ASV193 100 9% 9% 86 ] 30 J0jd_Bacterlp Bacilojc ClostriqoLachndf  LachnofNA NA Filter: bootstrap Scare »= 50
ASV194 100 100 100 100 100 100 100[d_Bacterlp Bacterfc Bacterfo Bacterli Muribadg Muribals Muribaculum gordoncarter
ASV195 0 B 3 2 f 2 2[d BacterNA NA NA NA NA NA Filter: bootstrap Score »= A0
ASV196 100 100 100 80 a0 23 234 Bacterlp Bacilo]c Clostrido_Lachndf_LachnofNA NA Fitter: bootstrap Score >= 50
ASV197 100 [ 9 [ 92 4 21|d Bacterlp Bacilole Clostido Lachndt LachnelNA NA Filter: bootstrap Score »= 50
ASV198 100 100 100 o8 98 15 15]d_Bacteilp Bacilolc Clostrido Lachndf _LachnolNA NA Filter: bootsfrap Score == 50
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ASV199 00] 0] 100 92 HIE 28ld Bacterlp Bacilolc Closiido Lachndf Lachnolg Roseb{NA Fifler: bootsrap Score »= 50
ASV200 1000 00p 100 28 pi 28 Uld Bacterlp Bacilole Clostrifd — [NA NA HA Filler: bootstrap Score == 0
ASV21 100 100 100 100 100 45 45]d Bacterp Bacilofc Clostido Lachndf LachnofNA NA Filter: bootstrap Score == 50
ASV202 100 100 100 80 a0 13 3ld_Bacteilp Bacilolc Clostido Lachndf  LachnalNA NA Filter: bootsirap Score »= 50
ASV203 100 100 100 100 100 100 G3fd Bacteag Bacterlc Bactergo Bacter{f Rikenelo Alistipds _Alistipes dispar

ASV204 100 100 il (i 5 28 284 Bacterp Bacilofc_Clostrijo Eubact OscilogNA NA Fiter: bootstrap Score == 50
ASV205 100 100 100 100 84 56 56ld_Bacterlp Bacilolc Clostido Eubacli 0 Coidels Colidexiribacter massiliensis
ASV206 100 100 100 89 89 72 72ld Bacterlp Bacilolc Closiido Lachndf Lachndlg Fusimds _ Fusimonzs intestini

ASV2T 0 I D I 61ld Bacterlp Bacilole Clostrido Lachndf Lachnoln Kineotfs Kineothrix alysoides

ASV208 100 100 100 100 100 13 734 Bacterlp Bacterlc Bacterlo Bacterlf Murbadg Duncals Duncaniella murs

ASV20 1] I I T T ] 73ld Bacterlp Bacier|c Baclelo Baclerlf Muribafy Duncals Duncaniella murs

ASV210 100 100{ 100 100{ 100 100 f4fd Bacteap_ Bacilofc Bacill jo Lactob)f Lactobdo Lactobls Lactobacilus galinarum

ASV2N 100 ] 9 9 89 19 17]d_Bactenlp Bacilojc_Clostrigo Lachngf  LachngfNA NA Filter: bootstrap Score »= 50
ASV212 100 0 82 18 13 13 13ld_Bacteilp Bacilofc  Clostigha NA NA NA Filler: bootstrap Score »= ]
ASV23 0] 0] ool to0] o[ 100 41[d_Bacterlp_Bacilolc_Bacil Jo_Lactob]f_Laciobdg_LimosijNA Filler: hootstrap Score == 0
ASV214 100 100 100 100 8 3 Qld Bacterlp Bacier|c Bacierlo Baclerli PrevoidA A Filter: bootsirap Score »= 50
ASV215 100 100 100 100 70 49 49fd_Bacterlp Bacilolc_ClostidoFubaclf OscilodNA NA Filter: bootsirap Score == 50
ASV21G 100 00 100l 100 100 100 08ld_Bacterlp Bacilolc Bacili o Lactoblf Laclobdo Limosils _Limesiactobacilus reuteri
ASV2T 100 100 100 100 84 14 4|4 Bacterp Bacterlc Bacterdo Bacterlf Murbadg DuncalNA Filter: bootstrap Score == 50
ASV218 100 100 100 o8 3 8 8ld Bacterlp Bacilofc Clostido Lachndf LachnolNA NA Filter: bootsirap Score == 50
ASV29 100 100 100 100 100 100 100ld_Bacterlp Bacterlc Bacterlo Bacterlf Bacterdy Phocads Phocaeicola sarari

ASV220 100 100 % 91 a7 46 46]d Bactep Bacterlc Baclerdo Bacterlf Murba{lA NA Fiter: bootsfrap Scare == 50
ASVZH 100 100 100 100 100 86 %ld_Bacterlp Bacilolc Chostido Peotodf Peotoslg TerispNA Filter: bootstrap Score »= 50
ASV222 100 100 100 100 100 13 734 Bacterlp Bacilole Closhido Lachndf LachnelgKineatfs  Kineothrix alysoides

ASV223 100 100 100 100 100 100 100ld_Bacterip Deferilc Defemilo Deferilf Mucisply Mucisds  Mucispiilum schaedler

ASV224 100 100 100 100 100 4 2|0 Bacterlp Bacterlc Bactero Bacterl  Muriba{NA NA Filter: bootsirap Score == 50
ASV225 100 100 100 [ 8 24 24[d Bacterlp Bacilolc Clostrido Lachndf LachnNA NA Filter: bootstrap Score »= 50
ASV226 100 100{ 100 100{ 100 12 720 Bacteap_ Bacilofc Clostigo _Lachndf Lachnolg Fusimgs Fusimonas intestini

ASV2T 100 100 100 100 89 49 491d_Bactenlp Bacterjc Bacterqo Bacteff  MuribagNA NA Filter: bootsirap Score == 50
ASV228 ol il o 7l 7l esld Bacedp Bacilole Chshide Eubacli Clostida Clostifs Clostidium porci|

ASVIN mf 10 [ 9 ] 85 4]0 Bacterlp Bacilofc Erysipdo Erysindf Erysipdf AmedifNA  [Fiter: bootstrap Score >=50
ASV2A0 100 100 100 100 100 100 78fd Bacterlp Bacier|c Bacierdo Baclerli Bacterdy Bacterfs Bacteroides caecimuris

ASV2H 100 100 8 9 89 19 53]d_Bacterp_Mycople o Mycopl Mycoplfo Malacds Malacoplasma microf

ASV232 100 100( 100 o7 8 12 12ld_Bacteilp Bacilofc ClostidoLachndf LachnalNA NA~ |Fitler: boatstrap Score =50
ASV233 100 100 {00l 100 86 86 86ifd Bacteag Bacilofc _Clostiqo Fubacli Fubaco Fubacts Fubacterium coprostanoligenes
ASV23 100 00 100l 100 100 [ 80[d_Bacterp_Bacilojc_ ClostridoEubact Oscillodg 5 [Eubacterium] siraeum

ASV23A 000 0] o] 100p 00 ] 05[d_BacterlpBacilolc Bacl |o_Lactobf Lacioddo _Ligiactls Liaiactobacilus uminis

ASV236 100 100 100 100 100 100 100]d_Bacterp Bacilolc Bacili Jo Bacilalf Staphvly Staphls  Staphylococcus aureus

ASV2AT 100 100 100 9 89 it} 68ld_Bacterlp Bacilolc Chstido Eubacli OscilodgOscilils Oscilibacter valericigenes
ASV23R 0] ) I 99 99 5 511d Bacterlp Bacilole Closiido Lachndf Lachnelg Fusimds_ Fusimonzs intestini

ASV23 100 100 100 62 62 42 4)ld Bacterip Bacilolc Clostido Lachndf LachnolNA NA Filter: bootstrap Scare == 50
ASV240 100 o 9 4 17 16 11]d_Bacterdp Bacilolc ChstifNA — [NA NA HA Filler: boatstrap Score == 5]
ASVH 100 100 100 % 89 86 3ld Bacterlp Bacilolc Clostido Lachndi Lachnolg  Lacrim]NA Filter: bootstrap Scare == 50
ASV242 100 % 91 12 4 16 16]d Bacteap_ Bacillolc Clos%o Eubaglf (scillod A HA Fifter bootsirap Score »= 50
ASV43 100 100 100 100 83 i 47|d_Bactenlp Bacterlc Bacterqo Bacteff Muribadg  DuncagA Filter: bootstrap Score »= 50
ASV244 ol ol 7l 7l M 29ld Bacerp Bacilofe Chstido Lachndf LachndNA  [NA [Fier bootsrap Scores= 5]
ASV245 ol g0l o0 to0] 00 100 34 Bacterip Bacterlc Bacterfo Bacterff Rikenelg AlistipdNA  [Fiter: boatsirap Score >= 50
A3V245 0 I I D 51{d_Bacterlp_Bacilolc_Closfifo_Lachndf_Lachnolg_Kineatls _Kineofhrix_aysoices

ASVAT 100 100 100 100 100 100 82]d Bacterip Bacilolc Bacili o Lactoblf Strepiolg  Streptds  Streptococcus danieliae

ASV248 100 % B 3 17 14 11fd_Bacterlp BacilolcClostighlA NA NA NA |Fitler boatstrap Score »=50
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Baderp_Bacilolc_CostdVA WA NA~ JNA  [Filter: bootsirap Score == 50

Bacterlp BacilofcClostido  Christdf Chiistelg  Guopis  Guopingia,tenuis |

Bacterlp Spiroclc  Spiroctlo Spirclf Treponf Treporls  Treponema succinifaciens

Bacterlp Spiroclc Spiroco Spirockf Treponlg Trepords  Treponema brennaborense

Bacterlp Bacter{c Bacterqo Bacter{i Muribada Duncals Duncaniella muris

Badeap Bacter(c Bacterﬂo Bacterf MurihaINA |NA Fiter: hootstrap Score = 50

Bacterip_Bacilolc_ClostidoEubacki [0 Intestis _Intestiimonas fimonensis

Bacterlp_Bacterlc Bacterdo Bacterfi Rikenelo Alistipds Alistines shanii |

Bacterp Bacilolc Erysipdo Enysipdf Erysiplg  Amedifs  Amedibacilus dolichus

Bacterlp Bacilolc Clostido Lachnd? Lachnclg Anaerds  Anaerostipes butyraficus
Bacterlp Bacter{c Bacterdo Bacterdi Murba{ A NA Filter: bootstrap Score >= 50

ASY260 100 100 100 Badeaﬂ Bactenic Bacter1o Bactett Muribag DuncallNA Filter: bootstrap Score == 50

ASY 261 100 100 100 Bacterip Bacilloc Bacili o Lactobl Lactobda Limosils Limosilactobacillus_reuteri

ASY240 100 T4 0 12 12] 10 9]d
i

i

i

i

i

i

i

i

i

1 d
1 d
1 d

A5V 262 100 00l foof 100 00| 00| 100[d_Bacterlp Bacterlc Bacterfo Bacterli Murbafg_Paramfs Paramuibaculm intestnale

1 i
1 i
i

i

i

i

i

i

i

i

i

i

ASV250 1001 100p 100 % 9 51 51
ASV251 100 ] 9 9 95 % i
ASV252 1000 100p  f00f  toof 100p 100 51
ASV253 100l 100 9 9 9 a [
ASV254 1000 100p  f00[  100p 100 X U
ASV255 1000 100p  fo0[ 100 12 68 5
ASV256 100 100p  f00f  toof d00p 100 59
ASV257 100 100 95 9% 95 73 b7
ASV258 100 100p 100 a g7 5 56
ASV259 100 100p 100

[ASV2) 100 100 100 Bacterlp Bacilolc Bacill Jo Lactoblf Lactobd Lactobls Lactobacillus kalivensis

ASY 264 100 100 100 Bacterlp Bacilolc Clostido Eubecki Oscilodg 5 [Clostridium] viride

ASV265 100 100 7 42 32 15 15]d_Baclerlp BacterfNA ~ JNA NA NA NA Filter: bootstrap Score »= 50
ASY 266 100 100 100 100 100 8 43ld_Bacterlp Bacilolc E_nrsipdo Erysipdf Erysipga AmedillA Filter: bootstrap Score == 50
ASV26] 000 0] o0p  q00f 100 [ 88]d_Bacterlp Bacilofc Clostido Peptodf Anaerolg Inubacls Inubacter massiliensis

ASV268 100 9 8 M 14 14 10]d_Bacerlp Bacilolc Chstidla  [NA NA NA Filter: bootstrap Soore == 50
A5V 100 89 8 88 8 4 37ld Baclerlp Bacilolc Clostrido Lachndf LachnolNA ~ [NA  [Fiter: bootsfrap Score == 50
ASV2T0 100 100 100 Bacterlp Bacilolc Clostrido LachndiLachno]NA NA Filter: bootstrap Score == 50
ASV2T1 100 100 100 Bacterlp_Bacterlc Bacterdo Bacterd OdoribdoCulturds _ Cufturomica massiiensis
ASV2T2 100 100 100 Bacterlp Bacilolc Clostrido  Fubaclf Fubact{g Fubacls Eubacterium coprostandligenes
ASV2T] 100 100 100 Bacterp_Bacterlc Bacterdo Bacterl Muribalg DuncalsDuncaniella dubosi

ASV2T4 100 a7 [ i 2 4 4ld_Bacterlp_Bacilolc_ ClostrigA ]
ASV275 o[ 100 100 0] o0l 00f  100]d Baclenlp Bacterlc Bactedo Bactei Murbadg Paramls Paramuribaculum intestinale

f
ASVITE 100 100Q 100  100f 100 74 30]d Badeﬁg Therm1c Desulfﬂo Desulfli Desuidg _DesulfjlA Filter: bootsirap Score == 50
ASV2TT 100 100 100 45 i 60 3ld_Bacerp Bacilolc Clostido Eubacki 0 IntesfirfhA Fiter: bootstrap Score = 50
f
i
A

=

A [NA  [NA  [Fiter bootstrap Score == 50

A3V278 0 I ] ] 9 5 58[d_Bacterlp_Bacter|c Bacterfo Bacterlf Muialg _Sange[s _Sangerivacter murs
ASV2TY 100 100 100 100 100 100 100]d_Bacterp Bacilolc Bacili o Lactoblf Lactobdg Ligilacfs Ligilactobacilus ruminis
ASV280 100 99 4 43 gl H 34|d_Bacterlp Bacter NA [NA A NA NA Filter: bootstrap Score »= 50
ASV281 100 100 100 9 8 80 47]d_Bacterlp Bacilolc _Chstido Lachng
ASY282 100 100 100 100 100 0 20[dBacterp Bacterfc Bacterdo Bacter
ASYV283 100 100f f00p 1 Badegp_ Bacteric Bactergo Bactenff MuribaqhA NA Filter: boatsirap Score == 50
ASY284 100 100 100 100 100 100 100]d_Bacterp Bacilolc Bacili o Lacioblf Lactobda Limasils Limosilactobacillus_reuter
1
1

=

Lachnolg _ Lacim]NA Filter: boatstrap Score >= 50
PrevotgNA NA Filter: bootstrap Score == 0

f
f

d
d
i
i
ASY285 100 100 100 00 100 100 860 Bacterlp Pseud{c Abhaplo Hypholf Nirobalg Bradyrls Bradyrhizabium_elkani
ASY286 100 100 100 00 100 [ii B6ld_Bacterlp Bacilofc Clostido Eubacl Oscilodg Oscliffs  Oscilibacter valericigenes
ASV2AT foof 100 7] 94 B4 4 24|d Baclerlp Bacilolc Ensipdo Erysidf CoprcblNA  [NA  [Fiter: bootsfrap Score == 50
i
d
d
d
i
d

ASY288 100 9 [ 89 99 g7 97ld_Bacterlp Bacilolc Clostido Lachndf Lachnclg Schaeds  Schaedlerela arabinosiphila

ASY280 100 100 100 100 100 24 6ld Bacterlp Bacterlc Baclerdo Bacterlf PrevotdNA NA |Filter: bootstrap Score == 50

ASY280 100 100 100 100 100 100 100]d_Bacterlp Bacilolc Clostido Eubacl Acutalifo  Acuialfs  Acufalibacter murs

ASV2 100 100 100 ] [} 5 3fd_Bacterp_Bacilofc_ClostighA NA hA NA Filter: bootstrap Score = 50

ASV292 100] 100p 100 8 89 53 12 Badeﬁg Eaci\lolc Chsﬁ'o Lachnﬂf Lachno)g Lacrim]NA Filter: bootstrap Score == 50

ASV243 100 100 100 86 86 2 27{d_Bactenlp_Bacilofc_Clostigo_Lachngi LachnofNA NA Filter: bootstrap Score = 50

ASV204 100 100 100 100 9 U 88d Bacterip _Bacilofc C_Iosiﬁdo Eubacyi_Oscilodg _Ruminjs _Ruminococcus champanellensis

ASV295 000 100] 00 100 [E 0 70ld Bacierp Bacilolc Chstido Eubacl Oscilodg [s [Clostridium] viride

A3V206 ol 1of 1ol o] 100 % 0ifd Bacterlp Bacterfc Bacterdo Bacterfi Murinalg Duncals Duncaniella muris
1
1

ASV297 1000 1000 100 0] 100 1m0 B|d Baciep Bacterlc Bacterfo Bacter|f Rikenelq AlistipdNA  |Filter: bootstrap Score == 50
A3V208 ol ol 1w 00 53 ] 53ld_Bacerp Bacilolc Clostido Eubacki o Fintibds _Flinfioacter butyricus
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ASV299 00 ol 10 93 93 4 41]d_Bacterlp_Actinorlc_Coriobfo_Eager]f Eggert]NA NA Filter: boatstrap Score == 50
ASV300 0 00l 1m0 ] 9 81 44ld Bacterlp Bacilole Clostido Lachndf Lachnelg Lacrim|NA  [Filter: bootstrap Score =50
ASV301 100 ] B il 17 16 16]d_Bacterfp BacilolNA ~ [NA  NA NA NA Filter: bootstrap Score == 50
ASV302 100 100 100 100 100 100 9|d_Bactedp Therm{c Desufido Desuliff Desufig_Desulf{s Desulfovibrio porc

ASV303 100 100 100 100 100 g 97ld Badeﬁp Bacter{c Bacterﬂo Bacterlf Qdoriddq Odoribls Odoribacter splanchnicus
ASV304 100 98 4 25 2 i 22|d_Bacteilp _Bacilo]c ClostrighlA NA NA NA Filter: bootstrap Score == 50
ASV305 100 100 100 100 100 56 53/ Bactenlp Bacterfc Bacterlo Bacterdi Muibadg Muribals  Muribaculum oordoncarter
ASV306 100 100 100 100 98 g7 83]d_Bacteilp Bacterlc Bacterlo Bactenf MuibadgMuribals Muribaculum gordoncarter
ASV3T 100 100 100 100 100 4 20d Bacterlp Bacterfc Bacterlo Bacterlf Muﬂbqﬂm NA Filter: boatstrap Score == 50
ASV308 100 100 100 i 96 B]] 16]d_Bacterlp_Adinofc_Coriobdo_Fogetlf _Fagert]NA NA Filter: bootsirap Score == 50
A3V309 ol ol 1w %l % 25 25|d_Bactedp_Bacilolc Clostido_Lachndf Lachno[NA ~ [NA  |Fifter: bootstrap Score >= 50
ASV310 100 1000 100 1000 100 100{  100)d Bacteilp Actinofc Actinodo Bifidonif Bifidobdg Bifidob{s _Bifidobacterium pseudolongum
ASV3 100 100 100 100 90 89 89d _Bacterlp Bacilojc Clostriqo  Eubacyf q_ Fiintibds _Flintibacter butyricus

ASV32 100 100 100 61 56 5 560 BacterlpBacilolc C_losirido Eubacti i 5_[Bacteroides] pectinophilus
ASV313 100 ] [ 58 3 3 3|d_Bacteilp_Bacilolc _Clostrido_ EubacqlA NA NA Filter: bootstrap Score == 50
ASV314 100 89 [ 2 20 18 6ld_Bacterln Bacilole  Clostigha NA NA NA Filter: bootstrap Score == 50
ASV315 100 100 100 100 91 55 55|d_Bacterlp Bacterlc Bacterdo Bactedf Muibado Paramls_ Paramuribaculum intestinale
A3V316 100 100 10 100 0 100 49]d Bacterlp Bacilolc Bacili o Bacilali Paenioly PaenifhA [Filter- bootstrap Score == 50
ASVIT 100 78 78 78 78 78 78ld Bacterlp Candidc Vampifo Vampift g Vampils Vampirovibrio chlorellavorus
ASV318 100 99 4 15 15 15 15(d_Bactendlp Bacilolc _ClostrigNA NA NA NA Filter: bootstrap Score == 50
ASV3A 100 % ] 88 88 12 12[d_Bacterlp_Bacilofc_Clostrido_Lachndi _ LachnolNA NA Filter: bootsirap Score == 50
ASV3) {0 I L % 56 4 M|d_Bacterlp Bacilofc Clostrido  Eubactt NA NA Filter: bootstrap Score == 50
ASVIN 100 100 100 89 a9 11 8ld Bacteip Bacilolc Ciostido Lachndf LachnolNA NA Filter: bootstrap Score == 50
ASV3R2 100 100 100 100 100 B]] Bld_Bactenlp Bacter{c Bacterfo Baclerff PrevotdNA NA Filter: bootsirap Score == 50
ASV3Z 100 100 100 100 100 52 50/ Baclenlp Bacilolc Closirido Eubacli Osciledg Csclifs Oscilbacter valericigenes
ASV3 100 100 100 100 96 [£] 73d Bacterlp Bacilofc Clostido Eubaclf Oscilod Lawsols  Lawsonibacter asaccharolyticus
ASV325 100 100 100 100 100 7 42|d_Bacterlp Bacilolc Clostido Lachndi Lachnelg BlauiialNA Filter: bootstrap Score == 50
ASV326 100 100f 100 ] i 4 19]d Bacteag Eacillolc Cbsﬁo Lachngf LachnofNA |NA Filter: boatsirap Score == 50
ASV3ZT 100 100 100 100 100 50 50(d_Bactenlp _Bacilojc Clostrigo Lachndf Lachnojg Kineofjs Kineothrix alysoides

ASV328 100 8 7 47 12 10 7ld_Bactedp Becilofc Clostigha ~ [NA NA NA Filter: bootstrap Score == 50
ASV3 100 % [ 84 8 4 17[d_Bactedp_Bacilolc_Clostido_Chisil_Chrisie|NA NA Filter: bootstrap Score >= 50
A3V330 100 100 100 100 100 100 U|d Bacerlp Bacilo]c Clstrido Eubacli Clostridg Clostrids Closiridium chariatabidum
ASV3H 100 100 100 100 100 100 100ld_Bacterdp Bacter{c Bacterdo Bacterff Muibady Duncals Duncaniell freteri

ASV332 100 100 A % 83 46 46ld_Bacterlp Baclerlc Baclerdo Baclerli MuribagNA NA Filter: bootsirap Score == 50
ASV333 100 000100 81 81 41 41[d Badeﬁp Bacillolc Cbsﬁo Lachnit LachnolNA NA Filter: bootsirap Score »= 50
ASV334 100 1000 100 100 100 100{  100jd_Bacteip Bacilofc Clostrido Eubactf Clostridg Incons{s Inconstantimicrobium_porci
A5V335 o sl doof  qo0] 0o 0 48ld_Bacterp Camplc Eoslorfo Campyi Helicob{y HelicolNA  [Filler: bootstrap Score == 50
ASV336 000 o 1wl 9 [ 65ld_Bacterlp Bacterlc Bacterdo Bacterdf Muribado Paramls_ Paramuribaculum intestinale
ASV33T 0] ool dof 00l 1w 78 42|d_Bactedn Bacilolc Erysindo Erysipdf Erysipels AmedilNA  [Filter: bootstrap Score =50
ASV338 100 100 ] % 96 46 4|d Bactedlp Bacilolc Clostrido Eubacl  OscillodNA NA Filter: bootstrap Score == 50
ASV3 100 100 100 100 62 B 36{d_Bactenlp _Baciloe_Closirido_ Fubacli_ OscillogNA NA Filter: bootstrap Score == 50
ASV30 100 o7 40 40 18 18 14/d_Bactep _Bacilofc  Clostrigha NA NA NA Filter: bootstrap Score == 50
ASV3H 100 100 100 92 92 49 8] Bacterlp Bacilolc Clostido Lachndf _LachnoNA NA Filter: bootstrap Score == 50
ASV32 100 f00f 100 a7 87 i 6ld Bacteag Bacillolc Cbsﬁ'o Lachnﬂf LachnaNA NA Filter: bootsirap Score »= 50
ASV343 100 100 100 3 83 45 36|d_Bacterlp_Bacilojc_ Clostrido_Lachndf LachnofNA NA Filter: bootsirap Score == 50
A3V34 100 100 100 100 86 14 74/d Bacterlp Bacter{c Bacterlo Bacteri Muibadg Sangels Sangeribacter muris

ASV345 100 100 100 100 100 ] 60ld Bacterdp Bacilofc Cbsﬁj’o Lachnif Lachnola LachnﬂsJClostn’dium]_sdndens

ASV345 o 0] ] 9 12 10]d_Bacterlp_Bacilo]c_Clostrido_Lachndf_LachnglNA  [NA |Fiter: bootsirap Score = 50
ASVHT 100 % [ 9 9 5 41|d Bactedlp Bacilolc Clostrido Lachndf Lachnclg MeditefNA Filter: boatstrap Score == 50
ASV38 0l sl ol se0] w0 37/d_ Bactedp Camoc Epsiodo Camplf Helicotlg HelicoNA  |Fitter: bootsirap Score =50
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Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

|Fifter boatsirap Score = 50

Filter: bootstrap Score == 50

[Filter: bootsirap Score >= 40

Filter: bootstrap Scora == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

[Filer bootstrap Score »= 50

|Fitter boatsirap Score = 50

|Fifter: boatsirap Score = 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

|Filter: bolsirap Score >= 50

ASV34Y 1000 100 100 00 10 38d Bacterlp Bacterlc Bacterlo Bactert Rikenelg AlistipdNA

ASV350 1000 100] 100 i 3 11fdBacterp Bacilofc C_lostndo Lachndi_LachnolNA NA

ASV351 100 100 100 [E] o 57|d_Bacterlp Bacilolc Clostrdo Eubactf Osciloda Lawsols Lawsonibacter asaccharolyticus
ASV352 1000 100p 100 89 4 44]d Bacterp Bacilolc_Closirido _Lachnd!_LachnofNA NA

ASV353 100 100 100 100 9 99{d Bactenp Bacilojc Clostido Lachndf Lachnoio Fusimgs Fusimonas intestini

ASV354 100 a7 8 16 14 13]d Bacteﬁp Eacillolc Chsﬁ' HA |NA NA NA Filter: bootsirap Score == 50
ASV355 100 100] 100 82 40 40]d_Bacterlp Bacilolc Closirido Lachndi_LachnofNA NA

A5V 356 100 100 100 100 100 100]d_Bacterp Vemucle Veruclo Vernuclt Akkerrlo Axkerrls  Akkemznsia muciniphila
ASV357 ol 00 10 100 100]  9%4ld Bacterp Bacilolc Clostido Lachndf Lachnoly Blautials Blautia glucerasea

ASV358 1000 100] 100 85 2 22]d Bacterlp Bacilofc ChostigoLachnd LachnofNA NA

ASV359 100 100 100 100 79 72|d Bacep Bacilolc Clostido Lachndi Lachnoly Rosebls Roseburia intesfinglis

ASV360 100 100 100 100 100 98)d Baclerp Bacterfc Bacterdo Bactenft Tannery Parabds Parabacieroides merdae
ASV361 100 100 100 il pi 6[d Badeﬁp Bacillolc Cbsﬁj’o Lachnfll LachnofhA NA Filter: bootstrap Score == 50
ASV362 1000 100p 100 a0 71 66ld_Bacterlp Bacterlc Bacterfo Bacterlf Murbadg Duncafs Duncaniella muris

ASVEGE | 0] 00 100 7] 74| 6|0 Baderp Baclolc Clostido Eubacli g _Infesils _Infesinimonas Dutyiciproducens
ASV364 100 100 100 o 42 40ld Bacterlp Bacterlc Baclerfo Bacterlf Murioa{hA MNA

ASV365 1000 0] 100 100 FE] 280 Bacterfp Bacterlc Bacterfo Baclerlt PrevoidNA  [NA

ASV 366 000 100p 100 79 3 28]d Bacterfp Bacilolc C_lostn'do Lachndi  LachnofNA NA

ASVIET 1000 100] 100 89 16 16[d_Bacterlp Bacilolc_Closfrido _Lachndi LachnofNA NA

ASV368 100 100 100 100 100 100ld_Bacteifp Bacilolc Bacili Jo Lactoblf Laciobdy Lactobls Lactobacillis intestinalis
ASV3G0 100 100f 100 8 93 93ld_Bacterlp Bacterlc Bacterlo Bacterli Muribadg Paramls Paramurbaculum intestinale
ASVAT0 100 ] 00 100 0 91]d_Bacterlp Bacterlc Bacterfo Bacterfi Rikeneln Rikends Rikenela microfusus

ASVIT] 100 100 100 100 100 §ld Bacterp Campc Epsioflo Campfi Helicotlg Helicofls Heicobacter biis

ASVIT2 100 100 100 100 [ 83|d_ Bacterlp Bacterlc Bacterlo Backet Prevoidn Secalds Segatella copr

ASV3T3 1000 100] 100 52 38 38ld_ Bacterlp Bacilolc Closio Eubacki OscillogNA NA

ASV3T4 1000 100] 100 84 19 12[d_Bacterlp Bacilolc Clostrdo LachndfLachnfNA NA

ASV3T5 ol 00 10 6 9|  96[d Bactep Bacilolc Clostido Fubac{i Acutalilg Acutalils Acutalibacter murs

ASV3T6 1000 1001 100 55 45 3|d Bacteﬁg Bacillolc Chs%o Eubag]f NA WA

ASVITT 100 100 100 100 81 80[d Bacterp Bacter{c Bacterdo Bacterfi Murbady Duncals Duncaniells muris

ASV378 ol 00l 100 1000 100[  85i_Bacterlp_Actinofc_Coriobfo _Eagerli Eogertl Adlrcls_Adercieuizia caecimuris
ASVATY 1000 1001 100 100]  100]  100|d Bacterlp Bacter{c Bacterfo Bacterlf Muriba{g Duncals Duncaniella frefer

ASV380 1000 100p 100 49 3 350 _Bacterlp Bacilolc ClostidoEubac{A NA NA

ASV3R1 100 100 100 100 [ 83]dBacterlp Bacilofc C'Iostrido LachndiLachnofg Kineotfs Kineothrix alysoides

A3V382 100 100 100 % 3 24|d Bacterlp Bacterlc Bacterlo Bacterli MurinadNA NA

ASV383 100 100] 100 % 5 S4|d Badeﬁp Bacillolc Cbsﬁ'o Lachnﬂl Lachnolg_Kineatfs Kineothrix_alysaides

ASVI84 100 100 100 a7 28 250 Bactenlp Bacilojc Clostido Lachngf  LachnojNA NA Filter: bootstrap Score == 50
ASV385 100 100 86 B}l 19 18]d_Bacterlp Bacter|c Bacterfo Bacter{NA NA NA

A5V 386 100 9 4 [ i 4[d Bacterlp Pseuddc Alphaplo Rhodolf Kiloniellg  AestusNA

ASV387 100 100f 100 100 90 71|d_Bacterlp Bacterlc Bacterlo Bacterli Muribadg Duncafs Duncaniella muris

ASV388 100 o6 87 Il 18 13|d_Bacterlp_Bacilolc_Closfrido EubaciA NA NA

ASV389 100 100 100 100 48 47]d Bacterlp Bacterlc Bactero Baclerli MuribafNA NA

ASV380 100 100 100 100 100 0|d Bacterlp Spiroclc Spiroco Spiroclt Trepon{a Treporls Treponema bryanti

ASV3H1 1000 100] 100 1000 100 44]d Bacterlp Bacilolc Bacili fo Lactobli Strepiolg SireptNA

ASV302 1000 100] 100 100l 100 82ld Bacteﬁg Eacillolc Bail |o Lactob|f Streptolg Streptds _Streptococcus danieliae
ASV393 100 100] 100 a7 19 19]d_Bactenlp _Bacilofc_Closriqo_Lachngf LachnolNA NA Filter: bootsirap Score >= 50
ASV304 0 0 i o0 51 5i[d Bacterp Bacilolc Clostido Eubacli Osciledy Lawsols Lawsonibacler asaccharolyticus
ASV39%5 100 100f 100 100 100 821d_Bactenip_Actinodc_Coriobjo_Fagerff Faoertfg_Adiercds_Adercreutzia mucosicola
ASVI%6 100 100 100 100 100 100]d_Bacterfp_Bacilllc C_lostrido Elbacli q_Flintibgs _Fiintibacter butyricus

ASVIOT 100 100 100 57 5 52d Bactelp Bacilolc Clostrido  Eubaci q_Flintibgs _Flinfibacter butyricus

ASV308 1000 100] 100 100 42 42]d_Bacterlp Bacilolc_Closirido_Lachndi_LachnofNA NA

|Fitter bootsirap Score >= 50
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ASV309 00 0 10 9 92 ] 31]d_Bacterlp_Actinofc_Coriobdo_Eqger]f Eogerf[NA  JNA [Fifler: bootsirap Score >= 50
ASVA) oo ol 100l 1o 100l 00 9|d_Bacterp_Them{c_Desuido_Desuiflf Desufdg _Desuiffs _Desufoiibrio_porc

ASVA)1 100 100 100 100f 100 100 100fd_Bacterlp Bacilofc Bacili Jo Lactoblf Lactobdg Limosils _Limosiiactobacilus_reuteri
ASV402 100 100 100 100 100 89 45|dBactenp Bacilolc Clostrido Lachndf Lachnolg LachndNA Filter: bootsirap Score == 50
ASVA03 100 100100 100 99 b7 441 Bacteﬁp Bacter'c Bacterﬂo Bacterlf Prevotda SegatiNA Filter: bootsirap Score »= 50
ASV404 100 100 100 100 91 i 45{d Bacterlp Baciloc  Clostriqo Eubacyf 0 IntestifhA Filter: bootsirap Score == 50
ASVA(5 ol ol 1w gl e 6 61]d_Bacterip Bacilolc Clostrido Lachndi Lachnolg Kineotfs Kineothrix alysoides

ASV406 100 100 10 100 100 100 74ld Bacterlp Bacilofe Clostide  Eubacli Clostidg Clostrils  Closfridium butyricum

ASVA0T 100 100 100 100 100 100 100[d_Bacterlp Bacterlc Baclerdo Bacter{f Muribalg Duncals Duncaniella muris

A3V408 100 100 10 100 100 46 46]d_Bacterlp Bacllolc Clostrido Lachndf LachneNA NA ~ |Filter: bootsirap Score =50
ASVA0 ol o0l 00l 00l fo] 00 54]d_Bacterip Actinofc Actinord Mycobli Corynelg Corynds  Corynebacierium afementans
ASVA10 100 100 100 100 100 100 99{d Bactenlp Actinoflc Actnonjo Actinoff Actinonlg Actinols Actinomyces denticolens
ASVA11 100 100 100 9 99 b H|d [

ASVA12 ol ool 0l 0] 00 55 55|d_Bacteip Bacterfc Bactedo Bacterli Murbadg Duncals Duncaniella muris

ASVA13 100 100 100 100 99 3 10[d_Bacterp Bacter{c Bacterjo Bacter{f PrevotdNA NA Filter: bootstrap Score »= 50
ASV414 100 9% & 20 15 8 8d_Bacterlp Baciloc _ClostigNA NA NA NA Filter: bootstrap Score == 50
ASV415 100 100 100 100 64 41 22|d Bacierp Bacilolc 5losirid0 Eubacti OsciloghA NA Filter: bootsfrap Score == 50
ASV416 100 100 100 100 ) 41 %[d Bacterlp Bacterlc Bacterlo Bacterfi MuribadhA NA Filter: bootstrap Score >= 50
ASV4TT 100 100 ] 98 3] 3] 31ld Bacterlp Baclerlc Baclerdo Bacterl Tannerlg ParabdNA Filter: bootsirap Score == 50
ASV413 100 99 73 13 i b 5{dBacterlp Bacilofc _ CloshridhA NA NA NA Filter: bootstrap Score == 50
ASV419 100 100 100 100 100 100]  100[d Bacterp Pseudlc Gammlo Pastef Pasteufy Haemds Haemophius parainfuenzae
ASV420 100 o7 gl 2 24 9 9]d_Bacterlp Bacilolc_ClostrigNA NA NA NA Filter: bootstrap Score == 50
ASVAN m % [ 50 13 12 9ld Bacterp Bacilolc Clostido EwbacNA  NA  INA  Filter: bootsirap Score >= 50
ASV422 100 74 74 74 5 5 50]d_Bacterp Bacilolc Clostrido Eubacki g_Flintibds _Flintibacter butyricus

ASV423 100 100 100 100 100 100 05|d Bacterip Bacterfc Bactedo Bacterl Bacterdg Bacterfs Bacteroides uniformis

ASV4A 100 100 10 100 100 100 100]d_Bacterlp Pseudlc Betaprdo Burkhf Suterelo Turicinfs Turicimonas muris

ASVA25 oo w0l 100l ol 10 @ 77ld_Bacteip Bacilolc _Clostido Lachndi Lachnolo_Lachnds _[Clostidium] scindens

ASV426 100 100 100 100 100 100 48ld Bacterlp Bacterlc Baclerqo Bactersf Rikenelg AlistipghA Filter: bootsirap Score == 50
ASV42T 100 100 10 100 100 M i Bacteﬁp Bacillo‘c Cbsﬁj’o Lachndf Lachndg Fusimis Fusimonas intestini

ASV428 100 o8 8 2 A 16 16]d_Bacterp Bacilolc ClostridNA ~ [NA NA NA  |Fiter: bootstrap Score »= 50
ASVA29 100 100 100 100 100 100 91]d_Bactenlp _Actinodc_Coriobdo_Eagentf Fogertio_Adlercis _Adercreuizia muris

A3V430 100 89 % a8 83 8 |d_Bacterp_Bacilolc C_Iosirido Eubaclf Oscilodg_ VescinNA Filter: bootstrap Score == 50
ASV43 100 100 100 100 64 46 46]d Bactenp Bacllolc  Closfrido Eubackt OsciloghA NA Filter: bootsirap Score == 50
ASV432 100 100 100 100f 100 100 86ld_Bacterp Bacilolc Bacili Jo Lactobli Lactobdq Ligiacls _Ligiiactobacilus apodemi
ASV43] 100 100100 100f 100 100 70fd Badeﬁp Bacillo|c Bacill |o Lactob|f Streptofg La%s Lactococcus taiwanensis
ASV434 100 100 100 04 54 [i] f5]dBactenp Bacilojc Clostrido Lachndf Lachnolg Shutlgs  Shutfieworinella satelles

ASV435 100 100 100 100 100 9 4910 Bacterlp Bacilolc Clostido LachndLachnolg  Medite]NA Filter: bootstrap Score »= 50
ASV436 100 100 10 ] ] i 0 Bacterlp Bacilole Clostide  Lachndf LachnofNA NA Filter: bootsirap Score == 50
ASV437 100 95 78 3B i b 5{d_Bacterlp Bacilofc  CloshrighA NA A NA Filter: bootstrap Score == 50
ASV438 100 100 10 100 o7 9% 98]d_Bacterp Bacilolc Clostrido Eubacki g_Flintibds _Flintibacter butyricus

ASV430 100 100 100 40 23 2 2ld Bacterlp Bacilolc _ClosirighA NA 1A NA |Fifter: bootsirap Score >= 50
ASVA40 100 100 100 100 100 100 100fd_Bacterp Bacterfc Bacterqo Bacterfi Muribafa Durcals Duncaniella muricoliica

ASVA41 ool ol 0] o w8 76d_Bacterp Bacterlc Bacterdo Bacterli Murbado Duncals Duncaniella muris

ASV442 100 100 100 100 54 3 J4)d Bacteip Thermic Desufdo Desulitf  DesuffdNA |NA |Fi|ter: bootstrap Score == 50
ASV443 100 100 100 100 100 1000 100]d Bacteap Bacillo‘c Emido Emipif Erysipe{gDubos|s Dubosiella newyorkensis
ASV444 100 99 8 2 4 2 1[d_Bacterlp _Bacilofc _ClostridhA NA NA NA Filter: bootstrap Score == 50
ASV445 100 100 100 100 g7 70 3d Bacteip Bacterlc Bacterlo Bacterf Murbadg  DuncafNA Filter: bootsirap Score == 5)
ASV446 100 9 %0 27 18 18 13]d_Bacterp_Bacilolc_ ClostrighA NA NA NA Filter: bootstrap Score == 50
ASVAdT 100 b7 5 % 25 2 17]d_Bacterfp Bacilo[NA A NA A NA Filter: bootstrap Score == 50
ASV44B 100 100 100 100 100 5l 52|dBacterip Baciloc Clostido Lachndf Lachnolg Lacins  [Clostidium] scindens
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ASVA4D 100 0] 100 00 100 ] 20[0_Backerip_Bacilolc_Clostido_Lachndi_Lachndlg_ LacrmNA Filter: bootstrap Score == 50
ASV450 100 100 100 75 75 38 16ld_Bacteilp Bacilolc_Clostrido _Lachndi _LachnolNA NA Filter: bootstrap Score == 50
ASV451 100 100 100 100 100 i Mld_Bacterlp Bacterlc Baclerdo Bacterlf  MurbaNA NA Filter: bootstrap Score == 50
ASV452 100 100 100 100 100 62 62)d Baclerlp Bacilolc Clostifo Lachndf Lachnclg Kineotls Kineotfiix alysoides

ASV453 100 100 100 100 100 100 100]d Badeap Pseudic Betag%o Bumﬁt Sutterelq Turiciﬂs Turicimonas muris

A3V454 100 100 100 100 ] 10 16{dBacterlp Themic Desuifto Desuffff Desuffdg DesulifhlA Filter: boatstrap Scare >=50
ASV455 100 100 100 100 100 100 §9]d Baclerlp Bacilolc Costido Eubacli Clostridg Closti{s  Clostidium jeddafifimonense
A3V456 100 100 100 100 100 100 100ld_Bacterlp Bacterlc Bacterdo Bacterlf Murbada Muribals Muribaculum gordoncarteri
ASV4aT 100 100 100 100 ] 42 30ld Baclerlp Bacter|c Bacero Bacterlf Muriba{NA NA Filter: boatstrap Score >=50
A3V458 100 100 100 88 ] 16 16]d Bacterp Bacilolc Clostrido Lachndf  Lachno{NA NA Filter: boatstrap Score >=50
A3V450 100 100 100 100 9 88 74]d_Bacerlp Bacilolc Clostido Eubacli Butyriclo_Butyricls Buiyricicoccus pulicaecorum
ASVAE0 100 100 ] o8 a8 75 75]d Badeﬁg Bacillolc Closﬁo ngtoif Anzerolg Znenpfs Zhenpiania hominis

A3V461 100 100 100 9 9 60 24)d_Bacterip Bacilolc  Clostrido Lachndf Lachnofg BlautiaNA Filter: boatstrap Score == 50
|ASV462 100 100 100 81 i i 14ld_Bacteilp Bacter|c Bacterlo Bacter{NA NA A Filter: bootsirap Score == 50
ASV46] 100 100 100 100 100 100 18]d_Bacterlp_ Actinoc_ Actinodo_ Mycobff Corynefg CorynNA Filter: bootstrap Score == 50
ASVi4 ol o] 1m0 o o 41 38)d_Bacterlp_Bacilolc_Clostrido_Lachndf_LachnolNA — JNA [Fitler:bootshrap Score =50
ASVA65 100 00 100 00 100 100 30[dBacterlp Bacilo]c  Closido Fubacli Clostridg  ClostrifNA Filter: bootstrap Score == 50
A3V4G6 100 100 100 100 100 100 100]d_Bacterlp Bacilolc Clostrido Lachndf Lachndlg Schaefs  Schaedlerlla arabinosiphila
ASVAGT 100 100 100 100 ] 88 87[d PBacterlp PBacterlc Bacterdo Bacterlf Munbadg  Muribals  Munbaculum gordoncarteri
A3V468 100 100 100 b 57 o7 40ld Bacteilp BacilolcClostrido Eubacli Clostridg_ ClostidhA Filter: boatstrap Scare == 50
ASV46 100 86 79 18 18 15 12]d_Bacterp Bacilolc_ClostrighA NA NA NA Filter: bootsfrap Score == 50
ASVAT0 100 89 9 80 10 8 8ld Bacterlp Bacilolc Clostido Lachndf LachnolNA NA Filter: boatstrap Score >=50
ASVATH 100 100 100 100 100 100 42|d_Bacteilp_Bacilolc_ClostridoFubacli Clostridg_ ClostihA Filter: bootsirap Score == 50
ASVAT2 100 100 100 g5 g5 B M|d_Bacterlp Bacilolc Clostido Lachndf LachnolNA NA Filter: bootstrap Score == 50
ASVAT] 100 16 61 61 0 25 14ld Bacterlp Bacilolc Erysipdo Erysindf ErysipelNA NA Filter: boatstrap Scare == 50
ASVAT4 100 100 100 100 % 8 41)d Baclerlp Bacter{c Bacterfo Bacterlf Muribadg DuncalNA Filter: boatstrap Score == 50
ASVATA 100 % i 4 2 2 2|d_Bacieip_Bacilolc_ ClostighA NA NA NA Filter: bootsirap Score == 50
ASVATE 100 100 100 % 9 30 30fd Badeﬁg Bacillolc Closﬁ o Lachnﬂf LachnofNA NA Filter: boofstrap Score == 50
ASVATT 100 9 ] 76 &7 13 13{d_Bacterlp Bacillojc Clostrido Lachndf LachnolNA NA Filter: boatstrap Scare == 50
ASVATE 100 79 ] 3 3 20 16]d_Bactenlp Bacilolc C_IoshicINA [NA NA NA Filter: bootsfrap Score == 50
ASVATY 100 0] 100 [ % 80 80Jd_Bacterlp_Bacilolc_Clostido_Lachnf_Lachnofo_(Qianias_(Qiania_dongpingensis

ASV480 100 17 3 23 pi] 16 13]d_Bacterlp BacilloINA_ [NA NA NA NA  |Filter: bootstrap Score »=50
ASV481 100 100 100 100 g5 a3 93ld Bacterlp Bacilolc Clostido  Eubactf {_Flintibds Flintibacter butyricus

A3V4a2 100 100 100 100 100 100 47ld_ Bacteilp Bacilolc Clostido Lachndi Lachndlg  AnaerdhA [Filter: bootstrap Score =50
ASV4 100 f00f 100f 100] 100 9 f9]d Badeﬁp Bacter'c Bacterao Bacter'f Muribaig Params Paramuribaculum intestnale
ASV4B4 100 89 9 74 74 o 13|d_Bacterlp Bacilojc_ Clostrijo_Lachndf LachnofNA NA Filter: bootstrap Score == 50
ASVA85 o0l o0l df 100 58 55 49ld_Bacterlp BacilolcClostrido Eubaclf Osciledg NegledNA  [Fiter: bootstrap Score == 50
ASVA86 100 00 100 00 100] 93 93[d Bacterlp Actinofc  Actinorfo Micronff Micromlg_ Couchis  Couchioplanes caeruleus
ASVART oo o0l 00 00 7] 54 47ld Baclerip Baclerlc Baclerdo Bacterdi Prevoldg XylanNA  [Fiter bootctrap Score »= 50
A5V438 100 100 100 100 100 100 13]d Baclerlp Bacilolc Clostrido  Fubaclf  Clostridg  ClostidNA Filter: boatstrap Scare >=50
A3V489 100 100 100 % 9% 26 16ld_Bacterlp BacilolcClostrido Lachndf LachnolNA NA Filter: boatstrap Scare == 50
A3V490 100 100 100 100 62 o7 571d Bacterlp Bacilolc Clostido Eubaclf Oscilloda 5 [Clostridium] leptum

ASV4d 100 9 o 88 52 35 35ld Bacterlp Bacilolc Clostrido  Eubaclf OscillodNA NA Filter: boatstrap Score >=50
ASV40 100 100 100 4 23 23 16]d Bacteag Bacillo|c Cbsﬁ' HA NA WA NA Filter: bootsfrap Score »= 50
A3V49] 100 100 100 100 100 49 49ld_Bacteilp_Bacilolc_ClostridoFubacli _OscilledNA NA Filter: boatstrap Scare == 50
ASVA0 o ool ] 100 i 5 56]d_Bacterlp_Bacilolc_Clostrido_Eubaclt Osciledg_Ruminds_Ruminococcoides bil

ASV495 100 [ 74 52 1 8 8d Bacterlp Bacllolc Clostido  Eubac{NA NA NA Filter: bootstrap Score == 50
ASV406 100 83 88 63 17 14 9l Bacterlp _Bacilofc Closgido EubaciNA NA NA Filter: bootstrap Score == 50
ASVAGT 100 100 100 100 100 100 04ld_Bacterlp Bacilofc Bacili o Lactobf EnterodoEnterofs Enterococcus hirae

ASVA98 ol o0l 100 o o il 2)d Baclerlp Bacilolc Clostifo Lachndf LachnolNA  [NA [Fiter: bootstrap Score =50
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ASVA99 100 ] g i 19 19 14
ASVE00 100 1000 100 3 3 3 22
ASVE01 100 100 9% 84 84 B kL
ASV502 100 98 % a7 97 2 23

Bacterp_Balo]c_Chostido_EubaciNA NA NA Filter: bootstrap Score == 50
Bacterlp_Bacilolc ClsrigNA — JNA  [NA  [NA |Fiter bootsirap Score >= 50
Bacterlp Badllolc Closfrido  Christgf  Christe{NA NA Filter: bootsirap Score >= 50
Bacterlp Bacilolc Clostrido Lachndf Lachno[NA ~ INA  [Fitter bootstrap Score == 50

ASV503 100 100 100 100 g8 52 36 Bactegp_ Bacter‘c Bacterao Bacter'f Muribada Mun'ba|NA Filter: bootstrap Scora == 50
ASVE04 100 100 100 100 100 100 28]d_Archagp Methalc Metharfo  Methalf  Methanlg  MethaflNA Filter bootsfrap Score == 50
ASV505 000 100 1m0 [ o7 86 86]d_Bacterip_Bacilofc_Chstrifo_Lachndf_Lachnoly_(Qianials_Qiania_dongpingensis

ASVE0G 100 100 100 100 46 51 510 Bacterlp Bacter{c Bacterjo Bacter{f Murbadg Paramfs Paramurbaculum intestinale
ASV50T 100 100 100 100 9 i) 280 _Bacterlp Bacilolc_Bacili o Bacilali BacilagA NA Filter: bootstrap Score »= 50

ASV508 100 51 40 40 3 il 11

Bacterlp  Bacilo]NA NA NA [NA NA Filter: bootsirap Score == 50

ASVE0S 100 100 100 100 100 67 §7]d_Bacterip Badilolc _Clostrido Fubacli OscilodgRumin{s Ruminococcus bromii

ASV510 100 100 g 30 19 19 16 Badeﬁg Bacillolc Closmj NA NA NA NA |Filter bootsirap Scora »= 50
ASV511 100 100 100 99 9 99 G5]d Bactenp Mycoplc Mollicufo Anaerdf Anaerolg Anaerqs Anaeroplasma bactociasticum
ASV512 100 100 100 100 a0 32 32|dBacterlp Bacilofc thin'do Eubaclf  OscilloghA NA Filter: bootstrap Scora == 50
ASV513 100 100 100 96 46 17 17]d_Bactenlp Bacilolc_Clostido Lachndf  LachnolNA NA Filter: bootstrap Score == 50

A5V514 100 a7 80 13 5 5 5
ASV515 100 100 100 100 49 9 7
A5V516 100 100 100 100 100 100 93
ASVH1T 100 100 100 100 g7 a7 41
ASV518 100 83 g2 14 68 5l i
A3V519 100 00 100 100 100 100 ) f
ASV520 100 f Feifanidg Feifanils Fefania_hominis |
ASVE21 100 oof so0] 100 0] g0 08]d Bacterip Pseudlc Gammlo Moraxdi Moraxelg Acinelds Acinetobacter radioresistens

f

N

Bacterlp Bacilolc ClostigNA  [NA  JNA  [NA  |Filter bootstrap Score »= 50
Badterip Badilolc _Chostid_Lachngt_Anaerolg_Anaerds Anaerotignum laciafermentans
Bacterlp Bacilolc Clostido Lachndf Lachnlg Rosebfs Roseburia intesfinals
Bacterp Bacterdc Bacterdo Bacterlf Prevotdg Paraprls Paraprevotela clara
Bacterlp Pseudc Alohaplo Rhodalf Kionielly AestidlA Filter: bootstrap Scora == 50
g
g
g

Bacterlp _Bacilolc Clostido Fubaclf Clostridg_ClostridNA  [Filter: bootstrap Score »= &0

Bacterlp Bacilo]c Closfrido Eubac]
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ASV522 100 1] L 90 90 18 16]d_Bactenlp BacilolcClostido Lachndf  LachnfNA NA Filter bootsfrap Score == 50
ASV523 100 88 75 24 22 19 12ld_Bacterlp Bacilolc  ClosirigNA A NA NA Filter: bootstrap Scora == 50
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ASV524 100 100 100 100 86 [ 86[d Bacterlp Bacilofc Clostrido Fubaclf Fubactfy Fubacls Fubacterium coprostanoligenes
ASV525 100 100 100 100 100 27 26d Bacterlp Bacilolc Costido Lachndf LachnolNA NA Filter: bootstrap Score == 50
ASV526 100 100f 100 11 i i i Bactegg Eacillolc Clos%o Lachndf LachnglrJA NA Filter: bootsirap Score == 50
ASV52T 100 100 100 100 100 100 100|d_Bacterlp_Bacter{c Bacterjo Bacter{f Rikenelg Alistipds Alistipes okayasuensis

ASV528 1000 fof ool 00l qoo]  q00f  100fd Bacterlp Pseudlc Gammlo Pasteui Pasteuly Haemds Haemephius parainfluenzae
ASV529 100 91 58 58 54 50 46d_Bacterlp Bacilolc Erysipdo Erysipdf Erysipelo BrezndNA Filter: bootstrap Score == 50
ASV530 100 100 100 100 100 100 3|d Bacterlp Bacterlc B_acterdo Bacter(f Riken%]g AlistipdNA Filter: bootstrap Score == 50
ASVA31 100 100 100 100 9 96 83|d_Bacterlp Bacillofc Closfrido  Fubacli Acutalif Acutals  Acutalibacter intestini

ASV53 1000 foof  qof 00 87 B 20]d Bacterlp Bacilofc Clostido Fubaclf Osciledg VescifNA  [Filter: bootstrap Score == 50
ASVE3] 100 100f 100 9 9 g 69 Bactegp Bacillolc Chsﬁ'o Lachnﬂf Lachnag Catonis Catonella massiiensis

A5V534 100 100 100 89 99 80 54|d_PBactenlp Bacillojc_ ClostridoLachndf Lachnolg Lacrim|s Lacrimispora sphenoides
ASV535 100 100 100 100 100 100 05]d_Bacterip Badilolc Bacili fo Lactoblf Laclobdg Limosils Limosiactobacilus._reuteri
ASV536 100 100 100 100 100 100 40]d_Bacterlp Bacilolc_Bacili [0 Lactoblf Streptolo StreptqNA Filter: bootsfrap Score == 50
ASV53T 1000 fo0f 100 [ o7 10 10[d_Bacterlp Bacilolc Clostrido Lachndf LachnofNA  JNA  |Filter bootstrap Score == 50
ASV538 100 00 100 95 % 35 18]d_Bactenlp Bacilolc Clostido Lachndf LachnofNA NA Filter bootsirap Score == 50
ASV538 100 100 100 96 i) Ef 3]d_Bacterip Bagilolc _Clostrido _Fubacli NA NA Filter. bootstrap Score == 50
ASVH4( 100 100 100 100 [ [i] 3|d Bacterlp Bacilofz Clostrido  Eubaclt g IntestifhA Filter: bootstrap Scora == 50
ASVE4 100 100 100 100 99 47 46ld_Bacterlp_Bacterdc Baclero Bacterlf  MuribadNA NA Filter: bootstrap Score == 50
ASV542 100 100 100 89 g9 44 47 Badeag Bacillolc Chsﬁ' 0 Lachnif LachnﬂNA 1A Filter: bootstrap Score == 50
ASVH43 100 100 100 a7 o1 91 55)d_Bactenp Bacilojc Closirido Eubaclf Aristaedg Aristags Aristaeella hokkaidonensis
ASVEH4 1000 o0 o] 100l 100 [ 88]d_Bacterlp Bacilolc Clostrido Lachndf Lachnelg Lachnds [Clostridium] scindens

ASV545 100 00 100 00 100 100 74| Bacterlp Pseudfc Gammlo Moraxdf Moraxelg Acinetfs Acinefobacter calcoaceficus
ASV546 000 00 100 a7 g7 74 3|d Bacterlp Actinolc Acinodo Pseuddi Pseuddg SacchdNA  [Filter: bootstrap Score »= 50
ASVS47 100 00 100 00 100 100 99ld Bacterlp Actinofc Acinorlo Mycoblf Corynelg Corynds  Corynebacterium fuberculostearicum
ASVA4 000 100l 1m0 0 93 18 11]d_Bacterlp Baciloz Clostido Lachndi LachnalNA  [NA  |[Filter: boofsirap Score =50
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ASVA4D 100 1000 100 97 97 5 5[d_Baciep_Bacilo]c Closido_Lachndt_LachnglNA  JNA  JFiller bootstrap Score =50
ASV550 100 100 100 100 100 9 90ld_Bacterlp Bacilolc Clostrido  Eubaclf Oscilodg Rumin{s  Ruminococcus: callidus

ASV551 100 1000 100 1000 100 57 3|d Bacterlp Bacter{c Bacterdo Bacterff Prevotdg SegatdNA [Filter bootstrap Score »= 50
ASV552 0] q00] 1m0 5 [ &7 G0ld Bacterlp Bacterlc Bacerlo Bacterlf Muribadg Duncals Duncaniella muris

ASVA53 100 86 il 23 10 7 7ld Bacteag Baci\lolc Cbsﬁ A NA A [NA_ [Filter bootsirap Score >= 50
ASV554 100 100 100 100 83 a3 85]d Bacterlp Bacilofc Clostrido Fubacli Acutalilg Acutalls Acutalibacter caecimuris

ASV555 100 100 100 100 100 100 100]d_Bacterlp Bacterfc Baderlo Bacterlf Bacterdg Phocads Phocaeicola sarori

A5V556 100 100 100 100 100 100 43]d_Bacterlp Spiroc|c  Spirocfo  Spiraclf Treponfg  Trepor]NA Filter: bootstrap Score == 50
ASVHST 100 100 100 % 99 43 43|d Bacterlp Bacilolc Closfrido Lachndf LachnlNA NA Filter: bootstrap Score ==50
ASV553 100 1000 100 100 100 57 570 Bacterlp Bacilofc Closfrido  Lachndf Lachnelg  Kineoffs Kineothrix alysoides

ASV559 0 0] 100 [ ] 7] 30]d_Bacterp Bacilolc_Clostrido_Lachndf Lachno[NA ~ [NA  [Fitter: bootsirap Score >=50
ASV560 100 100 100 100 100 i 261d Bactegg Eaci\lo|c Cbsﬁ' 0 Lachndf Lachn%NA NA Filter: bootsirap Score »= 50
ASV561 100 100 100 9 62 32 32|d_Bactenlp Bacilojc_ Clostriqo Eubacif OscilogNA NA Filter: bootstrap Score == 50
ASV562 100 100 100 100 83 a0 4|d Bacterlp Bacterlc Bacterqo Bacterli Muribag DuncafNA Filter. bootstrap Score »=50
HER 100 1000 100 100 100 100 100|d_Bacterlp Bacterfc Bacterdo Bacter{f Rikenelg Alistipds Alistipes kayasuensis

ASV564 00] 100 [ 5 %5 71 71]d_Bacterlp Bacterlc Baderdo Bacterlf Muribalg Sangels Sangeribacter muris

ASV565 100 1000 100 1000 100 49 49]d_Bactenp Bacterlc Baclerfo Bacterf RikenefNA  |NA  |[Filter: bootstrap Score =50
ASV566 100 100 100 100 100 100 100]d_Bacterlp Bacilolc Badlli o Lactoblf Laclobdg Limesils Limesiactobacillus reuteri
ASV567 100 100 100 100 100 100 36ld Bacterlp Actinofc  ActinorloMycoblf  Gordorlg  Gordorls_ Gordonia_bronchialis

ASV56R 0] 100 100 % % 5 59]d Bacterp Bacilofc Clostrido Lachndi Lachnelg Jingyals Jingyaca shaoxingensis

ASV569 100 100 100 100 100 100 0i]d_Bacterlp Bacilolc Bacili [o Lactoblf Lactobdn Ligilacfs Ligilactobacillus faecis

ASVAT0 100 100 100 100 i 47 41]d_Bacteilp Bacilofc_ Clostrido  Fubac{f NA NA |Filter: bootstrap Score == 50
ASVST1 100 100 100 100 04 U 87]d_Bacterlp Bacilolc Clostrido Eubacli Oscilodg Negleds Neglecfibacter caecimuris
ASVAT2 100 100 100 100 100 g5 92[d Bacterlp Bacter{c Bacterdo Bacterlf Muribadg Duncals Duncaniella muris

ASVAT3 100 85 i B 3 3 3|d_Bacterlp Bacilolc_ClostridNA NA NA NA Filter: bootstrap Score =50
ASVAT4 100 100 100 01 90 28 28]d Bacterlp Bacilofc Closfrido Lachndt  Lachne{NA NA Filter. bootstrap Score »=50
ASVETH 100 100 100 100 100 52 52ld_Bacterlp Bacterlc Baderlo Bacterlf Muribala Paramls Paramuribaculum intestinale
ASVATE 100 100 100 100 100 100 99)d Bactenp Bacilojc Bacilli jo Lactoblf Lactobdg Limosils Limosiactobacillus_reuteri
ASVATT 100 100 100 40 3 3 32|d Bacteap Baci\lolc Chsﬁ' A NA NA NA |F||ter: bootstrap Score ==50
ASV578 00] 100 [ 5 % 7 72]d_Bacterp_Bacilofc_Closirido_Peotogf _Anaerolg_Znenpls_Zhenpiania _hominis

ASVATY 100 100 100 2 3 3 19]d_Bactenp _Bacilolc_ ClostridhA NA NA NA  [Filter: bootstrap Score =50
ASV580 100 100 100 89 89 64 §0]d_Bacterlp Bacilofc I‘iegatiio Selendlf Selenolg Mitsuofs  Mitsuokella multacida

ASV581 100 100 100 7 T 17 12]d_Bacterlp Bacilolc Clostrido Lachndf LachnolNA NA Filter: bootstrap Score == 50
ASV582 100 100 100 28 q 7 12dBacterlp Bacilolc _ ClosirighA NA NA NA Filtar: bootstrap Score =50
ASV583 100 100 100 46 46 46 46ld Bacteag Actinofc_CoriobhA NA NA A Filter: bootstrap Score »=50
A5V584 100 100 100 8 85 13 13d Bacteilp Bacilolc Clostrido Lachndf LachnlNA NA Filter: bootstrap Score == 50
ASV585 100 43 il Bl 15 10 5[0 Bacterip Bacilolc _ClostridNA NA NA NA Filter. bootstrap Score =50
ASV586 100 96 86 48 13 12 8ld Bactenlp Bacilofc _ ClostrigNA NA NA NA Filter: bootstrap Score =50
ASV58T 100 100 100 100 56 54 48]d_Bacterlp_Bacilo]c _Clostido Fubaclf Oscilodg_ NegledNA Filter: bootstrap Score »=50
ASV588 100 100 100 100 100 100 100{d_Bacterlp Bacter]c Bacterdo Bacterlf Tannerlg Parabds Parabacteroides goldsteini
ASV580 00] 100 [ 9% 98 5 56]d_Bacterp_Bacilofc_Closirido_Peptos _Anaerolg_Emerofs _Emergencia fimonensis

ASV530 100 100 100 100 100 100 880 Archadp Methalc Metharlo Methalf Methanlg  Methals Methanosphaera cunicul
ASV591 00 100 ol 100 i B 20d Bacterlp Bacterlc Bacerlo Bacterlf PrevotdNA  INA  |Filler: bootsirap Score >= 50
ASV582 100 100 100 100 100 100 100]d Bacteap_ Eaci\lolc Cbsﬁ' 0 Euba%f q_Flinfibgs _Flinfibacter butyricus

ASV593 100 100 100 o 04 25 25|d_Bactenp Bacilojc_ ClostriqoLachngf Lachno{NA NA Filter: bootstrap Score »=50
ASV534 100 92 23 2 19 19 16]d_Bacterfp Eaci\loINA_ [lA [NA NA NA Filter: bootstrap Score =50
ASV595 100 1000 100 [ 9 2 19]d_Bacterlp Bacilolc Clostrido Lachndf LachnolNA NA Filter: bootsirap Score »= 50
ASV506 0] 0] of 100 9 il 77]d Bacterlp Bacilofc Clostrido Eubacli Oscilodg Lawsols Lawsonibacter asaccharolyticus
ASVHT 100 100 100 100 99 63 58[d Bacterlp Bacilofc Necafilo Selendf Selenofg  Mitsuols Mitsuckella multacida

ASV598 0] qo0]  oof 100l o] 00 32|d_ Bacterlp Bacilolc Badli o Bacilalf Paeniblg PaenitlNA  |Filter: bootstrap Score == 50
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NA  [Fiter: bootstrap Score »=50

NA  [Fiter: bootstrap Score »=50

NA  [Fiter: bootstrap Score »=50

NA Fiter: boofstrap Score == 50

NA Fiter: boofstrap Score == 50

Fiter: boofstrap Score == 50

NA Fiter: bootstrap Score == 50

Fiter: boofstrap Score == 50

Fiter: boofstrap Score == 50

NA Fiter: boofstrap Score == 50

NA Fiter: boofstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: boofstrap Score == 50

Fiter: bootstrap Score == 50

NA Fiter: boofstrap Score == 50

A Fiter: boofstrap Score == 50

NA Fiter: boofstrap Score == 50

NA Fiter: boofstrap Score == 50

NA Fiter: boofstrap Score == 50

NA Fiter: bootstrap Score == 50

A Fiter: boofsirap Score == 50

NA Fiter: boofstrap Score == 50

NA Fiter: boofstrap Score == 50

NA Fiter: boofstrap Score == 50

Fiter: bootstrap Score == 50

NA  [Fiter: bootstrap Score »= 50

ASV599 1000 100f t1oof  100] 0] 100]  100]d Bactenlp Bacterlc Bactero Bacter|f Tamnerlg Parabds Parabacteroides mercas
ASVE0 100 100 3 3 2 23 23ld_Bacterlp Bacter(NA NA NA NA

ASV601 100 100 100 100 100 100 88]d Bacterlp Pseud{c Gammio Enterolf Enterofg Eschels Escherichia fergusonii
ASVE02 10 100 100 100 100 [l 50]d Bacterlp Bacterlc Bacterlo Bacterdf Murbadg Murbals Muribaculim gordoncarteri
ASV6]3 100 100] 100 a o7 14 14{d Bacteap Bau’llolc Cbsﬁo Lachnglt LachngIg Kin%s Kineothix_alysoides
ASVE04 100 1000 100 42 £l 3 240 Bacterlp Bacillofc_ ClostrighA NA NA NA Filter: bootsfrap Score »= 50
ASV605 100 1000 100 100 100 100 100]d_Bacterlp Bacilolc_Bacili Jo_Laciobli Lactobdn Limosils [Lactobacilus] fimonensis
ASVE06 00 100 1w [ 79 79 790dBacterlp Bacilofc Clostido  Fubactf Fubaclg Eubacls Eubacterium coprostanoligenes
ASVEDT 100 a7 a7 95 95 H 32ld_Bacterlp Bacilolc _Clostido _LachndiLachnolNA

ASVE08 100 100 100 100 100 100 B4]d Bacterlp Bacter{c Bacterdo Bacterf Bacterdg Bacterls Bacleroides caecimurs
ASV609 100 98 8 H A 16 16]d_Bacterlp_Bacilolc_ CloshrighA NA A

ASVE10 100 100 100 100 100 81 58)d Bacterlp Bacteric Baclerqo Bactertf Muibadg Duncals Duncaniella muris

ASVE11 100 99 & 30 14 14 9l Bacteap Bacilojc Cbsﬁj’NA NA A

ASV612 10 100 100 o8 98 1 7ld Bacterlp Bacilolc Clostido Lachndf LachnofNA

ASV613 100 100 100 100 100 100 81]d_Bacterlp Spiroclc Spirocio  Spiroclf Treponfg  Treporls  Treponema bryanti
ASVE14 10 100 100 100 89 5 204 Bacterlp  Thermic [lesutfdo Desulfff Desulfg DesufifNA

ASVE15 10 100 4 72 [ 29 290d_Bacterfp Bacilolc Closfrigo Fubactf CscilodNA

ASVE16 10 100 100 100 100 100 53fd Bacterlp Bacilolc Bacili Jo Lactoblf Sireptolg Strepids Streptococcus acidominimus
ASVBIT 100 100 100 100 100 100 63|d Bacterlp Bacter{c Bacterjo Bacterdi Rikenelg Alistipds Alistipes indisfinctus
ASVG18 100 1000 100 100 100 4 47)d_Bacterlp Bacilolc_Clostrido_Lachndi_LacnofNA  [NA

ASVE1 0] ool 1f 100 9 [ 12|d_Bacterlp Themlc Desufjo Desufiff Desufidg DesulijNA

ASVE20) {0 I [ [ 8 4fd Bacterlp Bacilolc Clostido Lachndf LachnolNA

ASV621 100 40 40 40 40 40 40]d_BacterflA NA A NA NA

A5V622 0 B9 % M 3 11 11]d_Bacterfp Bacilofc ClostrighA NA NA

ASV623 100 1000 100 3 16 14 6ld_Bacterlp Bacillolc_ClostighA NA NA

ASV62 100 100 100 100 100 [E] 3d_Bacterfp Themlc Desufifo Desuﬂf Desulidg Desuf{NA

ASV625 100 100 100 100 100 100 42|d_Bacterlp Spiroclc Spiroctio Spirocdi Treponlg Trepar

(ASVE2E 100 1000 100 85 12 g 4 Bacteﬂg Eacillolc Cbsﬁ'o Lachndi_LachngllNA

ASV62T 100 a7 9 24 12 11 8ld_Bacterlp Bacillofc_ ClostrighA NA A

ASV628 10 100 100 100 100 100 100[d_Bacterlp Spiroclc ?ﬂ)imcﬂo Spiochf Treponfg Treporjs _ Treponema porcinum
ASV629 100 99 8 75 15 3 23|d_Bacterp Bacilolc_Chostido_Lachndf_LachnofNA

ASV630 100 1000 100 100 100 3 30[d_Bacterlp Bacilolc _ClostidoEubacti CscilodhA

ASVE3 0] 100 [ 91 9 1 12]d_Bacterlp_Acinoc_Coriobdo_Eqoerf Eggert{NA

ASVE32 10 100 100 100 100 88 85]d Bacterlp Bacterlc Bacterlo Bacterdf Murbadg Sangels Sangeribacter muris
ASV633 100 1000 100 81 12 12 12d Bacteﬂp Bacilolc Cbs%o Eubac11NA hA

ASVE34 10 100 100 100 100 ]l 280 Bacterp Bacterfc Bacterdo Bacter{f Baclerdg Backer

A5V635 100 100 100 9 89 54 22]d Bacterlp Bacilolc Closhido Lachnif Lachnolg Lacrim{NA Fiter: boofstrap Score == 50
A5V636 10 100 100 100 100 100 96ld Bacterlp Them{c Desuffdo Desuliff Desuffdg Desuﬂs Desulfovibrio_porci
ASVE3 00 t00]  o0f 100l 0] 100]  100ld Bacterlp Bacilolc Chstido Lachndi Lachndlg Kineotfs Kineothrix alysoides
ASV638 100 ] 50 ] 50 30 19]d Bacterlp Bacilolc Erysipdo Erysipdf  ErysipelNA

ASV639 100 1000 100 100 62 46 24]d Bacterlp Bacilolc _Clostido Eubacti OscilodNA

ASVEA0 100 100 100 82 i b 36ld_Bacterlp Bacilofc Clostido  Eubacti g IntestifhlA

ASVEH 100 100 100 100 89 6 964 Bacterlp Bacilolc Closhido  Euback 0_Flinibds Flintibacter butyricus
ASV642 100 100 100 100 o8 76 76[d Bacteag Eacter‘c Bactergo Bactentf Muribadg Sangels Sangeribacter muris
ASVE4] 100 100 100 100 100 5 33|d_Bacterp Bacilojc ClosfridoLachngf Lachnolg Jutot]NA |H|ter: bootstrap Score == 50
A8V 0 ool ol o0l 100 [ 60[d_Bacterlp_Bacllolc_Chostido_Lachndf _Lachnofg_Meditels_editemaneibacter navus
A5V64h 10 100 100 100 100 89 85]d Bacterlp Baciloc Clostido  Eubactf Oscilodg Oscills  Oscilioacter valericigenes
ASV646 100 ] 75 16 5 2 24 Bacterlp_Bacillolc QbsiridNA NA NA

ASVeAT 10 100 100 100 i 5 57|d_Bacterlp Bacilolc Clostido  Eubactf Oscilodg Flavonls  Flavonifractor plautii
ASV648 100 1000 100 100 51 48 48]d Bacterlp Bacilolc Clostido Eubacki _ CscilodNA

NA  [Fiter: bootstrap Score »= 50
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ASVE4D 100 100 100 100 100 100 58|d_Bacterfp_Actinojc_Coriobo _Eqgerif Eqoerl]q_Adiercls_Adercreutzia caecimuris

ASVBA0 0] foo]  to0]  0of 100 4 22|d_Bacterlp_Bacter{c_Bacterfo_Bacterff PrevorﬁNA NA  |Fiter: bootsirap Score »= 50
ASVER1 100 100 100 100 100 100 630 Bactenlp Actinoc_ Coriobfo Eggertlt Eogertflg  Adlercls  Adercreutzia_caecimuris

ASV652 00 q00] 100 99 49 FE] 3d Bacterlp Baciloc Clostrido Lachndf Lachno[NA NA  |Filter: bootstrap Score == 50
ASVER] 100 100 100 100 100 100 71|d_Bacterlp Actinojc _Actinoo  Geodelf Geoderla Blastoqs Blastococcus deser

ASVER 100 100 100 100 100 100 80ld Badeap Eacillolc Bacili |o Eacillalf Staph;rlg Staphas Staphylococcus_pasteur
ASV635 00 000 o0 100 49 87 66]d Bacteilp Bacilofc Clostrido Peptost Peptosls  Rombds Romboutsia fimonensis

ASVE56 100 98 i [ [ 7 7ld_Bacterlp Bacilole Clostrido  Peptogf  Anagro[NA NA  |Filter; bootsirap Score »= 50
ASVEAT 100 100 100 ] 95 57 57)d_Bacterlp Bacilolc_Clostrido Lachndf Lachnefo Kineotfs _Kineothrix_alysoides

ASVERE 100 100 100 100 100 100 79d Bactenlp Bacter{c Bacterlo Bacterdf Bacterdg Phocads Phocaeicola faecalis

ASVERY 100 100 100 100 100 75 74]d_Bacterlp Bacilolc Clostrido Eubaclf Oscilodg  Osciliffs Oscillbacter valericigenas
ASVEAD 100 100 100 7 a7 14 14]d Bacteag Eacillolc Cbsﬁ 0_Lachndf LachnﬂNA NA Filter: bootstrap Score == 50
ASVE61 100 100 100 100 100 100 42)d_Bacterlp_Bacillojc_ Clostriqo Eubacyf Clostridg_ ClostriqNA Filter: bootstrap Score == 50
[ASVEE2 1000 1000 100l 00[ 100 10|  100]d_Bacterp_Bacterc Bacierlo_Bacterft Muribadg Duncals_Duncaniella murs

ASVE63 100 100 100 99 99 L] 29]d Bactenlp Bacillofc Clostrido Lachndf  Lachno{NA [NA Filter: bootstrap Score == 50
ASV6G4 0] fo0] 100 09 ] o 8ld_Bacterlp Bacilolc Clostrido Lachndi Lachnfy BlaufialNA ~ [Fitter: botstrap Score »= 50
ASVERS 100 100 100 100 100 41 2|d_Badteip Bacliolc Clostido Lachndi_LachnolNA— |NA Filter: bootstrap Score == 50
ASV6G6 1000 100] 100l 100 100 70 T0ld_Bacterlp_Bacillc_Clostido_Lachndf_Lachnelg_Kineotls _Kineothrix_alysoides

ASVEGT 00 [l 70 26 9 ] 9{d_Bacterp Bacilolc_ ClostridNA NA NA [NA Filter: bootstrap Score >= 50
ASVE6E 100 100 100 100 100 100 48d Bactedp Bacterlc Baclerdo Baclerff Rikenelg AlistindlA Filter: bootstrap Score == 50
ASV6G9 100 q00] 100 93 03 43 29|d_Bacterlp_Actinofc_Corioblo_Fogertff FogertNA — [NA Filter: bootstrap Score == 50
ASVETD 100 100 100 100 100 [ 750 Bactenlp Bacter{c Bacterlo Bacter§f Muribadg Duncals Duncaniella muris

ASV6T1 100 100 100 100 100 100 58]d_Bacterlp Bacilolc Bacili [o_Lactobl Laciobdn Lactobls Lactobacillus galinarum
[ASVET2 100 g0 43 43 42 18 16]d_Bacteilp Bacillo{NA NA NA NA NA Filter: bootstrap Score == 50
ASVET3 100 99 68 ill] 18 2 27|d_Bacteilp Bacter{c Bacierlo Bacler{NA hA NA Filter: boatstrap Score == 50
ASVET4 100 100 a9 89 04 2 23|d_Bacterlp _Bacterlc_BacterloBacterff PrevotdNA NA Filter: bootstrap Score »= 50
ASVETH 100 100 100 100 100 3 3|d_Bacteilp_Baciloc Clostrido Fubactf OscillodNA NA Filter: bootstrap Score == 50
ASVETE 100 98 79 20 5 5 3l Bacteag Eacillolc Clos% NA NA — [NA NA Filter: bootstrap Score == 50
ASVETT 100 100 100 100 99 i 18 Bacledp Bacterdc Bacierlo Baclerlf PrevoidNA NA Filter: bootstrap Score »= 50
ASVET8 100 100 100 100 100 100 100]d_Bacteilp_Actinofc_ Actinodo_Propiolf Propiorfo_ Cufibafs_ Cutibacterium acnes

[ASVET0 100 100 100 98 97 20 4]d Bacterlp Bacllolc Clostido Lachndt LachnNA  [NA  JFiller bootsirap Score == 50
ASVG0 100 100] 100l 00l 1oo[ f00f 100]d_Bactedp_Bacilolc Clostrido Eubackf Clostidg Clostils Clostidium bomimense

ASVER1 100 [ [ ] 93 p] 24| Bacterlp Bacilolc Clostido Lachndf  Lachno{NA NA  [Filter: bootstrap Score »= 50
ASVGE2 100 100 100 100 47 52 5)|d_Bacteilp_Bacilofc Clostrido Fubactf Oscilodg Pusilitls  Pusilibacter faecalis

ASVER] 100 100 100 100 100 100 a7|d Bacteap SEMT Sgirocﬂo Brach)it Brachylg Brachgs Brachy]gg'ra intermedia

ASVER4 100 100 100 100 100 100 |d_Bacterip Actinojc_ Actinorto_Mycobfi Corynelg CoryngNA Filter: bootstrap Score == 50
ASV685 0] qo0] 100l 100 ] [ 70]d_Bacterlp Themlc Desufffo Desulfli Desuifdy Destiffs Desufatferula olefinivorans
ASVEA6 100 100 100 100 [ 56 3|d Bactenlp Bacillofc Clostido  Fubactf Oscilodo PseudqNA  |Filter: bootstrap Score == 50
ASVGAT 00 000 q00]  q00] 100 [ 85ld_Bacterlp Bacilolc Clostrido Lachndf Lachnoly Acetatls  Acetaifactor muris

ASVG38 100 00 100 000 100 100 570 Bacterlp Bacilolc Clostrido Lachndf Lachnofg Rosebfs  Roseburia faecis |

ASV649 0] 00l qoo]  qo0[ 400 74 60ld_Bacteilp Baciloc Clostrido Peotodf Pe Paraclls  Paradostridium tenue

ASVEA0 100 100 100 100 100 100 100fd_Bacterdp Actinodc_ Actinoro_Bifidob] Biﬂdobig Bifidob{s  Bifidobacterium_animaiis

ASVBY1 0]  qo0]  so0] 00 100 i %ld Bacterlp Actinolc Actinodo Microcli Microbdn GulosilNA  [Fier: boatstrap Score »= 5)
ASVE2 100 100 100 A 9 21 2]d Bacteag Eacillolc Chsﬁ 0_Lachndf LachnqNA NA Filter: bootstrap Score = 50
ASVE33 100 100 100 96 ] % 86|d_Bacterlp Bacillojc _Clostrido Eubacyf  Eubacla  Fubac{s  Eubacterium ventriosum
ASVE04 100 98 88 52 7 2 24]d_Bacterlp Bacilolc _Clostrido  EubacA NA NA Filter: bootsfrap Score == 50
ASVE35 00 2 2 2 2 2 22|d BacterNA NA [NA NA NA NA Filter: bootstrap Score >= 50
ASVEYG 100 100 100 58 ] 67 67]d_Bacteilp _Bacillolc C_Iosirido Eubacyf Osciloda_ Oscillifjs Oscillbacter valericigenes
ASVRA7 100 100 100 a0 ] 16 5ld_Bacterdp Bacilolc Clostrido  Lachndf Lachno[NA NA Filter: bootstrap Score == 50
ASV638 100 42 42 42 42 42 4ld_BacterA A A [na NA NA Filter. bootsirap Score »= 50




APPENDIXES

ASVESY im0l 1m0 [ U 4) 4] Bactedp Bacilolc_Chstido_Lachnd_LachndNA  |NA [Fier. bootstrap Score = 50
ASVTO0 000 000 100 0] 00  100]  100[d Archagp Meihafc Metharp Methali Metharlg Mefhals Methanobrevibacier boviskoreani
ASVT01 o[ 0] o[ fo0] 0] 100 100ld Bactedp Bacterlc Bacierdo Baclenli Murbalo Murtals Murbacuum gordoncarter
ASVT(2 0] 00l 0] 0] 00 100 72fd Bactedp Bacterlc Bacierdo Bacterli Rikenelg Alisfipds Alsipes dispar |

ASVT03 100f 100] 100p 100 8 8 19 Bacteﬁp_ Bacilolc Closrido Eubacl Acutalilg Acufalils Acutalibacter caecimuris
ASVT04 000 fo0f  tof 100 9% 64 64|d_Bactenlp Bacter{c Bacterqo Baclent’ Muribafg Param|s_Paramuribaculum_ntesfinale
ASVT0 000 f00f  10of  100p 100 4 40fd Bacterlp  Mycoplc o Mycopli Metam{NA NA Filter: bootstrap Score == 50
ASVT06 100 1000 100 100 5 i 3|4 Bacterlp Bacilolc Clostido  Eubaclf OsciloflA NA Filter: bootstrap Score == &(
ASVTO7 100 100f 100 100 a7 11 3¢ Bacterlp Bacilolc Clostido Pentodi Peptos]y Paraci{NA Filter: bootstrap Soore == 50
ASVT08 100 100 7 41 3 14 14|d Bacterlp Bacterlc BacierdiA A A NA Filter: bootstrap Score == &(
ASVT0R 100 100 100 100 75 il 37ld Bactenlp Bacilolc Clostido Fubacli Oscilodg VescinlNA Filter: boofstrap Score == 5(
ASVTI0 100 il 7l b7 46 45 3ld Bacteag Bacillolc Chs% 0 EubagiNA NA NA Filler boatstrap Score »= 50
ASVT 100 5 5 ] 55 5 55(d_Bactenlp Cancidc_ Vampino Vampili g_Vampifs_Vampirovibrio chlorellavorus
ASVT12 100 100 100 1000 100 17 77ld Bacterlp Bacilolc Clostido Fubacli Oscilodg 5 [Eubacterium] siraeum

ASVT13 100 3] 3 69 58 50 491d_Bacterp Pseudic_ Alphaplo Rhodolf Kionielg_ AestuaNA Filter: bootstrap Score == 50
ASVT14 00 100 99 19 68 ] 4[d_Bacterlp Bacilolc Clostido Lachnd?_LachnalNA NA Filter: bootstrap Score = 5(
ASVT15 0 AT AT AT A 4 48[d Bacterlp Bacilolc Closrido Lachndf LachneNA  [NA |Filter: bootstrap Score »= 50
ASVT1G 100 000 100 000 100 100 §3ld Bacterlp Bacilol Bacili b Lactobli Strepiolg Strentds Strentococcus ovis

ASVTHT 100 100 100 1000 100 100 100]d Bacterlp Spioclc Spioco Spirck Treponlg Treporls Treponema bryanfi

ASVT18 100 100 100 1000 100 100 58ld Bactenlp Bacterlc Baclerdo Baclerli Bacterdy Phocals Phocaeicoia plebeis

ASVTH9 100 76 il 67 7 3 H|d Bacterlp Bacilolc Clostido Eubac{NA NA NA  |Fitter: boatstrap Scare »= 50
ASVTA0 100 100 100 1000 100 78 7914 Bacterlp Bacilolc Clostido Lachndf Lachndg Qianials Qiania dongpingensis

ASVT 00 w00l 100] 0] %6l 47 47ld Bacledp Badlolc Chstido Eubacki OscilofNA  [NA  [Fier bootstrap Score =50
ASVT22 0] 100Q 100] 100p  foof 100 80[d_Bacterp Bacilolc Chostido Fubaclf Oscilodg_VescinlsVestimonas. coprocola

ASVT23 100 100 100 1000 100 5 5510 Bactenlp Bacterlc Baclerdo Baclerli Muribadg Muibals Muribaculum infesfinale

ASVT24 100 08 U 1 Kl K] 30[d_Bacterdp Bacter{NA NA A NA NA — [Filter bootstrap Score »= 50
ASVT20 000 f00f  10of  100p 100 8 80ld Bacterlp Bacterlc Bacterdo Bacierli Rikenelg Rikends Rikenela microfusus

ASVT26 000 fo0f  f0of 1001 100 33 33ld Bacteﬂg Bacterlc Bacterdo Bacler{i Mun'ba’NA NA — [Filer: bootstrap Score >= 50
AT 100 100f 100 1000 100 a0 80[d Bactenlp Bacilolc Erysipdo Erysipdf Frysipelg Lactimls Lacimicrobium massiliense
ASVT28 100 1000 100 8 il i 3|d Bacterlp Planctdc Plancido Piellulf_PirellifhA NA Filter: bootstrap Score == 50
ASVTH 100 100 100 9 83 5 5[d Bacterlp Bacilolc 5hsiriqo Lachndf  LachnofNA NA Filter: boofstrap Score == 5(
ASVTA 100 100 100 03 83 74 74ld Bactenlp Bacilolc Clostido Lachndi Lachnelg Wuja |5 Wujia chipingensis

ASVTAH 100 100 100 1000 100 i 77]d_Bacterlp Bacter{c Bacterdo Bacterlf Muribaly Sodalifs  Sedaliphilus_pleamorphus
ASVT32 100 100 100 1000 100 a7 60ld_Bactenlp Bacilolc Clostido Lachndi Lachnlg_Lacrimls _Lacrimispora sphencides
ASVT33 100 100( 100 1000 100 3 30ld Bacterlp Baclerlc Baclerdo Baclerli Prevotg A NA |F||ter: bootsirap Score »= 50
ASVT4 0] 00l 0] 00l 00 00]  100fd Bacteﬁp Bacillolc Chsﬂ'o Eubact Clostrida_Clostigs_ Clostridium bornimense

ASVT3H 100 100f 100 0 93 3B 18]d_Bacterlp Bacilolc _Chostido_Lachndi _LachnalNA NA Filter; bootstrap Score == 5(
ASVT30 100 1000 100 100 9% 98 40[d Bacterfp Spiroclc Spiroctlo Spirock Treponlg TreporNA Fiter: bootstrap Score == 50
ASVT3T 0] 100Q 100] 100)  f00[ 100 §71d_Bacterlp Bacilolc Bacili fo_Lactobli Lactobdy Ligiacls _Liailactobacilus faecis

ASVT38 100 100 100 1000 100 73 73]d Bacterlp Bacilolc Clostido Fubacl Osciledg  Ruminfs  Rumincoccus. bromii

ASVT30 0] 0] 0] e @ M %fd Bacedp Badlolc Chstido Lachndi Lachndg EisengNA [Fiter: boatstrap Scare >= 50
ASVT40 100 100 100 1000 100 9 684 Bacterlp Them(c Desuifdo Desuiff Desufdy Desulifs Desulfafiierua olefirivorans
ASVTA 100 100 100 100 5 3 36ld Bactenlp Bacilolc Clostrido EubacliOscillogNA NA Filter: boofstrap Score == 5(
AS\T42 00f 100] 100f 100 % 4 274 Bacteag Bacterlc Bacterﬂo Bacterlf MunbaqllA  JNA  [Filter boofsirap Score == 50
ASVT43 100 100 o 80 75 3 39{d_BactenpBacilojc_ Clostrigo Eubacli OsciloghA NA Filter; bootstrap Score == 5(
ASVT44 100 100 100 100 89 53 511d Bactenlp Bacterlc Baciedo Baclerli Muribadg Muibals Muribaculum intesfinale

ASVT45 o[ 0] o[ 0] 0] 100 100ld_ Bactedp Bacilolc Megafo Veillnli Velondo Megasls Megasphagra elsdenii

ASVT46 000 100 100 02 9 i 2|4 Bacterlp Actinolc_Coriobdo_Eagerli Eqoert{NA NA Filter: bootstrap Score == 50
ASVT4T 0] 100 100] 100 100 47 3]d_Bacterlp Bacilolc_Bacli |o Bacilalf BacilagA NA Filter: bootstrap Score = 50
ASVT4R 0] 00l 0] 00l 00 B3] Bofd Bactedp Bacilolc Clstido Lachndi Lachndlg Acetatls Acefafifactor muris
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Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == 50

[NA  [Filter: bootstrap Score >= 50

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == (0

[Filter: boatsfrap Score == 50

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == (0

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == 50

[NA~ Filter: bootstrap Score »= 50

NA | Filter: bootstrap Score == 50

NA | Filter: bootstrap Score == 50

NA  |Filter: bootstrap Score »= 50

NA [Filter: bootsirap Score == 50

Filter: bootsfrap Score == (0

ASV749 100 100 100 100 87 59 50]d Bacelp_Bacilolc_Clostiqo_Eubacki_Oscilo]g_ Ruminls_ Ruminococcoides, bl
ASVT50 iof 00 1m0 100 100[ 100 100]d_Bacterlp Bacterfc Bacterdo_Bacter{i Bacterdy Phocai_s Phocasicola massiliensis
ASVT51 100 97 a7 i 96 [il] 29]d_Bacterfp Bacilolc Clostrido Lachndf Lachnolg  FaecallNA

ASVT52 100 85 82 i 0 11 11[d_Bacterlp Bacilofc_ClostrighlA [NA NA

ASVT53 100 100 100 100 100 100 100]d Bactegp Sg’roc‘c Sgirocﬂo Sg’roc't Treponig _Treporls Treponema porcinum
ASVTH4 100 100 100 100 100 100 43|d_Bactelp Bacillojc_Bacili o Bacillalf Staphylg StaphuNA |Fi|ter: bootstrap Score == 50
ASVT55 100 100 100 100 100 100 95 Bacterlp Pseuddc Alphaplo  Hypholi Boseady Boseals Bosea thiooxidans

ASVT56 100 100 100 100 96 [ 41[d_Bacterlp Bacilolc_Clostido  Eubacli OscillodNA

ASVTST 100 100 9 9 83 24 24|d_Bacterlp Bacilofc_Clostrijo Fubac}i OscilloghA

ASVT758 100 81 60 il 60 53 52|d_BacterlpBacilolc Erysipdo Erysipdt Erysipelo Breznds  Breznakia pachnodae
ASVT59 100 a7 85 35 Eil 7 7ld_Bacterp Bacilofc_ClostrighlA NA NA

ASVTAD 100 100 100 100 100 100 100}d Bactegg Bacillo|c Bacil |o Lactoblf Lactobdg Limosi]s Limosilactobacillus_reuteri
ASVT61 100 100 100 E] 93 3 35]d_Bactenlp Bacillolc_ Clostrido Lachndf LachnofNA NA Filter: bootsfrap Score == 50
[ASV762 iof 00 1m0 100 95 85 85[d Bacterlp Bacilolc Clostrido  Eubacli Oscilodg  Lawsols Lawsonibacter asaccharolyficus
ASVT63 100 74 54 ] 54 4 4]d Bacterlp Bacilolc_ErysipdoErysipdf  ErysipefNA

[ASV T4 100 100 100 04 84 44 44]d_Bacterlp_Bacilo]c C_Iostndo Lachndi _ Lachno[NA

ASVT65 100 100 100 100 100 99 80ld_Bacterlp Bacilolc Clostrido Fubac{f Peptocdg  Peptods Peptococcus niger

ASVT66 100 100 100 100 100 49 40]d Bacterilp Bacterlc Bactero Bacterdi  MuribafNA

[ASVT67 000 00| 00| 10| 80| 41 31[d_Bacterlp_Bacilo|c_Closiigo_Fubac]i_OscilodVA

ASVT68 iof 00 1m0 00 00]  i00]  100ld Bactedp Mycoplc [o Mycopli  Metam{g Metamfs Metamycoplasma sualvi
ASVT69 100 100 100 100 100 100 100fd Bacterlp Pseuddc Betaprlo Burkhdi  Sutterelg Turicinls  Turicimonas muris

ASVTT0 100 100 100 100 100 o7 97]d_Bacterfp Bacilolc Clostrido Eubac{f Oscillodg Fumials  Fumia xinanensis|

ASVTT1 100 100 100 100 100 100 46]d_Bacterlp_Bacilolc_ClostridoFubacli Clostridg_ ClostigNA

ASVTT2 100 100 100 100 100 83 83|d_Bacterlp Bacilolc Clostrido Lachndf Lachnolg Luxibals Luxibacter massiliensis
ASVTT3 100 72 3% 35 34 18 17]d_Bacterlp_Bacilo]NA A NA NA

ASVTTd 100 o7 ] 3 17 ] Bld_Bacterlp Bacilofc ClostrighA NA NA

ASVTTH 100 98 79 15 15 14 7ld_Bacterp Bacilofc_ClostrighlA NA NA

ASVTT6 100 100 100 100 100 8 38[d Bactegg Bacillo|c Chsﬁ' 0_Peptodf AnaerglNA

ASVTTT 100 91 83 32 23 23 23|d_Bacterp Bacilofc _ClostrighlA NA NA

ASVTT8 100 100 100 100 100 100 98ld Bacterlp Bacilo]c Bacili Jo Lactobli Laciobdg Limosils _Limesiactobacilus_reuteri
ASVTTY 100 100 100 100 100 100 91]d_Bacterlp Actinofc_ Actinorfo Mycobff  Corynelq  Corynds_ Corynebacterium_minutissimum
ASVTA0 100 100 100 100 100 100 100fd_Bacterlp Bacter{c Flavoblo Flavoblf Weekgjg Agiba%s Apibacter_mensalis

ASVT81 100 100 100 100 100 94 94]d_Bacterlp Bacilolc _Clostrido Fubac{f  Oscillodg_ Paludils  Paludinabitans psychrofolerans
ASVT82 100 100 100 24 22 2 13]d_Bactedlp _Bacilolc_ ClostrighA NA NA

ASVT8] 100 100 100 100 100 a7 89|d Bactegp Bacter'c Bacterﬂo Bacter{f Muribadg Dunca‘s Duncaniella_muris

ASVT84 100 100 i 78 78 5 58]d_Bactenlp Bacillojc_ Clostriqo  Christgf  Christelg  Gehonfs_ Gehongia_tenuis

ASVT785 0 100 100 000 100 [ 04[d Bacterlp Bacilolc Clostrijo Pentodi Anaerolg Lentihds _Lentinominibacter faecis
ASVT86 100 83 8 i 32 20 20]d_BacterlpBacilofc _ ClostrighA NA NA

ASVT8T 100 100 100 100 49 72 52[d Bacterlp Bacilolc Clostrido  Eubacli Butyicilg Butyricls Butyricicoccus pullicaecorum
ASVTaR 100 100 100 5 51 23 23]d_Bacterlp BacilofcClostridoLachndi  Lachno[NA

ASVT8d 100 63 63 63 63 63 63d Bacterlp Cancidc  Vampifo  Vampili g Vampi{s_ Vampirovibrio_chlorellavorus
ASVT90 100 100 100 98 98 57 57]d_Bacterlp Bacilolc Clostrido Lachndf Lachnolg Kineotfs Kineothrix_alysoides

ASVTH 100 100 100 83 83 18 12]d_Bacteilp_Bacilolc_Clostrido_Lachndi Lachno[NA

ASVT92 100 100 100 100 100 100 100]d Bactegg Sg’roc1c Sgirocﬂo Sg'roc!f Treponjg Treporls Treponema succinifaciens
ASVT93 100 100 100 100 100 100 100|d_ Bacterip Bacillofc_ Clostrido [achngf Lachnoja  Coprods  Coprococcus cafus

ASVTY4 100 100 100 100 49 27 27ld Bacterlp Bacterfc Bacterdo Bacterli MuribadhA

ASVT%5 100 99 99 ] 49 99 793 Bacterlp  Mycoplc Molliculo Anaerd Anaerolg  Anaerds Anaeroplasma_abactociasticum
ASVT96 100 100 100 100 100 100 85[d Bacterlp Spiroc]c Spiroctio_Sproct_Treponjg_Treporjs _Treponema_bryanti

ASVTI7 100 100 100 100 100 70 17]d_Bacterlp Bacilofc_ Clostido Lachndf Lachnolg  Roseb{NA

i iof 00 100 00 100 46 320d Bacterlp Bacter|c Bacterdo Bacterli MuribadhA

[NA Filter: bootsfrap Score == (0
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|Filter: bootsrap Score »= 50

Filter: bootstrap Score == 50

Filter: boatstrap Score == 50

Filter: boatstrap Score == 50

Filter: boatstrap Score == &0

Filter: boatstrap Score == 50

Filter: bootstrap Score == A0

Filter: boatstrap Score == 50

Filter: boatstrap Score == A0

Filter: boatstrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

Filter: boatstrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

Filter: boatstrap Score == 50
Filter: boatstrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == A0

Filter: boatstrap Score == 50

ASVT99 00 1000 1000 100 [ 81 56|d_Bacterlp Bacterlc Bacerdo Bacterff Prevotdn  Secatds Seatella copr |
ASVE00 100 100 100 100 100 100 5|1 Bacterlp_Bacilolc Bacili Jo_LacioblfSirepiolg Streptds  Straptococeus danieliae
ASVE01 100 100 ] 9 o7 51 51[d Bacterlp Bacterc Bacterdo Bacter{f Muribadg Sangels Sangeribacter muris
ASVE02 100 9 8 62 i 23 22|d_Bacterlp Bacilolc_ClostidoFubac{NA NA NA

ASVE03 100 100 100 100 100 100 98]d Bacteﬂp Bacillolc Closqo Lachngit Angerolg Anaerds Anaerotignum_aminivorans
ASVB04 100 100 100 100 100 100 100]d_Bacterlp Bacilojc Bacilli fo Lactoblf Lactobdg Ugilacﬂs Ligilactobacillus_ruminis
ASVEDS ol 0] 100 97 g7 70 70]d Bacterlp Bacilolc Clostido Christelf Christelg Guopifs Guopingia tenis)|
ASVRDG 0l 00 100 0] 100 6 66l Bacterlp Bacilolc Clostido  Fubaclf Oscilodg Anaerds  Anaerctruncus. rubiinantis
ASVBOT 100 1000 100 100 50 50 40]d_Bacterlp Bacilofc_Clostido Eubacli Acutaiifg _AcutaliNA

ASVB08 100 00 100 o8 9 3 32|d_Bacterlp Bacllolc Clostido Lachndf LachnfNA — [NA

ASVB09 100 100 ] %8 85 il 57]d Bacterlp Bacter{c Bacterfo Bacterlf Murbadg Sangels Sangenbacter muris
ASVE10 100 100 100 100 100 17 75ld Bacteﬂp_ Bacter{c Bactergo Bacterlf _Prevotda Set_ialas Seqatella copii|
ASVEN 100 100 100 % 98 62 62|d_Bacterip_Bacillojc_ Clostido_Lachnf Lachnojg_ Kineot§s  Kineothrix_alysoides
ASVB12 100 100 00l 100l 100 00| 100fd_Bacterlp_Bacilolc Bacili Jo_Lactoblf Lactobgo_Limosifs_Limosiactobacilus_reuter
ASVE13 100 000 100 100 4 2 28]d_Bacterip BacilolcClostido Eubac{NA NA NA

ASVEB14 100 1000 100 100 52 52 45]d_Bacterlp_Bacilofc C_Ioshido Eubacti_Oscilodo_NealegA

ASVB15 100 00 100 00] 100 50 33|d_Bacterlp Bacllolc Clostido Fubactf Oscilofg  CscillfNA

ASVB16 100 000 100 00] 100 7 27]d_Bactenlp Bacillolc C_losirido Lachngf LachnofNA NA

ASVB1T 100 99 9 g7 97 12 3|d_Bacterp_Bacilolc_Closfrido_Lachndf LachnglNA NA

A3VB18 100 100 100 100 100 100 95]4 Bacterlp_Bacilolc Bacili Jo_Bacilalf Caryoplg Kurtnids Hurthia zopfi |
ASVEB19 100 100 100 000 100 100 42]d_Bacterlp_Baciloc_Clostido_Eubacli Clostidg _ClostihA

ASVE20 100 99 8 B 28 10 10[d_Bacterlp _Bacilolc_ ClostigNA NA NA NA

ASVED1 100 1000 00l 100l 100 f00] 100ld_Bacterlp Bacilolc Enysipdo_Ensipdf Ensipefo Faecals Faecalbiaculum fodentim
ASVE22 100 000 100 100 12 4 30|d_Bacterlp Bacllolc Clostido Fubactf OscilofNA NA

ASVE23 100 100 100 000 100 100 40]d_Bacterlp Bacilofc Clostido Lachndf Lachnog _BlaufialNA

ASVE4 0] 0] 0] 0] 00p 1w 60ld_Bacterlp Pseudlc Gammlo Maraxdf Moraxelg  Acinetds  Acinefobacter variabils
ASVEDS o[ 0] qo0]  qo0f 00 oo 51]d_Bacterlp_Pseuclc Gammio Moraxdi Moraelg_Acinel{s Acinelobacier fiembergiae
ASVE26 100 100 100 i i il 60ld Bacterip Bacilojc Clostido Lachndf Lachnoja Kineots Kineothrix alvsoides
ASVET 100 100 100 100 100 100 82d Bacteap Bacillo|c Cbsﬁ'o Eubaclf Oscillojg Vesdﬂs Vestimonas fastidiosa
ASVE28 0 100 9 81 80 80 67]d Bacterlp Bacilofc Clostrido  Eubacli Aristaedq Aristadls Aristaeella hokkaidonensis
ASVE2Y 00l 1000 100 00 100 00] 1004 Bacterp Bacilofc Negafifo Selendf Selenolg Schwals Schwarizia succinivorans
ASVE30 100 100 100 99 99 B 3|4 Bacterlp Bacilolc Clostigo Lachndf_ LachnelNA NA

ASVE3 100 100 100 100 100 3 13]d_Bacterlp Bacterlc Bacterdo Bacterlf PrevotdNA NA

ASVE32 100 92 a7 11 11 11 5[dBactenlp_Bacilolc_ClostighA NA NA NA

ASVE33 100 1000100 100 a7 46 25(d Bacteap Bacillo|c Cbsﬁo Eubacqﬁ OscilloiNﬁ. NA

ASVB4 100 100 100 100 100 88 J4|d_Bacterlp Bacillojc_ Clostriqo Pepfodf Peptoslg TerisihA

ASVB35 100 100 100 44 8 1§ 17|d_Bacterip _Actinofc_ Coriob{o Eggertlt Eqgert{NA NA

ASVB36 100 94 78 48 7 8 8ld Bacterlp Bacilolc ClostidNA — [NA NA NA

ASVE3T 100 100 00l 100] 100[ 10| 100fd_Bacterlp_Bacilolc Erysipdo_Erysipdf Erysipefa_Focci{s Floceitex porei |
ASVR38 0l 100 100 9% [ i G6ld PBacterlp Bacilolc Clostido Lachndf Lachnolg Acetatls Acefatifactor muris
ASVE3 ol ol o0l o0 07 5 58]d Bacterlp Bacilofc Clostrido  Fubacli Oscilodg Lawsols Lawsonibacter asaccharolyficus
ASVBAD 00l 100 100 000 100  00]  100fd Bacterlp Bacter{c Bacterdo Bacterff Muribag Duncals Duncaniella freteri
ASVEA1 100 100 100 100 68 4] 55]d Bacterlp Bacilofc Clostrido Fubaclf Oscilodg 5 _[Clostridium] viride
ASVE42 100 100 100 100 100 100 48d Bacteﬁg Eacillolc Chsﬁ 0 Lachnif Lachngjg ElautiaNA Filter: bootstrap Score == 50
ASVB43 100 100 100 100 100 92 92|d_ Bacterip_Bacillojc_ Clostido Eubactf Osciloda_ Anoelds  Anqelakisella_massiliensis
ASVBA4 100 1000 100 78 18 50 224 Bacterlp_Bacilolc_Clostigo _Lachngi_Lachnolg Roseb{NA

ASVBAS 100 ] [ B ] 10 10[d_Bacterlp Bacter{c BacterdNA NA NA NA

ASVB4G 100 100 100 100 100 100 100[d_ Bacterlp Bacterlc B_acterdo Bacter|f_Muribadg_Sange{s_Sangeribacter_muris
ASVBAT 100 100 100 100 100 100 91[d Bactenlp Baciloc Clostido Fubaclf Clostridg  Closti{s  Clostridium_ paraputrificum
ASVBAB 100 100 g1 7 bl i 37]d_Bacterlp Bacilolc _ClostidhA NA NA - [NA

|Filter: bootsirap Score == 50
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|Filter: bootstrap Score »=50

[Filter: bootstrap Scare =50

NA Filter: bootstrap Score >= 50

NA Filter: bootsirap Score == 50

NA Filter: bootsirap Score »=50

NA Filter: bootstrap Score >= 50

NA Filter: bootstrap Score >= 50

|

|
NA Filter: bootsirap Score ==50
Filter: bootsirap Score »=50

NA Filter: bootstrap Score >= 50

NA Filter: bootstrap Score >= 50

NA |Filter: bootstrap Score »=50

NA Filter: bootstrap Score >= 50

NA Filter: bootsirap Score »=50

NA Filter: bootsirap Score ==50

NA Filter: bootstrap Score >= 50

NA |Filter: bootstrap Score »=50

NA |Filter: bootstrap Score »=50

Filter: bootsirap Score »=50

Filter: bootsirap Score == 50

NA Filier: bootsirap Score ==50

NA Filter: bootsirap Score == 50

NA Filter: bootsirap Score == 50

[ASVE49 100 95 ] 99 66 EE] 73]0_Bacterp_Bacilolc _Clostido_Eubacl_ AcutaljNA [NA

ASVE5) 100 73 73 73 73 73 73]d_Bacterlp_Canddc_Vampio_Vampilt [g Vampifs Vampiroviorio chiorellavorus
ASVEA1 100 100 100 100 100 100 100[d_Bacterlp_Bacilolc_Bacili Jo_Lacioblf Lactobdo Limosils Limosilactobacilus_reuter
ASVE52 100 100 100 100 100 49 40ld_Bacterlp Baciloc Clostrido Lachndf_LachnoNA A

ASVE53 100 100 100 100 100 100 G4)d BacterF!p_ Bacillolc Cbs%o Eubacli Clastri%g Clostrias Clostridium terium
[45VE54 100 100 100 100 98 82 82|d PBactenlp Bacter{c Bacterqo Bacter{f  Muribaqa_ Sodalijs_ Sodaliphilus_pleomomphus
ASV855 0]  q0] o] 00 0o 100 86]d_Bacterlp Bacilolc Clostido Eubaclf Oscilodg Vescinls  Vescimonas fastidiosa
[ASVE56 100 ] ] 94 17 48 27|d_Bacterlp _Bacilofc Closfrido Eubacli OscilodNA

ASVE57 100 11 ] 5 5 5 5ldBacter{NA NA [NA A NA

ASVERE 100 100 100 100 100 100 99[d Bacterlp Bacterlc Bacterdo Bacter{f Tannerlg Parabds Parabacteroides gordoni
ASVEAY 100 100 100 100 100 100 54]d Bacterlp Bacilolc Bacill Jo Lactoblf Lactobdg Pediods Pediococcus penfosaceus
ASVE60 100 100 100 100 100 52 52]d Bactegg Eacillolc Cbsﬁ'o Peptosi Anaerolq Moaibds Mogibacterium kiistiznsenii
ASVEG1 100 100 100 100 100 9 91|d_Bactenlp Bacillojc_Clostigo  Eubacyf Clostridg_Incons]s_ Inconstantimicrobium_porci
ASVEG2 100 100 100 100 100 100 100{d_Bacterlp Bacterlc Bactgrdo Bacterli Muribadg Murbals  Muribaculum gordoncarteri
ASVE63 100 000 100 100 100 100 93[dBacterlp Bacilolc Bacili o Bacilalf Staphylg Staphyls Staphvlococcus capitis
ASVEG4 100 100 100 100 100 100 100{d_Bacterlp Bacillolc Clostrido_Eubacyf _Eubactio_Anaerds Anaerofustis_stercorihominis
[ASVEGS 100 a7 4 14 19 17 17]d_Bacterlp Bacilofc_ ClostighA A NA

[ASVBGG 100 100 100 £l 28 28 28]dBacterlp Bacilolc C_losmdNA MNA NA

[ASVEGT 100 100 100 3 14 14 14]d_Bacterlp Bacilolc _ ClosfridNA A NA

ASVEGE 100 100 100 100 87 30 23|d Bacterlp Bacterlc Bacterdo Bacterli MurivadNA

ASVEG 100 100 100 100 100 100 32|d_Bacterlp Bacilolc Bacili o Bacilalf Staphylg _Staphy]NA

ASVETD 100 100 100 100 100 100 5|0 Bacterlp Bacilolc Clostido  Eubacl Clostridg  Clostrids _ Clostridium terium
ASVET1 9 7 2 2 2 2 2ld_Bacter|NA NA [nA A NA

ASVET2 100 89 ] 78 b1 47 17]d_Bacterlp Actinofc_Coriobdo Corioblf  CoriobdNA

ASVET3 100 100 100 100 100 96 06]d_Bacterlp Bacterlc Bacterdo Bacterli Odoribdg_ Odoribls_ Odoribacter splanchnicus
ASVET4 100 99 9 08 91 41 4]d_Bactenlp Bacterlc Bacterdo Bacterlf  MuribafNA

ASVETD 100 100 100 100 92 92 74ld_Bacterlp Bacilolc Clostide Eubaclf Acufalilg Acutalils Acutalibacter caecimuris
ASVETE 100 100 100 100 100 11 68]d Bactegg Bacilolc Negafjo Selenclf Selenolg Mitsuols Mitsuokella jalaludinii
ASVETT 100 100 100 98 94 44 44)d Bacterlp Bacterlc Bacterdo Bactery MuribahA

ASVETS 100 100 100 100 100 100 76]d_Bacterlp Spioclc_SpirocfioSpirocli Trepong Treporls _ Treponema bryanti
ASVETS 100 100 100 100 100 100 98[d_Bacterlp Pseud{c Gammlo_Enterolf Enterotlo Escheds  Escherichia fergusonii
ASVE80 100 100 100 gd 10 43 32]d_Bacterlp Bacilolc Qlosm'do Eubacl OscilodNA

ASVEE1 100 100 100 79 75 4 4]d Bacterlp Bacilolc_Closfrido _Lachndf _LachnolNA

ASVEa2 100 83 8 84 79 63 37|d_Bacterlp Pseudlc Ahaplo Rhodolf Kiloniellg  Aestu

ASVE83 100 100f 100 100f 100 11 £0{d Bacteap Actinoflc Coriobao Eggert|t Egge%g Adlercrls Adlercreutzia muris
ASVES4 100 100 100 100 100 44 44]d_Bacterfp_Bacilolc_Clostido_Lachndi_LachnolNA NA Filter: bootsirap Score »=50
ASVA85 00] 100 [ 99 03 [ 68]d Bacterlp Bacterlc Bacterdo Bacterff Muriba_ag Param|s _Paramuribaculum intesfinale
ASVEE6 100 100 100 g5 95 21 21|d_Bacterlp_Actinorc_Coriobjo_Eqgertlf _Eqgert{NA

ASVAAT 0]  f00]  qoo] 100 08 78 78]d Bacterlp Bacilolc Clostido Eubaclf Osciledg Fumials Fumia xinanensisf
[ASVEA3 100 67 ] 3 B 29 24|d_Bacterp Bacilo]NA [NA MNA NA

[ASVERI 100 100 100 100 100 100 03]d Bacterlp Bacilolc Clostido Eubaclf Clostidg Closti{s _ Clostridium butyricum
[ASVEA0 100 B8 80 44 [¥ ] 3|d_Bacterlp_Bacilolc_ClostidhA NA NA [NA

ASVAd1 0]  q00] 0] 00 00 100 9ld Bacterlp Actinolc Acinorlo Actinflf _ Acinonlq_ ActinofNA

ASVE02 100 o8 35 35 37 16 16/d Badeﬂg Bacillolc Enfsiﬁﬂo ErysipghlA NA

ASVEO3 100 a7 g7 45 95 44 44ld_Bacterlp Bacilolc_Closfrido_Lachndf_LachnoNA

[A5VE54 100 100 100 100 100 100 98]d Bacterlp Bacilolc Clostido Lachndf Lachnolg  Anaerds  Anaerobutyricum soehngenii
[ASV885 100 100 100 100 100 100 100{d_Bacterp Bacterfc Bacterdo Bacter{f Prevotdy Segatds Segatella copri |
ASVEI6 100 100 100 100 100 69 57)d Bacterlp Bacilolc Negailo Selendf Selenofg Mitsuols Mitsuokella multacida
ASVEAT 100 100 100 100 100 98 33|d Bacterlp Bacterlc Bacterdo Bacterl Bacterdg Bacter

ASVB08 100 i i 3 £} 29 14]d_Bacterlp Bacilolc ClosfrighA MNA NA

NA Filter: bootsirap Score »=50
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ASVE% 1001 100] 100 9 %9 £l 61]d_Badtep_Bacllolc_ClostiJo_Lacndt_Lachndlg_Kinealls_Kineomrix_ alysoides

ASVA0 1000 100l fo0f 100l foof 100[ 46]d_Bacterlp Bacilolc Bacili Jo_Bacilalf Paeninly PaeritiNA |Fiter booistrap Seore >=5)
ASVA01 100 100 f00Q  100Q  100] 100 84]d_Bacterlp Actinodc_Actinodo_Bfidotf Bifidobdg_ Biidobls _Bifidobacterium boum

ASVY02 100 100 100 100 100 100 100ld_Bacterp_Pseudlc Betaprdo Burkhdf Sutierelo Turicnls_Turicimonas muris

ASVI03 100 100 100 100 100 100 07ld_Bacterlp Acinodc Coriobdo Coriodf Coriobdg Colinsls Colinsella aerofaciens

ASVI04 100 100f 100Q 100p 100 91 91|d_Bacterlp Bacter{c Bacterjo Eacterlf Muribaig Sodaliis Sodaliphilus_pleomorhus
ASVI05 100 100 100Q 100p  100p 100 99l Bacterlp Campjc Epsiodo Campyff Heicoblg Helicods Helicobacter mastomyrinus
ASV906 100 100 100 100 100 100 100]d_ Bacterlp Chlamic Chiamio Chlam{f Chlamg Chlam{s Chlamydia muridanm

ASVY0T 100 100 100 92 42 54 18]d_Bacterlp Bacilolc Closirido Lachndi LacindlgLacrim{NA Fiter. bootstrap Score =50
ASVH08 10 100 10 100 98 46 46]d Bacterlp Bacter|c Bacterfo Bacterff MuribafNA NA Filter: bootsirap Score >=5]
ASVI09 100 100f 100 2 16 16 16]d_Bacterlp Bacilolc _ClostridhA NA NA NA Filter. bootsirap Score == 50
ASVI10 1000 f00f 100f 100 94 A 40]d Badeﬁg Eacillo|c Closﬁo Eubag!f OstillodgVescimNA Filter. bootsirap Score == 50
ASVIN 100 96 8 83 82 2 15]d_Bacterip Bacilojc_ ErysipdoErysipdf ErysipglNA NA Filter: bootstrap Score == 50
ASVY12 100 100 100 100 100 100 100[d_Bacterlp Spiroclc Spiractfo Spirocki Treporfg Treporls Treponema berinense

ASVY13 100 100 100 a7 a7 47 47[dBacterlp Bacilolc ClosiridoLachndf_Lachno[NA NA Filter: bootstrap Score == 50
ASV914 100 100 100 i 7 3 13ld_Bacterlp Bacilofc Clostido Fubac{\A NA NA Filter: bootstrap Score == 50
ASVA15 0] 0] 00l 0] 100 4 47]d_Bacterlp Bacilolc Clostido_Lachndf_LachndlNA NA Filter: bootstrap Score == 50
ASVI16 100 100f 100Q 100p 100 2 f1fd Bacterlp Bacter|c Bacterfo Bacter(f PrevotdNA NA Filter. bootsirap Score == 50
ASVOT 100 100 100 100 100 100 73|d Bactep Spioclz Sproco Spirock Treponlg Treporls Treponema brennaborense
ASVY18 100 100 100 100 100 100 84ld Bacterlp Baciloc Clostido Lachndi Anaerolq Anaerds  Anaerofignum_aminivorans
ASV919 100 100 % 96 i 45 454 Bacterlp Bacilolc Closkido Fubacti OscillogNA NA Fiter. bootstrap Score =50
ASV920 100 100 100 100 100 il] 2910 BacterlpBacterlc Bacterdo Baclerff Prevoldg  SegatdNA Filter: bootstrap Score == 0
ASVEA 100 100 100 100 100 a7 §1|d_Bacterlp Bacilolc Clostido Fubaclf Osciloda_Vescinls_Vescimonas coprocola

ASVI22 1000 100f 100 [3] 83 52 30]d_Bacterlp Beciloc_Clostrido Lachndi Lachnolg _Lacrim[NA Fiter. bootsirap Score == 50
ASVIZ3 i ol d] ol o] & 12|d_Bacterlp Bacilolc Closirido Lachndi LacinolA  [NA  [Fiter bootsirap Score >=50
ASVI24 001 00 i00p 100 6 50 501d Bacterp Bacilolc Clostido Fuback Oscilodg § [Clostidium] viride

ASVZ5 imf ol o [ I 20[d_Bacterlp Bacilol Clostido_Lachndf LachnNA [N [Fitter: boolstrap Score »= 50
ASV26 100 18 75 28 14 10 4fd Bacteﬁg Eacillolc Cbsﬁ HA NA HA NA Filterbootsirap Score >= 50
ASVIZT 1000 f00f f00f 100 89 8 89]d_Bacterip Bacilojc Clostigo  Eubacyf g_Gemm|s_Gemmiger formicilis

ASVI28 100 a7 g1 53 16 14 12]d_Bacterlp Bacilolc Clstrido EubaciNA NA NA |[Fitter bootsirap Score =50
ASV92 100 100 100 100 14 74 74|d Bacterlp Bacilolz Ensipdo Erysindf  Coproblg Longibls Longibaculum muris

ASVI30 100 100 100 100 100 100 40ld_Bacterlp Bacilolc Clostrido Fubacli Clostidg  ClostilNA Filter: bootstrap Score == 50
ASVE3 100 91 ] 2 0 Pl 20|d_Bacterlp_Pseudfc Alphap|NA NA NA NA Filter: bootstrap Score == 50
ASVI32 100 87 8 2 32 30 1[0 Bacterlp Bacilolc_ClostifA NA NA NA Filter. bootsirap Score == 50
ASV933 100 100 100 100 17 il 17]d_Bacterlp Bacilolc _Clostriqo Fubaclf Oscilodn VescinlhA Filter: bootstrap Score == 50
ASVIH 100 100 100Q 100p 100p 100 95ld Badeﬁp Eacterlc Bacterﬂo Eacterif Rikenelg Alistipﬂs Alistipes communis

ASV9%5 0 ol qo] ool 0] = 26[d Bacterlp Bacllolc Clostido Lachndf LachnlNA  [NA  |Fitter bootstrap Score == 50
ASV936 100 100 100 100 100 100 1001d Bacterp Bacilolc Clostido  Fubac Oscilodg Rutherls Ruthenibacterium lactatiformans
ASVATT iml ol d0]  d00 6 2 2[d Bacterp Bacilolc Clostijo Fubacl OscllofNA ~ [NA  [Fitter: boolstrap Score »= 50
ASV938 100 100 100 99 12 f1 22|d_Bacterlp_Bacilolz_Clostido Fuback Oscillodg_ VescinlNA Filter: bootstrap Score == 0
ASV39 100 100 100Q 100p  100p 100 47]d_Bacterlp Bacilofc Bacili Jo_Lacioblf Laciobd LimosifNA Filter: bootsirap Score == 50
ASVM0 0 0 1 ] [ i 24 Bacerp Bacilolc Clostido Lachndf LachnofNA NA Filter: bootstrap Score == 50
ASVa4 000 00l 0] 0] 100]  100]  100]d Bacterlp Bacilolc Clstido Eubacti g_Flintibgs _Flintibacter butyricus

ASV942 100 100 100 100 100 100 67]d_Bacterlp Bacilofc Clostido Eubaclf Clostidg _Clostids _Clostridium moniiforme

ASVI43 100 100 100 100 100 il 26]d Badeﬁp Bacter|c Bacterao Bacterf Preuﬂg SegatéNA |F||ter: bootsirap Score =50
ASVA44 ol 100 0] qo0] 0] 68]  55ld Bacterlp Bacter|c Bacterfo Bacterli Prevoidy Sesatds Segatella copri |

ASVM45 0] 0] 00l 0] o0l 100 61]d Bacterp Pseudlc Gammlo Moraudf Moraxelg Psychrls Psychrobacter pasteu

A3V346 1 T I ] [ 78 78[d_Bacterlp_Bacilole_Clostido_Lachndi_Lachnofg_Acetatls_Acetaffactor murs

ASVIT 100] 1000 100] f00]  100]  100]  100)d Bacterlp Bacilolc Bacili [o Lacioblf Lactobdg Limosils Limosiactobacilus reuter
A3V348 il ol qol ool o] 4 2|0 Bacteip Bacter{c Bacterjo Bacteri PrevodNA  [NA [Fitter bootstrap Score == 50
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(AS\VO49 00 00 00 100 100] 45 45]d_ Bacte: C ﬁ'lnif Lachnof NA A booistrap Score == 50
(AS\VI50 00 00 00 100 1@' 4 40]d_ Bacte: C Lachngf Lachno{ NA A : bootstrap Score == 50
[ASVI51 00 00 00 EE] 99 7 7]d__ Bacte: C ) Lachndf__LachnolNA A booistrap Score == 50
[ASVE52 00 00 00 100 100 4 84|d_ Bacterlp Bacillojc i Eubac§f Oscillodg_ Angelds Angelakisella_massiliensis
ASVI53 100 99 99 98 96 96 61]d Bactegg Bacilio]c Clostido Eubac{f Aristae{q Ar\staas Aristaeella lactis |
(ASVI54 100 100 100 100 96 28 22|d_ Bacterlp Bacterdc Bacterqo Bacterff MuribaqNA NA Filter: bootsirap Score == 50
(ASVI55 00 00 00 00 00 100 88]d_| Spirocc Spirocii__Treponig TreporF Treponema_bryantii
(ASVI56 00 00 00 00 00 38 27]d_ Bactel Bacterfc jo__Bacter{f PrevotdNA NA |Fi|ler: bootstrap Score == 50
ASVI5T7 00 00 00 00 00 92 91|d_ Bactel Bacilloj Eubacqf Osci\ltag Oscillias QOscillibacter valericigenes
(ASVI58 00 00 00 00 00 100 100]d Pseud Entero]f  Enterofjg Klebsids Klebsiella pneumoniae
ASVI59 00 00 00 00 93 93 61]d Bacillo Lachngf__Cellulo: Cellulojs__Cellulosilyticum_lentocelium
AS\VOE0 00 10 4 3 3 E] 3ld | NA MA NA Filter: bootstrap Score == 50
ASVIE1 00 00 00 24 14 14 13]d p__Bacillo NA NA NA |Filter: bootstrap Score == 50
ASVI62 00 00 00 00 100 100 100|d__Bacterip C Eubacyf Oscillog_ Vescinls_Vescimonas_fastidiosa
ASVI63 00 00 00 00 100 100 100[d D C Selenolf _Selenofg Schwals Schwartzia_succinivorans
(ASVO64 00 00 00 00 8 85 51|d_ Bacternlp C Lachngi Cellulodg_ Cellulefs  Cellulosilyticum_ruminicola
ASV965 00 00 00 81 42 420d_ | p C _achnaf LachnofNA NA [Filier: booistrap Score == 50
AS\VOE6 00 a7 95 53 10 7ld D C EubaciNA NA NA |Filter: bootstrap Score = 50
(ASVO6T 00 100 100 100 100 57 57]d D C Lachngf Lachnojg  Wansys  Wansuia hejianensis
(ASVOGE 00 86 86 86 63 2 271d D ic Deferrilf  Geovib]NA |NA |Fi|ter: booisirap Score == 50
AS\VOED 00 100 100 100 100 62 50|d__ Bacterip C Mitsuols__Mitsuokella_multacida
AS\VAT0 00 100 100 100 100 24]d__Bacterip C NA Filter: bootstrap Score == 50
ASVIT1 100 100 92 91 40 40 40|d D C NA NA | Filler: bootsirap Score == 50
(ASVOT2 100 100 100 100 88 64 41]d D C Eubacyf [+] Intesti[]NA Filier: bootsirap Score == 50
ASVIT3 00 71 5_2| 52 49 18 13]d D C ErysipgNA IA A : booistrap Score == 50
(AS\VG74 00 100 100 EE] 3 42 20]d D C Lachndf Lachno{ NA A bootstrap Score == 50
ASVOT! 00 86 85 1 0 (3] Gd D C Lachndf__LachnojNA A : booistrap Score == 50
ASVT! 00 100 100 2 2 20 14]d | D C _amnaf LachnofNA A Filter: bootstrap Score == 50
ASVOTT 00 100 100 100 100 79 76|d_ Bacterlp  Pseuddc Gammjo_ Entero|i Enterofjg Eschejs Escherichia_fergusonii
ASVOT78 100 100 100 100 97 53 59|d _ Bacterlp Bacterdc Bacterqo Bacterff Muribadg Param|s Paramuribaculum_intestinale
(ASVI79 100 100 100 100 100 100 42]d Archagp Methajc Metharjo  Methaff Methan{g MethaNA |Filter: bootstrap Score == 50
AS\V280 00 a1 76 67 29 23 25]d illo]c. i EubaciNA NA NA |Filter: bootstrap Score == 50
ASVE81 00 00 00 100 100 100 92|d_| c Eubacff _Aristaedg Aﬂstais Aristaeella_hokkaidonensis
ASVI82 00 00 00 98 98 L 36|d C Lachnojg Lacrim|NA Filter: bootstrap Score == 50
ASVI83 00 00 00 00 00 34 71]d C Segatqs Segatella baroniae
(ASVI84 00 00 00 00 00 44 37|d C Filter: bootstrap Score == 50
(ASVO85 00 00 00 00 00 [i: 25]d_| C Filter: bootstrap Score == 50
ASVI86 00 00 00 00 00 7 53[d [ Desulidg__Desulfi{s__Desulfovibrio_litoralis
[ASVO8T 00 00 00 00 00 100 87|d £ Trepon|g TreporF Treponema_bryanti
AS\V938 00 a7 | 21 18] 11 11]d C NA NA [Filter: booistrap Scare >= 50
|ASVO89 00 00 00 100 100 100 100|d C g Flim\bqs Flintibacter_butyricus
980 00 00 00 27 14 12 10]d C NA NA Filter: bootstrap Score == 50
991 00 00 00 100 100 100 100]d C Lactobdg  Limosils  Limosilactobacillus_reuteri
992 00 91 73 73 73 60 60]d c Exsi@g Breznds Breznakia blatticola
093 00 00 00 100 100 100 W_ c f_Microcdg_Rothia|s_Rothia terrae |
V994 00 00 00 100 @' 98 69|d C Bacter{f Muribadg_Duncafs__Duncaniella_muris
S\Vags 00 00 00 06 96 06 80]d C Eubaclf Aristaedg  Aristags Anstaeella_hokkaidonensis
V96 00 00 00 100 100 53 46]d C Lachngf Lachnolg  BlautigfNA Filter: bootstrap Score == 50
ASVO97 00 00 00 100 100 92 83|d C Pepm%f Anaerolg_Lentihds L entihominibacter faecis
(AS\VO98 100 100 100 100 95 45 45]d C Bacteryf_PrevotdNA A Filter: bootstrap Score == 50
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ASV9%9 000 0 f o] 1w £0 Bacterlp_Bacilolc_Clostido_Lachndt_Lachndlg_Jutong|VA Filter: bootsirap Score == 50
Asviooo] o0l d00] 100 % % 12 Bacterlp Bacilofc Closrido Lachndi LachngfNA ~ [NA [Fitter: bootsirap Score =50
ASV1001 1000 100 1oof  q00]  00] 100 Bactenlp _ Actinolc_ Actinorjo Mycob{fCorynefg CoryndNA Filter: bootsirap Score >= 50
asviooz] o0l qo0] 100 ] 08 20 Bacterlp Bacilofc Clostido Lachndi LachnlA  [NA [Fitter bootsirap Score =50
ASY1003 100 99 % % 66 23 Bactenlp Bacilolc _Erysipdo Erysipdf  Coprob{hNA NA Filter: boofstrap Score »= 50
ASY1004 100 99 ] 84 4 42 Bacteap Eacillo|c Cbsﬂ' o Lachnif LachnaNA NA Fitter: bootsirap Score »= 50
asvioos] o0l qo0] 0] qo0]  qo0] 400 Bacterlp Bacter{c Baclerlo Baclerlf Frevoidg Segatds Segatela copri |

ASV1006 1000 100 o0 00 49 [ Bacterlp Bacterlc Bacterlo Bacterlf Muribafg Sodalils Sodaliphilus pleomamphus
ASV1007 100 93 82 40 N 2 Bacterlp Bacilofc _ ClosiridNA NA NA NA  [Fier: boostrap Score »= 50
ASV1008 000 o0 ool o0l 100] o0 Bacterlp  Actinolc Actinorlo Mycobdf Dietziadg Distzials Dietzia cinnamea|

Asvioos | 00l 100 9 83 £ [ Bacterlp Bacilolc Clostido Eubacli Aristaedy Aristads  Anstaeella hokkaidonensis
ASV1010 100 100 100 100 100 100 Bacteﬁg Bacillolc Bacilli |o Lactoblf Agrocoo Ruof%s Ruoffia tabacinasalis

ASVI011 100 100 100 i B4 Hi Bacterlp Bacilofc Closirido Lachngf Lachno{NA NA |F||ter: bootstrap Score >=50
asvioiz] o0l q00] 100 ] ] 70 Bacterlp Bacilolc Clostrido Lachndi Lachndlg Lachnds [Clostidium] scindens

ASV1013 100 100 100 100 2] 32 Bacterlp Bacterlc Bacterdo Bacterlf MurbaflA NA Filter: bootsirap Score == 50
ASV1014 100 84 8 2 Py 17 Baterlp_Bacilofc QbstridNA NA NA NA Fitter: bootsirap Score »= 50
ASY1015 100 100 100 100 100 17 Bacterlp Bacilolc Clostido Eubaclf Osciledg Ruminds  Ruminococcus bromil

Asvioig] o0l q00]  qo0] w0 % 57 Bacterlp BacilofcClosfrido Eubacli g InfesifNA  [Fiter: bootstrap Score == 50
ASVI01T 100 100 100 9 B4 19 Bacterlp Bacilolc 5bsirido Lachnaf _Lachno{NA NA Filter: bootstrap Score »= 50
ASY1018 100 a7 78 8 8 8 Bacterlp _Bacilofc _ ClostighA NA NA NA Fitter: bootsfrap Score == 50
ASVi018] 100 90 90 [ gl 1 Bacterlp Bacilolc Bacili [o Bacilzli BaciledNA  [NA  [Fitter bootsirap Score »=50
ASV1020 1000 0o 10 71 1] Bactenlp Bacilolc_ Clostrido Fubaclf Oscillodo 5 [Clostridium] leptum

ASV1021 100 100 100 100 88 H Bacterlp Bacilolc Clostiido Fubaclf OscilledlA NA Fitter: bootsirap Score »= 50
ASV1022 100 3 i 3 3 35 BacterfNA NA NA NA NA NA Fitter: bootsirap Score == 50
ASV1023 100 100 100 100 100 100 Bacterlp _BacilofcBacili o Lactobli Laclobdg Limosils _Limesifaciobacilus_reuter
ASY1024 100 84 68 10 ] i Bacterlp Bacilofc  ClostridhA [NA NA NA [Fiter: boatstrap Scare »= 50
ASY1025 100 100 100 100 100 100 Bacterlp _Spiroclc _SpiroctioSpirocki Treponfo Treporls Treponema peruense

ASV1026 100 100f 100 100 0 50 Bacteﬁg Bacter{c Bacterdo Bactenf Mun'baag Sangels Sangeribacter muris

AsV1027 100 100 100 100 100 f1 BacterlpBacilolc Cbsﬁ'o Eubacf Oscilodg  Oscillifs  Oscillibacter valericigenes
ASY1028 100 100 100 ] % 45 Bacterlp _Bacilolc _Clostido Lachndf _Lachno[NA NA Fitter: bootsfrap Score == 50
ASV1029 100 100 100 100 84 i BacterlpBacterlc Bacterdo Bacterlf MurbaflA NA Filter: bootsirap Score == 50
ASV1030 100 100 100 100 100 100 Bacterlp_Bacterfc Chitingjo_ Chitinglf_Chitinofq__Sedimils_Sedimininacterium_saimoneum
ASV1031 100 100 100 100 100 100 Bacterlp Bacilolc Clostido Lachndf Lachnofo Rosebfs Roseburia intestinalis

ASV1032 100 17 R B Bl 2 Bacterlp BacilofNA NA NA NA NA Fitter: bootsirap Score == 50
ASV1033 100 100 100 100 100 100 Bacteﬁp Bacter'c Bacterao Bacterli Odoribdg_ ButyrigiNA Fitter: bootsirap Score == 50
ASY1034 100 100 ] 9 9 a7 Bactenp Bacilojc Erysipgo Erysipdf Erysipelo Amedifs Amedibacillus hominis

asvioss] o0l qo0]  qo0]  o0] 100 45 Bacterlp Bacilolc Clostrido Lachndf LachnolNA ~ [NA [Fitter: bootsirap Seore =50
ASV1036 000 10f o i 2 Bactenlp_Bacilolc Clostrido_Lachndf_LachnofNA NA Fiter: bootsirap Score >= 50
asviosr] o0l q00] o0 [ 19 1 Bacterlp Bacilolc Clostrido Lachndf lachndlg BlautialA  [Fifter bootstrap Score =50
ASV1038 1000 100 oo 00 100 0 Bacterlp Bacilolc  Closfrido Lachndf Lachnelg  Coprods  Coprococcus catus

Asvig] o0l qo0]  qo0] o0 400 [ Bacterlp_Bacilofc_Clostrido_Lachndi Lachnlg _Kineotls _Kineothrix alysoides

ASVI040 000 ol 1m0 % 45 g Bacterlp Bacilolc Clostrido Lachndf LachnofNA NA Filter: bootsirap Score == 50
] T . D S I Baterlp Bacilofc CostridNA  [NA INA  |NA |Fiter bootstiap Score =50
ASV1042 100 100 100 100 100 f4 Bactenlp Bacilojc Clostrigo _Lachndf Lachnolg Luxibafs Luxibacter massiliensis

A3V1043 100 100 100 100 100 83 BacterlpBacilojc  Closirido Lachngf Lachnolg  BlautigfNA Filter bootstrap Score »= 50
ASY1044 100 100 100 100 100 41 Bacterlp _Bacilolc _Clostido Lachndf _Lachno[NA NA Fitter: bootsfrap Score == 50
ASV1045 100 100 100 100 100 100 Bacterlp Bacterlc Bacterlo Bacterlf Rikenelo Alistinds  Alistipes_okayasuensis

ASV1046 100 100 100 100 100 94 Baterlp_Bacilofc Qbsirido LachndiLachnolg Coprods  Coprococcus_comes

ASVI04T 1000 1o qoof o0l 100] 100 Bacterlp Bacilole Clostrido Lachndf Lachnelg Jingyads Jingyaoa shaokingensis
Asvidg ] o0l doo] 0] qo0]  qo0[ 400 Bacterlp Bacilofc Negafilo Veillonfi Veilondg  Megasls Megasphaera elsdenii
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ASVI049 000 ol il 100 & il 610 _Baceip_Bacllolc_Chostido_Eubadl] q_Intesiirls _Intesfinimonas fimonensis
ASVI050 100 100 100 100 9% 83 93| Baceip_Bacilofc C_lostlido Eubacli Oscillodg_Lawso|s_Lawsonibacter asaccharolyticus
ASV1051 100 100 100 4% 95 74 73ld_Baciep Bacilolc ClostidoLachndf Lachnel  Anaerds  Anaerostipes bufyraficus
ASV1052 100 100 100 88 i 2 2ld Baceip Bacilofc Clostido  Eubacli HA NA Filter: bootstrap Score ==50
ASV1053 100 100 9 i 95 28 28(d Bacteap Bacillo|c Chsﬁo Eubaggl OscilloiNﬁ. NA Filler: bootstrap Score »= 50
ASV1054 100 100 100 82 82 a0 17{d_Bacierlp Bacilolc_Clostriqo Lachngi Lachnolg  Lacrim{NA Filter: bootsfrap Score ==50
Asvioss| 0] qo0]  doof 100  fo0[ 100  100|d Bactenp Acinodc Corioblo Coriobli Kribbibfy Granulls Granuimonas faecalis

ASV1056 100 92 0 g2 92 89 47ld Bacterlp Bacilofc Bacili o Lactobff Lactobdg LigilacF'NA Filter: bootstrap Score == 50
ASV1057 100 100 100 100 18 11 Old Bacteilp Baclerdc Bacierdo Bacter{NA NA NA Filter. bootsfrap Score ==50
ASV1058 100 100 10 100 100 100 45]d Bacielp Bacierdc Bacterlo Bacterlf Rikenelg AlstipdNA Filter: bootsfrap Score ==50
ASV1059 100 1000 100 1000 100 100 47)d_Bacienlp_Bacilofc Bacili o Lactoblf Lactobd LimosilNA Filter: bootstrap Score == 50
ASV1060 100 100 100 100 100 100 501d Bacteﬁg Bacillolc Bacill |0 Lactob|f Lactobqq Limoails Limosilactobacilus_ors

ASV1061 100 100 100 100 100 84 37)d_Bacleilp Bacler{c Bacterdo Bacterl Bacterdq Bacter|hA Filter: bootstrap Score ==50
pavioez|  100] ool toof ool 100 100 30ld_Bactenlp_Acinoc_Actinoro_Mycoblf _Corynefg_ConyndNA  [Fiter: bootsirap Score »=50
ASV1063 100 1000 100 000 100 100 92|d_Bacterlp_BacillolcBacili Jo_Lactoblf Laciobdn Lactobls Laciobacilus kalisensis
Asviogd| 0] qo0] 100 W ®» 3] 39)d_Bacenp_Bacilolc_Clostnido_Lachndf_LechnNA  JNA [Fifler: bootsirap Score »=50
ASV1065 100 100 100 100 100 Il 71|d Bactep Bacilolz Clostido Lachndf Lachng Kineotfs  Kineothrix_alysoides

psvioes|  100] 1w E I ] Old_Bacierp_Bacterl BacterlA  JNA  [NA[NA[Fifler bootsfrap Score =30
ASVI06T 000 ol ol ol 000w 83ld Baclerlp Bacilolc Clostido Lachndi Lachndlg Anaerds  Anaerabutyricum soehngeni
ASV1068 100 100 100 100 84 3B B0 Bacedp AdinofcAcinoroMicrocli Inirasp{NA NA Filter: bootstrap Score == 50
ASV1069 100 100 100 100 91 2 4Jd Bacedp Bacer{c Bacterdo Bacterlf MuribadNA NA Filter: bootstrap Score ==50
ASV1070 100 100 100 100 100 84 94fd Bacterlp Bacilofc Clostido Lachndt Lachnelg  Sporof]s  Sporofaciens muscul

ASVIOT! 100 1001 100 1000 100 100]  100ld_Bactedp Bacilolc Clostido Eubacli Acutailg Acutalfs Acutalibacter intestini

ASV1072 100 100 100 g7 g7 3 3ld Bacterlp Bacilofz Clostrido Lachndt Lachno{NA [NA Filter: bootsfrap Score ==50
ASV1073 100 100 100 100 74 67 3d_Bacep Bacilofc Clostido Fubacli 0 IntesiirfNA Filter: bootstrap Score ==50
ASV1074 100 100 100 & 9 26 26ld Bactep Bacilol: Clostido Lachndf Lachn]NA [NA Filter: bootstrap Score == 50
ASV1075 100 100 100 100 9 61 B1]d Baceip Bacerlc Baceo Baclerlf Muibalg Paramls Paramuribaculum intestinale
ASVI76 100 1001100 g5 85 3 320d Bacteﬁg Eacillolc Cbsﬁo Lachnglf LachngiNA NA Filler bootstrap Score »= 50
ASVIOTT 100 99 % 52 14 8 8]d_Bacterp_Bacilo|c_Clostriqo_ FubaciNA NA NA Filter: bootstrap Score == 50
asviore[ 100l 100l foof oof 100  100] 100[d_Bacterlp Bacilolc Erysipdo Erysipdf Erysipelo Hokderls Holdemanel porc

ASVI0T9 100 100 9 [ [ 45 46]d Baciep Bacilolc Clostido Eubacdf OscilodNA NA  |[Filler: bootstrap Score == 50
ASV1080 100 100 100 100 100 100 88]d Bacterlp Bacilo]c N_egaﬁio Veilon|f Veilondg Veillonfs  Veillonella parvula

ASV1081 100 100 100 16 16 21 Ald Bacterlp Bacilolc Clostrido Lachndt Lachno{NA NA Filter: bootsfrap Score ==50
ASVI082 100 1000 100 B 17 16 16]0_Bacterp_Bacilolc_ClostigNA NA NA NA Filter: bootstrap Score == 50
ASV1083 100 1001 100 100 16 2 250d Bacteﬁp Bacillolc Chsﬁo Eubaal OscilloiNA NA Filler: bootstrap Score == 50
ASV1084 100 84 4 81 b4 32 32|d_Bacleip Bacilolc  Clostrido  Eubaclf  AcutalifNA NA Filter: bootsfrap Score ==50
Asvioes| 0] o0 doof @8] @l @]  98ld Backedp Acinodc Corioblo Coriobli Coriobdu Pavinds Parvibadter cascicola

ASV1086 1000 100] 100 o [ o8 98ld_Baciep_Bacilolc Clostido Lachndf LachnelgLachnds [Closiridium] aminophilum
ASVI087 100 100 % 72 43 42 3|0 Bacedp Bacilolc Clostido EubaclNA NA  [NA  |Filler: bootstrap Score = 50
ASV1088 100 100 100 100 [ [i3 51[d Bacterlp Bacle{c Bacterdo Bacterdf Muribadg Duncals Duncaniela dubosi

ASV1089 100 100 100 100 100 4 Mld Baclerp Bacilolc Clostido Lachndf LechnglNA NA  [Filer: bootstrap Score >= 50
ASV1090 0 ol ool 0ol 1m0 78 78ld Bacterlp Bacilolz Clostido Lachndi Lachndlg  Coprods  Coprococcus comes

asvioat| 0] qool  doo] 4] s A 21]d_Bacedp Bacilolc Clostigo Lachndi LachneNA  [NA  [Fiter: boolstrap Score >= 50
ASV1092 100 100f 100f {00] 100p 100j  100d Badeﬁg Eacter‘c Bacterao Eacter'f Bacierdg Phocals Phocaeicola yulgatus

ASV1043 100 13 52 52 52 5 hld_Bactenlp Bacilojc Erysipdo Erysipgf  ErysipglNA NA Filter. bootsfrap Score ==50
ASVI084 100 100 100 &8 98 15 4ldBacterlp_Bacillolc C_lostlido Lachndi_ LachnNA NA Filter: bootstrap Score == 50
ASV10% 1000 100] 100 [ % 5 20|d_Bacielp_Bacilolc_ClostidoLachndf Lachnolg_ Lacrim{NA Filter: bootstrap Score »= 50
ASV1036 100 100 100 100 100 100 100[d_Bacterlp Bacilolc Negafilo Acidanlf Acidan{g Phascds Phascolarciobacterium succinatutens
ASVI097 1000 o[ toof  t00] 1000 100]  100)d Bactenp Bacilolc Negafifo Acidanlf Acidamlo Phasc{s Phascolarctobacterium succinatutens
pavioes | 100] ool toof ool 100 100 87]d Baclerlp Bacteddc Bacterdo Bacterli Bacterdg Phocads Phocaeicola faecalis
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NA Filter: bootsirap Score == 50

NA Fiter: bootstrap Score == 50

Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA~ |Fifter: bootsfrap Score »=50

5 Sinanaerobacter chioroacetimidivorans

NA Fiter: bootstrap Score == 50

NA Filter: bootsirap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA~ |Fifter bootsfrap Score »=50

NA  |Fifter: bootstrap Score >= 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

Fiter: bootstrap Score == 50

ASVi08 100 100 p] 2 2 14 8ld_Bacterp_Bacter{NA A NA NA

ASV1100 100 68 pa pi] pE 4 3fd_Bacterip Bacilo]NA NA NA NA

ASV1101 100 00 100 100 b7 b7 34]d_Bacerlp Bacilolc _Clostido Eubacli_Acuailg_AcutaiiNA

ASV1102 100 100 100 100 9 e 78ld Bacterlp Bacilolc Clostrido Lachndf Anaerclq Anaerds Anaerofignum amirivorans
ASV1103 100 100f 100 100f 100 100 98d Badeﬁp Baci\lo|c Chsﬁo Eubaglt Closhig|g Clostrigs _Closridium chariatabidum
ASV1104 10 100 100 100 100 100 820 Bacterlp Bacilojc ClostidoLachndf Anaerclg Anaerds  Anaerotignum aminivorans
asviios | o0 0l 100l o0 q00] 100 ]d Bacterlp Soioclc Spioctio Spiroclf Treponlg Treporfs  Treponema panum

ASV 106 100 0 74 1 i ] 8ld Bacterlp Bacterlc Bacerlo Bacter{NA NA

ASV1107 100 98 e a7 a7 2 20[d_Bacterip Bacilolc_Clostido _Lachndi_LachnalNA

ASV1108 100 100 100 i 2 2 11|d_Bacterlp Bacilo]c_Clostrido Lachndf LachnglNA

ASV1109 100 100 100 100 100 100 62[d_Bacterlp Bacerlc Bacierdo Bacterlf Rikenslg Alistipds  Alistipes shafii |
ASVI110 100 00 100 2 9 27 27id Bacteﬂp Baci\lolc Chsﬁo Lachnﬂr LachnﬂNA

ASVI1 100 00 100 g7 % 7 7{d_Bacterlp_Bacilo ChostridoLachnd LachnolNA

ERE I L T . 52| 50ld_Bactenlp Bacilofc Clostido_Eubackf Acutaiy_Acutdils _Acutalbacter caecimurs
ASVI113 000 f00f 1000 00]  100] 1m0 74|d Bacterlp Bacilolc Bacli o Bacilalf Paenibfg Brevibs Brevibacilus reuszer
EE T A o 79 67| 5ald_Bacterlp Baclolc Cosiido_Lachndi_Lachnclg Faecals Faecalicafena oiofica
ASV115 000 0f 1000 00f 100 9 71|d_Bacterlp Bacilolc Clostido Lachndf Lachnclg Rosebls Roseburia inulinivorans
ASY1116 10 100 ] g 8 80 751 Bacterlp Bacilolc Qlosirido Eubacti Oscilodg Anaerds  Anaerotruncus colihominis
ASVITT 100 [ 81 26 16 16 12d_Bacterlp Bacilolc ClostigNA NA NA

ASY1118 100 100 100 100 48 74 74]d Bacterlp Bacilolc Clostido Peotod Anaerolg Sinand

ASVI119 100 100 100 100 100 2 16ld_Bactenlp Bacterlc_Baciero Bacterlf Frevoig A

ASVI120 100 100 100 100 100 42 Old_ Bacterlp Bacterlc Bacterdo Bacterlf PrevotdNA

ASVI1 100 100 100 100 100 100 100]d_Bacterlp Bacillolc_Bacili [0 Lactoblf Aerocolg Aerocds  Aerococcus viridans
ASV1122 100 a7 i ] a0 2 2|d_Bacterlp Bacilo]c_Clostrido_LachndfLachng]NA

ASV1123 100 4 B3 25 pl ) 18ld_BacterlhA NA A NA NA

A3V 1124 00100 [ ] g 8 4fd Bacterlp Bacter|c Bacierlo Bacter{NA NA

ASV1125 100 94 43 2 18 18 18]d_Bacterlp Bacilofc Clostighia NA NA

ASV1126 100 08 40 26 i i1 11ld Bacteag Baci\lo|c Cbsﬁ HA NA HA

ASV1127 100 100 100 92 82 17 17]d_Bacterlp BacilojcClostriqo Lachngf LachngNA

Asvia ] il g0l ] 1w g i 97]d_Bacterlp_Bacilolc_Chostido_Eubaclf q_Colidels Colidextrinacter massiliensis
ASV1129 100 100 100 100 100 100 98]dBacterlp Bacilolc Bacli o Lactoblf Laciobdg Limosils Limosiaciobacilus_ mucosae
ASV1130 100 100 100 100 ] il 7i[d_Bacterip Bacilolc C_losirido Eubacyf_Oscilodg Nealeds  Neglecfibacter fimonensis
ASVI13 100 100 100 100 100 100 100]d_Bacterlp Baciloe_Clostrido Fubaclf Osciloda 5 [Eubacterium] siraeum
ASV1132 100 100 100 100 100 100 100]d_Bacterlp Bacilolc Clostido  Eubaclf q_Hintitgs Flintibacter butyricus
ASV1133 100 9 g7 £5 55 4 4fd Badeﬂp Baci\lolc Chsﬁo Lachnﬂt LachnaNA

ASV1134 100 00 100 00f 100 3 24[d Bactenlp Bacilofc Chostido Lachndf LachnlNA

ASV1135 100 75 5 5 58 3 3ld_Bacterlp Bacilolc Erysipdo_Enysipdf _ErysipelNA

ASV1136 10 100 10 100 &8 [ 61]d Bacterlp Bacilolc Chstido Eubaclf Oscilofg Lawsols Lawsonibacter asaccharoyticus
ASVI13T 100 100 100 100 100 100 100[d_Bacterfp Bacilolc Closido Eubaclf Oscilodg Ruminds Ruminococcus champanellensis
ASV1138 100 i [ 17 2 1 (ld_Bacterlp Bacterlc Bacter{NA NA NA

ASVI13 100 100 % 9 ] il 7ild_Bacterlp Bacilolc_Clostido Eubacli Avistazlg_Avistaels Anstaeella hokkaidonensis
ASV1140 000 o[ 0] 00l 1001 1000 100]d Bactedp Bactedc Bacterdo Bactrlf Prevoidg Hallelds Hallela mizmahi |
ASV1141 100 100 g% 95 44 4 444 Bacterlp_Bacilofc_Clostido_ Eubac|NA NA

ASV1142 100 100 100 100 100 100 100]d_Bacterlp Bacilofc Erysipdo Erysipdf Emsi%g Holdeas Holdemanella parci
ASV1143 100 100 100 100 100 100 75]d Badeﬁp Baci\lolc Chsﬁ'o Eubacyi Aristas{q Aristads Anistaeella hokkaidonensis
ASV1144 100 86 i 3 5 10 8ld Bacterlp Bacilofc glosiridNA NA NA

ASV1145 100 100 100 9 ] 75 3|d Bacterlp Bacilolc Chostido Lachndf Lachnelg  Eisend

ASV1146 100 100 100 ] 89 3 34 Bacterlp Bacilolc Clostido _Lachndf LachnclNA

ASV1147 100 100 100 100 100 ] 20|d_Bacterlp Bacterlc Bacterlo Bacterlf Prevoldg  SegatdNA

ASV1148 100 i i li 7 7 7ld_Bacterlp Bacilolc_Clostighia A JNA WA

Fiter: bootstrap Score == 50
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ASV1149 1000 100] 100 9 o il 23]0_Baderp_Bacllolc_Chosido_LachndT_LachngNA NA  |Filter: bootstrap Score >= 50
ASV1150 100 100 100 100 100 ] 56]d Bacterlp Bacilole MNegailo Selendi Selenolg Mitsuols Mitsuokella muliacida

ASV1151 100 100 [ 98 49 Bl 23|d Bacterlp Bacter{c Bacterdo Bacier{NA NA NA Filter: bootsirap Score == 50
ASV1152 100 100 100 95 95 3 3|4 Bacterlp Bacilole Clostrido Lachndf LachnolNA NA Filter: bootstrap Score »= 50
ASV1153 100 100 100 90 el L] 431d Badeﬁp Adinoqc Coriobia Eggert|f Equertq AdlercrlNA Filter: boatsirap Score >= 50
A5V 1154 100 04 89 B 11 8 5ld_Bacterp_Bacilolc_ ClostrigNA NA NA NA Filter: bootsirap Score »= 50
ASviss | o0l o0 00 [ 08 79 701d Bacerlp Bacilolc Closirido Lachndf Lachnolg Acefatis  Acetatfactor muris

[A3V1156 100 100 100 04 o4 B 36|d_Bacterlp Bacilofc_Clostrido_Lachnd?Lachno{NA NA Filter: bootsfrap Score == 50
Asvitsr ] 0] 00 100 [ % 4] 44[d Bacterlp Bacilole Clostrido Lachndi Lachno[NA  INA  [Filter: bootsirap Score »= 50
A3V1158 100 100 [ 08 [ [ 390d_Bacterlp Bacilofc_Clostrido Fubactt_OscilofNA NA Filter: bootsfrap Score == 50
ASV1159 100 99 % 92 91 8 8ld Bacterip Bacilolc Clostrido Fubacki Clostidg  ClostifNA Filter: boatstrap Score »= 50
ASV1160 100 100 100 84 84 68 88|d Bacteag Eacillolc Chsﬁ' ] Lachnif Lachnag Medite|s Mediterraneibacter faecis
ASV1161 100 100 9 ] 04 9 80)d_Bacterip Bacilojc_Closirido  Eubacyi Aristae{g  Aristads  Anstaeslla lactis

A3V1162 100 100 100 82 g2 21 21]d Bacerlp Bacilolc Closirido Lachndi LachnolNA NA Filter: bootsfrap Score == 50
ASV1163 100 100 4 38 4 16 16]d_Bacterp BacterfhA  [NA NA NA NA Filter: bootsirap Score »= 50
ASV1164 100 100 100 Bl £l Bl 3|d_Bacterp Bacilofc _Clostigha A NA NA Filter: bootsirap Score »= 50
[A5V1165 100 100 100 16 76 b 5ld_Bacterlp Baciloc (Thstrido Lachngf  Lachno{NA NA Filter: bootsirap Score == 50
ASV1166 100 100 100 100 84 68 %|d Bacterlp Bacilolc C_losmdo Eubacli Oscilodg  Vescin{NA Filter: bootstrap Score »= 50
ASV1167 100 100 99 9 % [ 77ld_Bacterlp Bacilofc Clostido Eubactf Oscilodg Fumials _Fumia_xinanensi

ASV1168 100 100 100 100 100 [ 86]d Bacterlp Bacilolc Clostrido Lachndf Lachnolg Rosebfs Roseburia intesiinalis

ASV1169 00 100 100 100 7 28 27]d Bacterlp Bacilolc Bacili [o Bacilalf BacilaqNA NA  [Fier: bootsirap Score »= 50
ASV1170 100 100 100 100 100 100 94ld Bacterlp Bacilolc Clostide Fubactf Closridg  Clostrids  Clostridium chartatabidum

ASVI 171 100 04 8 4 1 1 12d_Bacteilp Bacilolc ClostigNA  [NA  [NA INA  [Filter: bootsirap Score = 50
ASV1172 100 100 100 100 i 53 53d Bacterp Bacilolc Clostrido  Eubacl Oscilodg 5 [Clostridium] viride

ASV1173 100 100 100 100 100 (i 4|d_Bacteilp Bacilolc Erysindo Erysipdi Erysipelg AmedilNA Filter: bootstrap Score == 50
A3V1174 100 100 100 100 78 45 45]d_Bactenlp_Bacilolc_ ClostridoFubacl  CscillodNA NA Filter: bootsirap Score »= 50
ASV1175 100 100 100 98 54 B §ld Baclerp Bacterfc Bacterfo Bacterdi Tanner]NA NA Filter: bootstrap Score == 50
ASV1176 100 100 100 100 100 81 81|d Bacterlp Bacilojc Clostiqo Eubacf Oscilodq Rumings Ruminococcoides bil

ASVITT 100 100 100 100 100 100 81)d Bacteap Bacillolc Bacil |0 Lactohlf Lactobdg Ligilacts _Ligilactobacillus apodemi
Asvi7e]  100[ 100l 0of 100 [ ] 93]d_Bacterip_Baciolc_Closirido_Eubac]f q_Coidels Colidextibacter massiiensis
ASVI179 000 100 100 [ 65 18 18]dBacterlp Bacilolc Clostrido Lachndf LachnalNA NA  [Filter: bootsirap Score »= 50
ASV1180 100 100 100 100 85 [ 58]d Bacterlp Bacterfc Bacterfo Baclerdi Baclerdy Bacter|s Bacteroides ndongoniae
ASV1181 100 100 100 100 100 40 16]d_Bacterlp Bacterlc Bacterfo Bacterl PrevotdNA NA Filter: boatstrap Score »= 50
ASV1182 100 2 p 2 22 2 2200 BacteriA A A A NA NA Filter: bootsirap Score »= 50
ASV1183 100 100 100 100 100 100 76]d Badeﬂp Bacillolc Bacil |0 Lactnh|f Lacto%g Laciobs Laclobacillus gassen

A3V 1184 100 100 100 100 % M 53|d_Bacterlp Bacilolc_Bacill |0 Bacilali Bacilady Baciluls Bacilus caccae

A5V1185 100 100 100 a7 87 43 3|d Bacerlp Bacilolc Closhrido Lachndf LachnolNA NA Filter: bootsirap Score »= 50
ASV1186 100 100 99 99 98 32 30d Bacterlp Bacterlc Bacterdo Bacterff MuribafNA NA Filter: bootstrap Score »= 50
ASV1187 100 99 47 a7 6 18 19]d_Bacterlp Bacilolc Clostido  Eubacli OscilodNA NA Filter: bootsfrap Score == 50
ASV1188 100 100 100 95 95 44 4ld Bacterlp Bacilolc Clostrido Lachndf  LachnalNA NA Filter: bootsfrap Score == 50
ASV1189 100 100 100 100 100 5 45|d Bacterlp Bacterlc PBacterdo Baclerli Muribalg DuncalNA Filter: bootsfrap Score == 50
ASV1190 100 100 100 100 100 100 98ld Bacterlp Bacilolc Clostido Fubactf Clostridg Clostrids  Clostridium massiiamazoniense
ASV1101 0] g0l 100 [ 89 5 58]d Bacerlp Bacilolc Closirido Lachndi Lachnoly Kineofls Kineothiix alysoides

[ASV1192 100 100f f00f 100p f00f 100 78ld Bacteag Eacillo|c Clostido Eubaﬂf Oscilodg Vescinls _Vescimonas fasfdiosa

A5V1193 100 100 100 100 100 72 72|d_Bacterlp Bacilolc Negafilo  Selendi Selenofg Mitsuols  Mitsuokella jalaludini

ASV1194 100 100 100 100 100 100 100[d_Bacterlp BacilofcNegafilo Acidanlf Acidam{o_Phascds Phascolarclobacterium_succinatutens
ASV11% 100 [ 8 87 g5 i 71|d_Bacterlp Bacilolc Erysipdo Erysipdf Erysiodlg Lactimls Lactimicrobium massiiense
Asviige ]  100[ 100l oof  foo] 100 7 72|d_Bacterlp_Becilolc_Closirido_Lachndt_Lachnola_Kineotfs _Kineothrix_alysoides

ASV1197 000 ool o0l 100 63 4 43]d Bacterlp Bacilolc Clostrido Eubacl OscilodNA  [NA  |Fiter: bootstrap Score == 50
Agviioa ] 0] 100 t00]  qoof  toof oo 05]d Bacterlp Themfc Desufifo Desulfff Desufidg Desulffs Desufovibio porc
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ASV1199 000 0] 100 [ 99 16 16]d_Bacterlp Bacilofc Clostido LachndfLachnolNA NA Filter: bootsirap Score == 50
ASV1200 100 100 100 a3 83 2 11]d_Bacterip Bacilolc Clostido Lachndf LachnolNA NA Filter: bootstrap Score == 50
ASV1201 000 0] 100 [ [ 11 11|d_Bacteip Bacilolc Clostido Lachndf Lachno{NA NA Filter: bootsirap Score == 50
ASV1202 100 100 100 100 100 100 Ud Achadp Methalc Metharlo Methalf Methanlg MethaNA Filter: bootstrap Score == 50
ASV1203 100 100 100 100 100 100 100]d Bacteap Bacter‘c Bacterﬂo Bacterlf Muribaig Sangels Sangeribacter muris

ASV1204 100 100 100 g8 88 25 24]d_Bacteilp Bacilolc Clostrigo _Lachndf Lachno{NA NA Filter: bootsfrap Score == 50
ASV1205 100 100 100 100 100 100 100[dBacterlp Bacilolc Negafilo Selendf Selenolg Selends Selenomonas bovis

ASV1206 100 100 100 100 100 11 620d_Bacterp Bacilolc Negafilo Selendf Selenolg  Mitsuols  Mitsuokella_ multacida

ASV1207 100 98, 8 9% 98 87 §7ld Bactedp Bacilolc Clostido Lachndf Lachnolg Lachnds [Clostridium] hylemonae
ASV1208 100 95 [ 70 4 20 15]d_Bacterly Bacilofc Clostido Eubac{NA NA - [NA Filter: bootsirap Score == 50
Asvi209] o0l ool 00l fo0]  00] 100 2ld Bacledp Actinodc Actinorjo Mycoblf Cornelg CoryndNA  |Filler: bootstrap Score == 50
ASV1210 100 59 4 62 62 25 2204 Bacte%g Bacillo|c Cbs# o_Lachnd_LachnofliA NA Filter: bootstrap Score == 50
ASV1211 100 78 £l B)l i 10 2{dBactenp_BacilojNA A NA NA NA Filter: bootsirap Score == 50
ASV1212 100 100 99 g3 54 3 3|d Bacterlp Bacilolc Clostido Eubacli NA A Filter: bootstrap Score == 50
ASV1213 100 100 99 9 99 [ 67]d_Bacterlp Bacilolc Clostido Fubaclf Oscilodg  Angeldls  Angelakisella_ massiiensis
ASV1214 100 100 100 100 8 4 41|d_Bacterlp_Bacilolc_Nepatilo Selendi SelenoftA NA Filter: bootsfrap Score == 50
ASV1215 100 100 100 100 100 100 46]d_Bactenp_Bacilolc_Closfrido  Eubac{i Anistaedn  AristagNA Filter: bootsfrap Score == 50
ASV1216 100 100 100 100 89 8 830 Bacterlp Bacilolc Clostrido Fubaclf Oscilodg Anaerds  Anaerotruncus colinominis
ASV1217 1000 100]  00]  100f 100 pi] 8ld Bacterlp Bacilolc Clostido Lachndf  Lachno{NA NA  |Filter: bootstrap Score == 50
Asvia8] o0l to0] o0 qo0] 00 ] 98d Bacterdlp Bacilo]c Clostido Lachndf Lachnolg Asathds Agathobacter rectals

ASV1219 100 89 8 B 12 11 11]d_Bacteilp Bacilolc_ClostighiA NA NA NA Filter: bootsirap Score == 50
ASV1220 100 g5 2] 50 16 15 13]d_Bacterlp Bacilofc Clostido  Eubac{NA NA NA Filter: bootstrap Score == 50
ASV1221 100 100 i i i 96 5ld Bactedp Bacilo]c Bacili |0 Bacilalf Staphylg Staphyls Staphylococcus pasteu
ASV1222 100 100 100 100 100 100 94ldBacterp Thermic Desufido Desufiff Desufidg Desulifs Desufovibio parci

ASV1223 100 100 100 100 95 58 58ld Bactedp Bacter|c Baclerdo Bacterlf Prevotdg Marseils Marseila massiiensis

ASV1224 100 100 100 100 100 95 77ld_Bacterp Bacilole Clostido Lachndf Lachnelg  Rosebls Roseduria intestinalis

Asvizas| o0l qoo] 00l f00] 000 100]  100ld Archadp Methafc Metharo Methalf Methanlg Methals Methanobrevibacter boviskoreani
ASV1226 100 100 100 83 83 24 13]d Badeag Bacillolc Cbsﬁ 0 Lachnar Lachng{NA NA Filter: bootsirap Score == 50
ASV1227 100 100 100 92 91 30 30]d_Bacteilp Bacillojc_ Clostrido Lachndf Lachno{NA A Filter: bootstrap Score == 50
ASV1228 100 i [ 40 40 i 2| Bacterlp Bacilolc ClostrigA — JNA HA NA__[Filter: bootsirap Scare >= 50
ASV1229 100 000 100 [} 97 [ 61]d_Bacterlp Bacilolc Clostado Lachndf Lachnolg Acefafis  Acetatifactor muris

ASV1230 100 100 100 100 100 100 570 Bacterlp_Bacilolc_Bacili [o_Bacilali Paeniblg_Brevinds Brevibacilus brevis

ASV1231 100 100 100 100 99 49 49]d_Bacteilp Bacter{c Bacterdo Bacter{f Muriba{NA A Filter: bootstrap Score == 50
ASV1232 100 100 100 100 100 83 33|d_Bactedp_Bacilo]c Clostrido_Pepioi Pepioslg_TemisglNA Filter: bootsfrap Score == 50
ASV1233 100 b7 g 9 g g ofd Bacteap Bacilo]NA [NA NA NA NA Filter: bootstrap Score == 50
ASV1234 100 100 100 100 100 100 46ld Bacterlp Bacilole Clostido Eubaclf Clostridg  ClostifNA Filter: bootstrap Score == 50
ASV1235 100 100 100 61 b1 61 61d Bactedp Bacilo]c Clostido Eubaclf Fubactlg Eubacls Fubacterium xylanophium
ASV1236 100 100 100 [H 82 3 19]d_Bacterlp Bacilofc Clostrido LachndfLachnolNA NA Filter: bootstrap Score == 50
ASV1237 100 100 42 32 19 10 10]d_Bacterlp _Bacter{NA [NA NA NA NA Filter: bootsirap Score == 50
ASV1238 100 100 100 ] 51 B Ui Bacterp Bacterlc Bacterdo Bacterl PrevotdNA NA Filter: bootstrap Score == 50
ASV1238 100 100 100 100 o7 75 53ld Bactedp Bacter|c Baclerdo Bacterlf Murbadg Duncals Duncaniella dubosi

ASV1240 100 100 100 100 100 100 100]d_Bacterlp Bacterlc Bactero Bacterf Bacterdg Phocads Phocasicola massiiensis
ASV1241 100 100 100 100 100 100 [d_Bactedp Bacilofc Bacili Jo_Lactob|f Streptolo _Streptdha Filter: bootsirap Score == 50
ASV1242 100 100 100 100 a7 73 30{d Badeag Bacillolc Cbs% o Eubacli Oscilodn VescinlNA Filter: bootsirap Score == 50
ASV1243 100 100 100 100 100 100 57ld Bactedp Bacilo]c Negafilo Veilonlf Veilondg Veilonls Veilonella panvula

ASV1244 100 100 100 100 100 29 2714 Bactedp Bacilo]c Clostido Lachndf LachnolNA A Filter: bootstrap Score == 50
ASV1245 100 000 100 [ 97 11 11[d_Bacterip BacilolcClostrido Lachndf  LachnofNA NA Filter: bootsrap Score == 50
ASV1246 100 100 100 100 100 ] 054 Bacterlp _Baciliolc Cbsgido Eubacli Oscilodg Ruiherls  Ruthenibacterium lactafiformans
ASV1247 100 100 100 100 ] H 3|d_Bacterp BacilolcBacilli [o_Bacilla|f BaciladNA NA Filter: bootsirap Score == 50
T 5) 51 4 I 18d_Bacterlp Mycoplc MolicullA  [NA JNA INA |Fitler: bootsirap Score »= 50
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[Filter: bootstrap Score »= 50

|Fittr: bootstrap Score »= 50

Filter: bootstrap Score == 50

Filter: bootsirap Score == 50

|Filter: boatstrap Score >= 50

Filter: bootsirap Score == 50

Filter: bootsirap Score == 50

Fier: bootshap Score =50

Filter: bootsirap Score == 50

Filter: bootsirap Score == 50

Filter: bootsirap Score == 50

[Fitter: bootstrap Score == 50

Filter: bootstrap Score »= 50

Filter: bootstrap Score == 50

Filter: bootsirap Score == 50

Filter: bootsirap Score == 50

Filter: bootsirap Score == 50

Filter: bootsirap Score == 50

Filter: bootstrap Score == 50

Filter: bootsirap Score == 50

Filter: bootsirap Score == 50

Filter: bootsirap Score == 50

ASV1249 0] f00] 0] 0] 0] 100]  100]d Bactedp Bacllolc Bacli Jo_Bacilall Bacilada_Baciluls _Bacilus cerels |
Asvizs ] o0l o0 o0l o0 400 4 33]d_Bacterp_Bacterlc_Bacterdo_Bacterff PrevotdlA  JNA

ASV1251 100 100f 100 100 100 100 80d_Bacterlp_Bacilolc _Clostrido _Lachndf AnaerclgAnaerds  Anagrofignum_aminivorans
A5V1252 100 100 100 100 100 12 72/d Bactenlp Bacterfc Bacterlo Bacteri Muribag Duncals Duncaniella muris
ASV1253 100 4 5 2 20 g ald Badeag Bacillolc Cbsﬁ' A NA NA NA

ASV1254 100 100 100 100 100 75 74|d Bactenlp Bacilojc Clostrigo Lachndf Lachnojg Lachngs [Clostridium] scindens
ASV1255 100 95 95 95 95 40 40]d_Bacterlp _Them{c Desufido Desufifi DesufhA NA

ASV1256 100 100 9 98 o7 2 27)d_Bacterdp_Bacilolc_ Clostido_ Fubach  OscilogNA NA

ASV1257 100 100f 100 100 100 100]  100ld Bacterlp Bacterlc Bactero Bacter|i Prevotdo Segatds Sagatella copi |
A5V1258 100 100 100 100 98 [ 66]d_Bacterlp Bacilofc Clostrido Fubactf Oscilofg_Lawsols Lawsonibacter asaccharolticus
ASV1258 100 100f 100 13 13 19 {6]d_Bacterlp Actinolc_ Coriobdo Eogertf Eqgert]NA NA

ASV1260 100 100 100 100 100 100 81ld Bacterlp Pseuddc Gammio Lysoodf Lyscbalg Stenctls Stenofrophomonas maftophiia
ASV1261 100 100 100 100 100 8 88|d_Bacterip Bacillo‘c Cbsﬂ'o Eubacyf Oscillojg (scillfs  Oscilibacter valericigenes
ASV1262 100 100 % % 64 il [d_Bactedp Bacilolc _ClostigoEubacki OscilodNA NA

ASV1263 100 100f 100 100 100 100 40[d_Bacterdp Actinofc ActinodoBifidobl Bfidobda  Bifidob{NA

Asvizgd ] 0] o0 o0l o0 400 [ 640 Bacterlp Bacilole Clostrido Lachngi Lacindlg Stomals Stomaiobaculum longum
ASV1265 000 0] 100 100 93 a 08]d_Bacterlp_Bacllolc_Clostido_Eubadl! g Gemmls Gemmiger formicilis
ASV1266 100 100 100 100 100 30 20|d_Bactedlp _Bacilolc C_Iosmdo Eubacti Oscilodha ~ [NA

ASV1267 1000 100f 100 9 [ il 60ld_Bacterdp_Bacilofc Clostrido Lachnd? Lachnolg Acetafils  Acefatifactor muris
A3V1268 100 100 100 100 100 o8 98]0 Bactedp Bacilolc Clostrido Eubaci q_Flintibds Fintibactar butyricus
ASV1269 100 100f 100 100 100 46 46]d_Bacterlp Bacilolc Closlrido LachngfLachnoNA NA

ASVI270 100 00f 100 100 8 19 18]d_Bacterlp Bacilolc Bacili [o_Bacilalf BacilaghA NA

ASVIZT 100 100 100 100 83 68 32|d_Bactedp Bacterfc Bacerdo Bacterdf MuribalgDuncafNA

ASV12T2 00 100 [ 0 i 71 60ld Bacterdp Bacilofc Clostido  Eubaclt Aristaefg Aristaels  Aristaeella_hokkaidonensis
Asvizza] 0] o0 o0l o0 400 78 77/d_Bactenlp Bacterlc Bactedo Bacterdi Prevoidg Hoviess Hoylesella orals |
ASV1274 100 46 46 46 46 46 46(d_Bacter{NA NA NA NA NA— [NA

ASV1275 100 100 100 100 100 64 630 Bacterlp Bacterfc Bacterlo Bacterfi Muribag Duncals Duncaniella muris
ASV1276 100 il f2 62 f1 51 53ld Bacteag Bacilofc E@Eﬂo Erysidf Enysipelg Breznds Breznakia blatficola
ASVI2TT 100 41 15 19 19 14 5|d_Bactelp Bacilofc_ ClostrighA NA NA Filter: bootstrap Score == 50
ASV1278 100 92 80 43 13 13 10]d_Bactedp Bacilolc C_IosmdNA NA NA NA

ASV1279 100 100 100 100 ] ] 991d_Bacterdp BacilofcClostrido _ Fubaclt g_Flinfibgs_ Flintibacter butyricus
ASV1280 100 100f 100 100 87 70 36ld_Bactedlp Baciloc C_Ioshido Eubacf g IntesfifhA

ASV1281 100 00f 100 00f 100 [ 3|d_Bacierdp Bacilole Clostido Peptodf Peploslg _ Tersg{NA

Asvizgz] o0l oo o0l o0 400 ] 90d_Bactenlp Bacilojc_Closirido_LachndiLachnolg Kineotfs Kinothrix_alysoides
ASV1283 100 g5 87 16 16 16 5\d Bactegp Bacillo|c Cbsﬁwﬂ. NA NA NA

ASV1284 100 100f 100 99 99 2 32(d_Bacteilp Bacilojc_Clostriqo  Eubacyi  OscilogNA NA

ASV1285 100 100 100 100 2] % 99/ Bactenlp Bacterfc Bacterlo Bacterdi Prevoidg Parapds Paraprevotella clara
ASV1286 100 i 63 [E] 63 14 14|d_Bacterdp Bacilofc Ensipdo Erysipdf ErsiplhA — [NA

ASV1287 100 100f 100 9 99 94 43]d_Bacterlp Bacilolc Clostrido Lachndi _Lachnofa RosebfNA

ASV1288 100 100f 100 000 100 47 47]d_Bacterlp_Bacilolc Clostrido_LachndfLachnglNA NA

ASV1289 100 2 19 16 16 ) 8d_BacterfNA NA A NA NA NA

A5V1290 100 100 100 91 ] 51 M|d Bacterlp Bacilofc Clostrido Lachnd? Lachnelg Lacrim|NA

ASV1291 100 100 3 % 98 81 77|d_Bacterdp_Baciloc _Clostido Fubacl Oscilodg_Anaerds  Anaerotruncus colinominis
ASV1202 100 100f 100f 100] 100 80 74ld Badeﬁg Eacillo|c Cbsﬁ'o Lachndi Lachngjg Rosebls Rosaburia intestinalis
ASV1293 100 100 100 100 80 40 30|d_Bacterlp Bacilojc  Clostrido Eubacyi OscillogNA NA |F||ter: bontstrap Score == 50
ASV1204 100 100f 100 00 100 100 79|d_Bactedp_Bacilofc Ball o Lactoblf Lactobdg_Lactobls Lactobacilus delbruecki
ASV1295 100 100f 100 100 100 [ 844 _Bacteilp Bacilolc Clostrido_Peptodt Anaerclg Lentinds _Lentinominioacter faecis
A5V 1296 100 100 100 100 100 100 99/ Bactenlp Bacilofc Bacili o Lactobli Laciobdg Ligilacds Ligiiaciobacilus ruminis
ASV1207 000 0] 100 0] 100 100 100[d_Bacterlp_Baciloc _Clostido_Euback Butyricla_Butynds_ BUYTIGcOCEUS, porcomm
Asvizes| 00l 100 o0l 1o0] 100 % 1|d Bactelp Bacterfc Bacterlo Bacterfi Prevoidha [N

[Filter: bootstrap Score == 50
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ASV1299 100 ] 97 9 97 [ T3d_Bactenp _Them]c_Desufiqo DesullT Desufidg DesuffNA  [Filer bootstrap Score == 50
asvian] 100l to0] oo t00] 100 ] 99d_Bacterlp_Bacilolc_Costido_Lachndf_Lachnolg_Fusimds_Fusimonas intestii

ASV1301 1000 100f 100 % 99 90 58ld_Bacterlp Bacilolc Clostrido Fubac{f Oscilodg_ Ruminds  Rumincoccus flavefaciens
ASV1302 100 100 100 3 14 14 14]d_Bacterlp Bacilolc_ClostighiA NA NA NA |Fifter: bootstrap Score >= 50
ASV1303 100 100 100 100 100 100 80ld Bacterlp Bacillojc Closfrido Lachndf Lachnolg Anaerds Anaerobutyricum soehngenii
ASV1304 100 100 100 100 100 100 01]d Bacteap Actinof|c Actinﬁo Mycoblf Corynelg Coryrnas Conynebacterium casei
Asvias| 100l to0] o0 t00] 100 94 88]d Bacteilp Pseudlc Gammlo Enterolf Enterofg FEschels Escherichia fergusoni

ASV1306 100 100 100 100 69 52 52ld_Bacterlp Bacilolc Clostido Fubaclt Oscilodo_ Lawsols  Lawsonibacter asaccharalyticus
ASV1307 100 100 100 100 100 100 100]d_Bacteilp Bacilolc Clostido Eubacli g Flintibds _Flinfibacter butyricus

ASV1308 100 100 100 100 100 100 61[d Bactenlp Bacilolc Closfrido  Eubaclf Oscilodg Vescinfs  Vestimonas coprocola

Asviae] 100 [ [ [F] 85 85 54]d Bacteilp Bacilolc Clostido Fubaclf Aristaelq Avistadls Aristaeella hokkaidonensis
ASV1310 100 100 100 100 100 100 10]d Bacteag Eacillolc Bacill |o Laciobff Lactobig Lactobls Lactobacills delbruecki
ASV13N 100 100 100 % 78 11 11]d_Bactenlp _Bacilojc_ Closfrido Eubacyi OscilloghA NA Filter: bootstrap Score == 5]
ASV1312 100 100 100 100 55 45 45{d Bacterdp Bacilolc Clostido  Eubaclf OscilodNA NA Filter: bootstrap Score == 50
ASV1313 100 100 100 100 ] [ 67[d Bactenlp Bacler{c Bacterdo Bacterdf Muribadg Duncals Duncaniella muris

ASV1314 100 100 100 100 9 70 70]d Bacterlp Bacterlc B_acterdo Bacterdi Muribadg Paramfs Paramurbaculum intesfinale
ASV1315 100 100 100 61 Bl H 3|d_Bacterdp Bacilolc_ Clostrido Fubac{NA NA NA Filter: boatstrap Score == 50
ASV1316 100 a7 a7 g1 40 19 19 Bacterdp Bacilolc Clostrido LachndfLachnalNA NA Filter: bootstrap Score == 50
ASV1317 100 00 100 [ 9% 75 50[d Bactenlp Actinofc Acinorfo Pseuddf Pseuddg  Sacchds Saccharopalyspora griseoalba
ASV1318 100 100 100 100 85 53 52|d Bacteilp Bacilolc Bacili o Bacilalf Baciladg Baciluls Bacilus caccae

ASV1318 100 100 100 100 100 100 97]d Bacedp Baclerfc Bactero Baclerdf Prevoldg Segaids Secatella copri

ASV1320 100 100 100 8 49 42 20d Bactedlp Bacilolc  Closfrido Lachndf  Lachno{NA [NA Filter: bootstrap Score == 50
ASV1321 0] 0] d0f o] 00 [ 28]d Bacteilp Bacilolc Clostido Lachndf Lachnclg BlautialNA  |Filter: bootstrap Score »= 50
ASV1322 100 100 91 3B 3 11 11]d_Bactedp Bacilolc_ ClostigNA NA NA NA Filter: bootsfrap Score == &)
ASV133 100 100 100 100 100 100 66]d Bacteilp Baclerlc Bacterdo Bactedi Rikenelg Alistipds Alistipes shahii |

ASV1324 100 100 100 100 100 85 85|d_Bacterlp Bacilolc_Clostrido Lachnd? Lachneg_ Qianials _ Qiania dongpingensis

ASV1325 100 100 100 100 100 83 66]d Bacteilp Baclerlc Bacterdo Bacterdli Prevotdn Segatds Segatella baroniae

ASV1326 100 100 i 42 3 i7 14]d Bacteag Bacter|c _BacterhA NA HA NA Filter: bootstrap Score »= 5]
ASV1327 100 100 100 100 100 30 18] Bacterlp Bacilolc Clostrido Lachndf LachnolNA A Filter: boatstrap Score == 50
ASV1328 100 100 100 100 84 76 74]d Bactedp Bacilolc Clostido  Eubacl q_Intesfirfs _Intestinimonas massiliensis
ASV1329 100 21 16 ] 8 7 7[d_ BacteilNA NA A NA A NA Filter: bootstrap Score == &)
ASV1330 100 100 57 57 1 24 17d_Bacterdp Baclerlc Flavobfo  Flavob|NA hA NA Filter: bootstrap Score == 50
ASV133 100 L] 3 3 3 2 18]d_Bacterlp BaciloNA A NA NA NA Filter: bootsfrap Score == &)
ASV1332 100 100 100 100 100 100 99]d Bacteilp Actinofc Acinorlo Bifidoblf Bifidobdg Bifidobls  Bifidobacterium animalis
ASV1333 100 4 2 2 2 7 4]d_BacteriNA NA (A NA HA NA Filter: bootstrap Score == 5)
ASV134 100 100 100 g2 g2 23 160 Bacterdp Bacilolc Clostido Lachndf LachnalNA NA Filter: bootstrap Score == 50
ASV1336 100 73 58 58 56 7 7ldBactedp Bacilolc Erysiodo Erysidf ErysipelNA NA Filter: bootstrap Score == 5]
ASV1336 100 100 100 100 ] 35 3[d Bactenlp Baclerfc Bacterjo Bacter]f  Muriba{lNA NA Filter: bootstrap Score == 50
ASV1337 100 100 100 %8 88 i 53]d Bacteilp Bacilolc Clostido Fubac}f Oscilodg Vescinfs Vescimonas fasfidiosa

ASV1338 100 100 100 100 100 47 45]d Bactedp_Bacterlc Bacterdo Bacterdf PrevotgNA NA Filter: boatstrap Score == 50
ASV1330 100 100 100 100 100 46 U|d Bacteilp Baclerlc Baclerd Bacterlf PrevotdNA NA__ [Filter: bootsirap Score »= 50
ASV1340 100 100 100 100 100 [ 61ld Bactenlp Bacilolc Closfrido Lachndf Lachnolg  Acetatls  Acetatitactor muris

ASVA341 100] 0] f00f 1m0 9 4 46ld Bacterdp Pseudlc Gammlp Enferolf EnterofNA  [NA  [Filler: boolstiap Score == 50
ASV1342 100 100 89 8 89 87 33 Bacteag Eacillolc Bacill |o Lactob|f Lactobig LactoblNA Filter: bootstrap Score == 50
ASV1343 100 100 100 100 100 29 99|d_Bacterlp Bacillojc_Clostrido Christdf Christelg  Guopins  Guopingia tenuis|

T T T T 7] 9 50 50 Bactegg Eacillolc Clostrido_Lachndf_Lachnoa_Hominfs_Hominisplanchenecus fascis
ASV1345 100 100 g7 % 85 79 79]d Bactenlp Bacilolc Closfrido  Chiistf  Christelg  Gehonfs  Gehongia tenus |

Agviag] 100l to0] o0 t00] 100 54 54|d_Bacterlp_Bacilolc_Clostido_Lachndf_Lachnolg_Meditels _editerraneibacter gnavus
ASV134T 100 100 100 100 90 1 81ld_Bacterdp Bacilolc_Clostrido Fubactt Oscilodo_ Lawsols Lawsonibacter asaccharalyticus
asvidg]  ao0l  qo0]  qoo] 100 08 [ 34 Bacteilp Baclerlc Bacterdo Baclerli Prevotdg SegatdMNA  |Filter bootstrap Score »= 5)
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ASV149 000 00l o] 100 100 [ T1[d_Baclerlp_Bacilolc_Clostido_Lachndi_Lachndg_Kineotls_Kineothix alysoides

Asviso|  fo0l w0 1w ] 9 2 19[d_Bacterip_Bacilo]c_Clostifo_Lachndf_LachnglNA  [NA | Fier:bootstrap Scare == 50
ASV1351 100 100 [ 94 8 [ 72|d Bacterlp Bacilolc Clostrido Fubacli Aristaedy Aristagls Aristaeella lacks |

ASV1352 100 100 100 100 100 82 5700 Bacteilp Themic Desufilo Desulflf Desufidg Nirafids Nitratidesuffovibrio_oxamicus
ASV1353 100 3 & 30 14 12 11]d Bacteag Bacillolc Cbsnj'NA NA NA NA_[Fiter bootstrap Score >= 50
ASV1354 100 100 100 100 100 68 G5)d_Bacterlp Bacilojc_Erysipdo Erysipdf Erysipelo  Amedils  Amedibacillus_hominis

ASV1355 100 81 68 40 2 g 9ld Bactenlp Bacilolc _ ClostigNA NA NA NA Filter: bootsirap Seare == 50
A5V 1356 10 ] [ a0 ] 12 12]dBacterp Bacilolc Clostido Lachndf  LachnoNA NA Fitter: bootstrap Score == 5(
ASV1357 100 100 100 100 9 22 2204 Bacterlp Bacilolc Clostido Fubacli OscillodNA NA Filter: bootstrap Score == 5(
A5V 1356 100 100 100 100 ] i 76]d_Bacterlp Bacilolc Closido Eubacl Osciledg Ruminds  Ruminococcus albus

asvisa | dl  qoo] im0 se0] 00 q00]  100ld Bactedlp Bacterlc Baclerfo Bacterlf Prevodn Seoatds Seqatella copri |

ASV1360 100] 100] 100f  f00f 100 29 20d Badeﬁg Bactenc Bacterao Bactentf MuribaghiA NA Filter: bootstrap Scare == 50
ASV1361 100 100 a7 93 5 B 36)d_Bacterlp Bacilojc _Clostrido Eubacyi  OscillogNA NA Filter: bootstrap Score == 5]
ASV1362 100 100 100 100 e 82 82]d_Bacteilp Bacterlc B_acterdo Bacterlf Muribadg_Param|s _Paramurbaculum intesfinale
ASV1363 100 100 100 100 100 4 44]d Bacterp Bacilolc Clostido Eubaclf QscillodNA NA Filter: bootstrap Score == &(
A5V 1364 100 100 100 9 9 4 43 Bacterlp_Bacilol Chsgido Lachndi_LachnalNA NA Filter: bootstrap Score == 5(
ASV1365 100 100 100 100 8 B 33|dBacterlp Bacilolc Bacill [o Bacilalf BacillaghA NA Filter: bootstrap Scare == 50
asvisee | dol  qoo]  aeo]  qeol o0 00 87]d_Bacterlp_Bacilolc_Closfifo_Lachndf_Lachndlo_Biautidls_Blauti i |

ASV1367 100 100 9 9 99 pil 21|d_Bacterlp_Bacilolc_ Clostrido_Pepfosf  AnaerolNA NA Filter: bootstrap Scare == 50
ASV1368 100 100 100 100 100 100 46]d Bacterlp Bacilolc Clostido Lechndi Lachnolg  AnaerdNA Filter: bootstrap Score == 5]
Asvieal 0l 1w 7] [ 7 %5 25]d_Bacteilp Bacilolc Clostido Fubacli OscilodNA  [NA  |[Fifler: bootsirap Score =50
ASV1310 10 100 100 9% i Bl 36]d_Bacterlp_Actinofc_Corioblo_Eqoerf EggertiNA NA Fitter: bootstrap Score == 5(
ASV13T1 ol qoo] il sl 10 0 60]d Bacteilp Bacilolc Clostido Lachndf Lachnelg Fusimds Fusimonas intestin

ASVIIT2 1000 00] 0] 100 f00] 100 98]d Bacterlp Pseud{c Gammjo Enterolf Enterotlg Klebsids Klebsiella pneumoniae

asviazal ol 1w 76 70 69 3 3ld Bacteip Bacilolc Clostido Lachndi LachnalNA  [NA |Fifter bootstrap Score >=50
ASV1374 100 100 100 100 100 100 100]d_Bacterp_Bacilofc_ Clostrido Fubaclf 0_Flintibds _ Flintibacter butyricus

A I T 01 01 i 37]d_Bacterip_Acinofc_Coriobfo _Eoger]f Fogert]NA  [NA[Fifler: bootstran Score »= 50
ASV1376 100 g5 86 80 75 [ 37]d Bacteag Bacill0|c Chsﬁ o Eubag]f Aristae{o AristaaNA Filter: bootstrap Scare == 5(
ASVI3TT 100 100 100 100 100 100 53]d_Bacterp Bacilojlc_Clostriqo Lachngi Lachnojg Blaufials Blautia glucerasea

ASV1378 100 100 100 100 99 o8 57 Bacteilp Spiroclc Sjirocrlo Spiroclf Treponig Treporjs_ Trepanema_bryanfii

ASV1379 100 i 2] 79 [l 1 53|d Bacterlp Bacilolc Closrifo Fubacli Aristaedy Aristagls Aristaeella lacks |

asviseo | dl  roo] ] 1o 78 1 M)d Bacteilp Bacilolc Clostido Eubacli OscilodNA  [NA |Fitter bootstrap Score »=50
ASV1381 1000 1001 0] 100 100]  100]  100]d_Bacterip Bacterlc Bacierlo Bactent Prevotdn Seoalds Segatella copr |

A5V 1382 10 100 100 100 100 100 05]d Bacteilp Bacilolc Bacli lo Lactobli Sireptolg Strentds Streiococcus danieliae
ASV1383 100 100 100 100 100 100 491d Bacteap Campylc Epsiorjo_Campylf Helicot{g He\icgiNA Filter: bootstrap Score == 5(
A5V 1384 100 100 100 100 e 60 60]d Bacteilp Bacterlc Bacterao Bacteri Muribaqo  Sangefs  Sangeribacter muris

ASV1385 100 100 100 100 100 100 100[d_Bacterip BacilolcClostido Eubactf _’Ig Flintibis Fiintibzcter_butyricus

A5V 1386 100 100 100 9 ] [ 63]d_Bacterlp_Actinoc_Coriobdo_Eqger[f_Fgertlg_Raoutls_Raoufibacter_fimonensis
asvier| ol 1w ] [ 9 [ 96dBacteilp Bacilolc Clostido Eubacli Oscillodg [s [Fubacterium] siraeum

A3V1388 000 00] o] 100 100 & 87]d_Bacterlp_BacilolcClosrido_Lachndf Lachnolg Kineofls _ Kineathrix_alysaides

FETEEEE] I I [H 9 11 ]d_Bacterlp_Bacilo{c_Clstido_Lachndf LachnofNA  [NA  [Filer:bootstap Score >= 50
ASV1390 100 100 100 100 84 B Old Bacerp Bacilolc Bacili o Lactoblf ErterodNA NA Filter: bootstrap Score == 5]
ASV1391 100 100 78 7 55 3 13l Bacterlp Bacilolc Closhido Eubacli Peptoc{NA NA Filter: bootstrap Score == 50
ASV1392 100 100]  100f  100f 100 4 25]d Bacteag Bacter’c Bacterﬂo Bacterli PrevotdNA NA Filter: bootstrap Scare == 50
ASV1393 100 ] i 96 9% 6 96]d_Bacterlp_ Thermic_ Desuffqo Desulifi DesuffdoLawsofs_ Lawsonia infracelularis
A ] ] 7] 74 £ 30]d_Bacterlp_Bacilolc_Closfrido_Lachnd_LachnglNA — [NA[Fifer: bootstrap Score =50
ASV1395 100 97 86 10 46 46 46]d Bacterlp Bacilolc Clostrido Eubac{NA A NA Filter: boatstrap Score == 50
A5V 1396 10 100 100 100 76 41 41|d_Bacterlp Bacille C_Iosirido Eubaclf NA NA Fitter: bootstrap Score == &(
ASV1307 100 100 100 % ] 75 64]d Bacterlp Bacilolc Clostride Lachndf Lachnelg Oribacls Oribacterium sinus

Agviee| 10l 1w 7] % % 1 71]d Bacteilp Bacilolc Clostido Christdf Christelg Guopifs  Guopingia fenuis|
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NA Filter. bootsirap Score == 50

NA Filter: bootsirap Score == 50

NA  [Fiter bootsirap Score »= &0

NA Filter: bootsirap Score == 50

NA Filter: bootsirap Score == 50

NA Filter: bootsirap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: bootsirap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: bootsirap Score == 50

NA  |Fifter: booistrap Score »= A0

Filter: bootsirap Score == A0

NA Filter: hootsirap Score == 50

NA Filter: bootsirap Score == A0

NA Filter: hootsirap Score == 50

NA Filter: bootsirap Score == 50

NA Filter: hootsirap Score == 50

NA  [Filter bootsirap Score == 50

NA Filter: bootsirap Score == 50

NA Filter: bootsirap Score == 50

NA Filter: bootsirap Score == 0

NA Filter: bootsirap Score == 50

NA Filter: bootsirap Score == 50

NA Filter: bootsirap Score == 50

NA  |Filter bootsirap Score == 50

NA  |Filter booistrap Score == 50

ASV1399 100 100 100 32 3 32 32ld_Bacedp Acfinolc_Coriob{NA NA NA

ASV1400 100 02 a2 41 19 18 6ld_Bactenp Bacillolc C_IostndNA NA NA

ASV1401 100 100 100 100 00 a7 97]d_Bacterlp Bacilolc Clostiido Eubaclf Oscillodo Rutherls  Ruthenibacterium |actatiformans
ASV1402 100 100 100 100f 100 40 40|d_Bacienp Bacilolc _Clostrido Eubaclf  OscilodNA

ASV1403 100 100 100 100 100 il f4fd Badeag Bacter(c Bacterdo Bactenlf Murbadg Duncals Duncanilla muris

ASV1404 100 100 87 Ll 87 8 25]d_Bacteilp Bacilolc_Bacilli fo  Lactobff Lactobig Laciob]hA |Fi|ter: bootstrap Score == 50
ASV1405 100 100 100 100 00 100 100[d_Bacterlp EiusimlcElusimlo Elusim|f Elusimilg Elusim|s  Elusimicrobium minuum
ASV1406 100 100 100 &8 %8 3B 38]d_Baciedp Bacilolc ClostidoLachngf LachnolNA

ASvido7] ol qo0l  qdoof  to0] 00 [ W0|d Baclerdp Pseuddc Alphaplo Rhodolf Paracolg Paracd

ASV1408 000 o] ool 0] 1000 100fd Baciedp Bacilolc Erysipdo Enysipdf Erysipelg Dubosis Dubosiela newyorkensis
Asvidoe ] ool qo0]  qdoof  qo0] 00 5 56]d Baclerdp Bacilolc Clostido Lachndf Lachnolg Medtels Meditemaneibacter gnavus
ASVI410 100 100 100 100 100 il 8ald Bacteag Eacillo|c Cbsﬁ'o Eubaglf Oscilodg _Paludils _Paludinabitans psychvatolerans
ASV1411 100 100 100 o 84 62 42)d_Bacterlp_Bacilojc_ Clostrigo Lachndf Lachnolg Lacrim

ASV1412 100 100 il i 18 16 15ld_Bactenp Bacterlc BacterflA NA NA

ASV1413 100 8 0Q 76 66 3 30]¢_Baceip Baclolc ClostidoEwbac]_OscilodNA

ASV1414 100 67 40 40 40 17 ofdBacedp EacilloiNA_ A NA NA

ASV1415 100 4 17 yi 16 15 150 _Bacterdp Bacilolc _ ClosrigNA NA A

ASV1416 100 100 100 100 100 100 100]d_Bactenlp Pseualc G_ammlo Aeromji_Succinilg_Succinjs_ Succinivibrio_dextrinosolvens
ASVI417 100 99 % 76 76 P 26]d_Baciedp Bacilolc Clostido Christgf Christe[NA

ASV1418 100 100 100 100 100 100 04lcBacedp Bacilolc Bacili Jo Laciobli Enterodg_Enterols Enterococcus fagcalis
ASV1419 100 100 74 74 74 74 18ld_Bactedlp_Bacilolc_Bacili [o_Lactonlf Laciobdg_LimosifNA

ASV1420 100 41 47 47 Y] 47 4710 Bacter{NA NA NA  JNA NA

ASV14 100 100 74 £ 68 y.] 20[a_Baciedp Bacilolc_Clestido_Lachndi_ Lachno[NA

ASV1422 100 100 100 100 100 47 12ld_Bacterdp Bacterlc Bacterdo Bacter{f PrevtdA

ASV1423 100 100 63 45 pi li 7ld_Bacterlp_Bacterlc _Bacter{NA NA A

ASV1424 100 100 0 47 % 1 13d_Bacterdp Bacterlc_BacteriNA NA NA

ASV1425 100 100 100 100 100 100 98[a_Bacedp Bacterlc Bacterdo Bacterdi Prevoldn Seoatds Segatella hominis

A3V 1426 100 100 100 100 100 100 98]d Bacteilp Bacilolc Megafifo Selendf Selenolg Selengis Selenomonas bovis
ASV142T 100 100 100 100 100 29 f1]d Bacteap Bacillo]c Closij'o Pﬁt Anaerolg Lemihis Lentihominibacter fagcis
ASV1428 100 o 80 42 Pl 13 d_Bactedp Bacilole ClostrigA NA NA

ASV1429 100 100 100 100 100 100 94ld_Baciedp_Actinolc_Acinodo Mycobdf CorynelaCorynds _ Corynebacterium _glutamicum
Asvid30 | 100 % 9 ] 9 ] 99[d_Bacterlp_Bacterlc_Bacterdo_Bacterli Murbadg_Duncafs_Duncaniells muris

ASV1431 100 100 100 100 57 47 47d_Bacterdp Bacilolc_Clostido Fubaclf  OscilodNA

ASV1432 100 % 86 BE| 16 12 7ld Bactedp Bacilolc Clostighia NA [NA

ASV1433 100 100 100 89 8 3 32ld Bacteag Actino1c Coriobio Eggert|t Engert] A

ASV1434 100 100 100 100 00 89 G0]d_Bacteilp Bacilloc_Erysipdo  Erysipdf  Coproblg Faecalls Faecalibacilus intestinalis
asvidss| 0l ool o0l qool  q00 83 §3d Baceip Bacilolc Clostido Lachndf Lachnolg Doreals Dorea longicatena

ASV1436 100 o8 3] a7 41 3 Wd Bacterp Bacilolc Clostido Eubac{NA NA

ASV1437 100 47 o 55 55 1 38ld Bacedp Bacilolc Clestido Chrisief  Christe[NA

ASV1438 100 o7 86 [ K 2 19]d_Bactenlp Bacilolc Closfrido  EubaciNA NA

ASV1438 100 100 100 100 100 100 §5d_Baceip Bacilolc Bacili Jo Lacioblf Strentolg Strepids Streptococcus ovis

ASV144) 000 100 0] qo0]  100] 100 86ld Bacterlp Bacter{c Bacterlo Bacterlf Prevotdg Segatds Segatela copi |

ASV1441 100 100 8 8 8 il 25|d_Bactenlp Bacilofc Bacili o Lactoblf Lactobdg Lactob

ASV1442 100 100 100 100 100 100 100{d Bacteap_ Eacillolc Chsﬁo Eubaglf Flintibgs _Flinfibacter butyricus
ASV1443 100 100 100 a8 88 i 25]d_Baclenlp Bacilolc Clostriqo Lachngf Lachno{NA |NA |F||ter: bootstrap Score == 50
ASVid] )l m 9 % ] 86 54]d Baclerlp Bacilolc Erysipdo Erysipdi Ervsipelg Amedils  Amedibacilus hominis
ASV1445 100 100 5 44 19 1 14d Bacterlp Bacterlc _BacterNA NA NA

ASV1446 100 89 8 82 i 86 §1]d Bacterlp Bacilolc Cbsﬁ'o Eubacli Aristae{o Aristags  Anistaeella hokkaidonensis
ASV144] 100 100 [ [ ] o 35|d_Bacterp Bacilolc Clostido Eubacl Oscilloig VesciaNA |F||ter: bootstrap Score == 50
ASviddg] 00l 00l o0l rool 00 100 §7]d Baclerlp Pseuddc Gammlo Moraxdi Morarelg Acinetds Acinelobacter johnsoni
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ASV1449 000 1001 100 100 74 74 61[d_Bacterp_Bacilolc_Clostido_Eubackt q_Intesfifls _Intesfinimonas butyriciproducens
ASV1450 100 100 a9 99 99 52 52)d Bacterlp Bacilolc Clostido Eubacli Oscilodg Angelds Angelakisella massiiensis
ASV1451 100 100 100 100 100 100 99ld_Bacterlp Bacilolc_Negafijo_ Selendf Selenolo_ Selendls  Selenomonas_bovis

Asvis2] ool soof  so0]  d00]  qo0]  s00 78]d Bacterlp Bacilole Clostido Lachndi Lachndlg Blautals PBlauta lfi |

ASV1453 100 100 100 a 16 28 7 Bactegp Bacillolc Clos% 0 Eubaﬂf Osci\loiNA NA__[Fifter bootsirap Score >=50
ASV1454 100 100 100 100 100 55 55]d_Bacterlp Bacillojc Neoafilo Selendi Selenofg  Mitsuols  Mitsuokella jalaludinii

ASV1455 100 100 100 98 98 i 16

Bacterlp Bacilolc Clostido_Lachndf Lachn%NA NA  |Fifter bootstrap Score =50
Bactenlp_Acinofc_ Coriobdo_Fogertf _FageriffNA NA Filter: bootstrap Score == 50
Bactenlp_Bacilolc_Clostido Fubacli Oscilodn_ Allofoufs_ Allofournierella massiiensis
Bacterlp Bacilolc Clostido Eubaclf Aristaedq Aristads  Anstaeella_hokkaidonensis
Bacterlp Baclerlc Baclerdo Baclerlf PrevoldNA  [NA  [Fitter bootstrap Score »= 50
Bactegg Bacillolc Closﬁ' 0_Eubaclf OscilogNA NA Filter: bootsirap Score == 50
Bacterip Bacillojc_ Closirido  Eubac{NA NA NA Filter: bootstrap Score == 50
Bacterlp_Bacllofc_Clostrds — [NA — JNA JNA[Fiter bootsirap Score >= 50
Bacterlp Bacilolc ClostidoLachndf Lachno{NA NA Filter: bootsfrap Score == 50
Bacterlp Bacilolc Clostido Eubaclf OscilofNA  [NA  [Fitter: bootstrap Score »=50
Bacterlp_Actinofc_Coriobdo _Fogerf Eggerh"lg Ellagibls _Ellagibacier isourolithinifaciens
Bacterlp_Bacterlc_Bacterdo_Bacterlf_Murbalg_MurbalNA_[Fiter: boosirap Score == 50
Bacterlp Bacilolc Clostido Lachndf Lachnolg Rosebls Roseburia intestinalis

Bacterlp Bacterlc Bacterdo BacerlNA  [NA [NA  Fiter booisirap Score >= 50
Bacterlp Bacilolc Clostido Eubacli (Oscilodg Ruminfs  Ruminococous bromii

Bacterlp Bacilolc Clostido  Lachndf Lachno{NA NA  |Fiter: bootstrap Score == 50
Bacterlp Bacilolc Clostido Fubaclf (Osciledg  Oscllifs  Oscillbacter valericigenes
Bacterlp Bacilofc  ClostidNA NA~ [NA NA  |Fiter bootstrap Score == 50
Bacterlp Bacterlc Baclerdo Bacterlf Rikenelq Alistipds Alisioes okayasuensis

Bacterlp Bacillofc Closfrido Lachndf Lachnelg  Diploclfs _ Diplocloster acilis)

Bacterlp Bacilolc Clostido Eubacli Pepioc{y Dehalds  Dehalobacterium formicaaceticum
Bacterp Actinoc Coriobdo Eagertli Equert{A NA Filter: bootstrap Score »= 50
Bacterlp Bacter{c Bacterfo Bacter|f PrevotgNA NA Filter: boatstrap Score == 50
Bacterlp_Bacilolc_CostigA  JNA [NA[NA [Fifer hoosirap Score »= 50
Bacterlp Bacillolc  Closfrido  Peptodf Peptosfg  Paracls  Paraclostidium bifermentans
Sacterlp_Baciloc_Clostrido_Lachndf _LachnglllA — JNA[Fiter: bootsirap Score >= 50
Bacterlp Bacilofc ClostadNA ~— [NA NA NA Fiter: bootstrap Score == 50
Bacterlp Bacilolc Clostido Lachndf LachnolNA  [NA  [Fitter: bootstrap Score »= 50
Bactegp Bacillolc Clos% o_Lachndf LachnalliA NA Filter: bootsirap Score == 50
Bacterip  BacillojhlA HA NA NA NA Filter: hootstrap Score == 50
ASV1485 100 100 10 3 pl M4 24]d Bacterlp Bacilolc  ClostighA NA A NA Filter: bootstrap Score == 50
ASV1486 100 g 73 12 [ [] 6ld_Bactelp_Bacilolc_ ClostridhA NA NA NA Filter: bootstrap Score == 50
ASV1487 100 100 100 11 9 ] 8ld Bacterlp Bacilofc  ClosfrigNA NA NA NA Filter: bootstrap Score == 50
ASV1488 00 10 100 00 100 100]  100fd_Bacterlp Bacilolc Negailo Selendf Selenolg Selends  Selencmonas bovis

Asvidgs] ool toof 1m0 69 58 58 53]d Bacterlp ActinolcAcinoro Microclf Bogoridg Georgds Georgenia deserf

ASV1490 100 8 80 17 17 13 10]d_Bacterlp Bacilofc  ClostidNA NA NA NA Filter: hootstrap Score == 50

ASV1456 100 28 9% [ 82| K] K]
ASV1457 100 100p 100 100 9 57 51
ASV1458 00 1
ASV1459 100) 100p 100 100 Ll 3 3
ASV1460 f00f 100 100 100 9 3 3
ASV1461 100 9 il 1 26 2 18
ASV1462 100 o 58 15 15 3 ]
ASV1463 100 a % [ 9 2 25
A3V1464 1001 100 9% % %6 24 A
ASV146 1000 100p 100 1000 100 1000 100
ASV1466 100f 100p 100 100 96 59 26

1

1

1

ASV1467 100 00] 100 100f 100 64 il
ASV1468 100 00] 100 a7 i 15 15
ASV1469 100 00p 100 100 100 86 86
ASV1470 100 9 [ 76 [ 11 8
ASVI4T1 100 100p 100 1000 100 [ 52
ASVIAT2 100 9 88 4] 16 13 15
ASV14T] 1000 100p 100 100f 100 100f 100
ASVI4T4 1000 1001 100 0 o 5 51
ASV1475 100 a9 a0 12 5 51 51
ASV1476 1000 1001 100 % % 37 3
ASVI4TT 100 100p 100 1000 100 pA] 16
ASV1478 100 L] 8 41 1 li f
ASV14TY 1000 1007 100 100] 100 100 9
ASV1480 1000 100p 100 %9 9 4 4
ASV1481 100 17 58 20 20 16 16
ASV1482 1000 1000 100 ] 85 21 2
ASV1483 100 9 9 9 9 2 2
ASV1484 100 78 A M X 3 2

ASV1491 100 100 100 99 99 2 0ld_Bacterip Bacilolc Clostido Lachndi_LachnalNA NA Filter: bootstrap Score == 50
ASV1402 00| 100) 100 28 9 [l 8ifd Bactegp Bacillolc Closﬁ'o Lachnif Lachn%g Kineotfs Kineathrix alysoides

ASV14093 100 100 100 100 100 59 59)d_Bacterlp Bacillojc Closfrido Eubac{f Oscilogg Angelds Angelakisella massiliensis
ASV1484 100 100 100 83 83 3 3|4 Bacterlp Bacilolc Clostido Lachndf LachnalNA NA Filter: bootstrap Score == 50
ASV1485 100 100 0 [ 42 [ 30|d_Bacerlp_Bacilo|c_Bacili [o_Lactob]i_Lactobqg_LigiaciNA Fiter: bootstrap Score =50
ASV1496 100 100 100 100 96 5 5514 Bacterlp Baclerlc Bactergo Bacterlf Muribadg_Paramls Paramuribaculum intestinale
ASV1497 100 100 100 100 91 1 750 Bacterlp Bacillofc Closfrido  Fubaclt Acutalifg  Acutalis  Acutalibacter caecimuris
Asviass] ool toof  so0]  00] 100 40 40[d Bacterlp Bacilolc Clostrido Pepiogi AnaerofNA  [NA  [Fiter: bootsirap Score »= 50
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ASV1499 0] wof  f 100 9 25 25|d Bacterlp Bacterlc Bacterfo Bacterff MuribadNA NA  [Filler: bootstrap Score = 50
ASY1500 100 o7 a7 76 47 11 34 Bacterlp Planctc Plancido Prrellu[NA NA NA Filter: bootstrap Score »= 50
ASV1501 100 100 100 41 14 56 37|d_Bacterlp Bacilolc (Tlosiriqo Eubacli Oscilodg VescinfNA Filter: bootsfrap Score == 50
ASY1502 100 100 ] ] 16 11 1]d Baclerlp Baclerlc Bacterdo Bacter]NA NA NA Filter: bootstrap Score = 50
ASV1503 100 100 100 100 100 100 100(d Badeap Bacterlc Bactergo Bacter{i Prevoldg Segatds Segatella copri

ASY1504 10 100 % a0 89 89 77)d_Bacterlp Bacilofc Clostigo  Eubacl Aristaeda Avistadls  Aristaeella hokkaidonensis
Asvisos|  to0f o] qfo0] 0] 100 60  GOld Baclenp Baclolc Clostigo Lachndi Lachnolg Chordifs Chordicoccus furentinuminis
ASV1506 100 100f 100 24 L 24 24]d_Bacterlp_Bacilofc _ClostrighA A NA NA  [Filier: bootstrap Score >= 50
ASV1507 100 100 100 100 il fi0 60[d_Bacerlp Bacilolc_Clostido_Eubacki 0_Flintibds _ Flintibacter butyricus

ASV1508 100 o8 [ 9% 98 [} M[d_Bacerlp Themc Desufo Desufffi Desufidg DesuifNA Filter. bootstrap Score == 50
ASV1509 100 9 5 51 5 48 17]d_Bacterlp_Bacterlc Sphinﬂo Sphingf_ Sphing{NA NA Filter: bootstrap Score »= 50
ASV1510 100 100 46 4 24 13 hld_Bacterlp Bacter{NA NA NA NA NA Filter: bootsfrap Score »= 50
ASV1511 100 63 2 20 2 8 4{d Bacterlp Bacilo[NA A NA A NA Filter: bootstrap Score == 50
ASV1512 100 84 il g7 3 2 27}d Badeﬁg Pseud1c Alphaplo Rhodo]NA NA NA____|Fitier bootsirap Score >= 50
ASV1513 100 100 100 48 98 79 790d_Bacterlp Bacilolc Clostrido Lachndf Lachnolg Acetafils  Acefalifactor muris

ASY1514 10 100 10 %% ] 13 13|d_Baclerlp_Bacilo]c C_Iosmdo Lachnd LachnolNA NA Filter: bootstrap Score = 50
ASV1515 000 1o0f 1000 100f 100 49 290d_Bacterlp Bacilolc Costido Lachndf  LachnofNA NA Filter: boatstrap Score »= 50
ASY1516 100 100 100 100 100 100 814 Bacterlp Bacterlc Bactergo Bacterli Prevotdg Seqatds Seqatela copi |

ASY1517 100 100 100 48 5% 5 84ld Bacterlp Bacilolc Chostido Eubacli Acutalilg Caproils  Caproicibacter fementans
ASV1518 100 100 100 % 8 49 35[d_Bacterlp Bacilolc_ClostridoFubachi OscilodNA NA  [Fitier:bootsirap Score >= 50
ASV1519 100 100 100 100 100 100 §7ld_Bacterlp Bacilolc_Clostido Lachndf Lachnolg Biaufials Blaufa i |

ASY1520 100 100 100 100 9 4 7ld_Bacterlp Bacterlc Bacterdo Bacterl PrevotdNA [NA Filter: bootstrap Score »= A0
ASV1521 100 100 100 9 12 51 U|d Bacterip Bacilolc Closlrido Eubacli Oscilodg VescnlNA Filter: bootstrap Score »= 50
ASV1522 100 100 100 100 100 100 10014 Bacterlp Bacilole Bacili o Bacilalf Caryonlg Kurthids Kurthia qibsonii |

EE T T 77l 7l Baclerlp Psevdlc Apheplo Rhodolf Rhodedg Defiwils Defluviicoccus vanus

ASV1524 100 100 100 99 ] i 24|dBacterlp Bacilolc Clostido Lachndf Lachnolg BlaufialNA  Filier: bootstrap Score == 50
ASY1528 100 100 100 99 g2 il 62]d Baclerlp Bacterlc Bacterdo Bacterli Odoribdg Odoribls  Odoribacter splanchnicus
ASV1526 100 100 100 100 i 83 g3fd Badeag Eacillolc Chsﬁo Euba%f Oscilodg_Fumials _Fumia xinanepsis

ASY1527 100 100 100 5] ] 17 17|d_Bactenlp Bacilojc  ClosfrigoLachngf LachnofNA NA Filter: bootstrap Score = 50
ASV1528 100 100 100 100 ] 89 88ld_Bacterlp Bacilolc_Clostrido Fubacli Oscilodg_Dysosfs Dysosmobacier acutus

ASV1529 100 100 59 5 59 45 434 Baciep Bacilolc Erysipdo Erysidf ErysipefNA NA  |Filter: boatstrap Score »= 50
ASY1530 100 100 100 100 100 98 £4ld Bacterip Bacilolc Bacill jo_Lactobl_Lactobdg_Ligiacqs_Ligilactobacillus_apodemi
ASV1531 100 ] [ 3 ¥ i 17[d_Bacterlp Bacilolc_ClostidhA NA A NA  [Filier: bootstrap Score >= 50
ASY1532 100 100 100 100 100 79 78ld_Bacterlp Bacilole Closido Fubacki Oscilodq Oscilifs Oscilibacter valericigenes
ASY1533 100 100 100 100 100 100 100]d Badeﬁp Acﬂno1c Coriobio Coriobyf Atopoblg Paratrds Parafractidigesfivibacter_faecalis
ASY1534 100 100 100 100 76 45 250 Bacterlp BacilofcClostrido  Eubacl OscilloghA |NA Filter: bootstrap Score »= 50
ASY1535 100 100 100 100 100 10 36ld_Baclerlp Bacterlc Bacterlo Bacterfi Prevoldg SegaldA Filter: bootstrap Score = 50

ASV1536 100 100 27 2 27 13 10{d_Bacterlp Bacter{NA NA NA NA NA Filter: bootsfrap Score == 50
ASY1537 100 100 100 i 5 o1 51]d Baclerlp Bacilolc Clostido Eubacli Yequiadg Yequids Yequia hominis |

ASV1538 100 48 48 48 48 48 48]d_Bacter{NA NA NA NA NA NA Filter: bootsfrap Score »= 50
ASY1539 100 100 100 100 100 13 28]d Baclerlp Bacilolc Erysindo Erysipdf Erysipelg ErysinghlA Filter: bootstrap Score = 50
ASY1540 100 100 100 100 100 100 100]d_Bacterlp Bacterlc Bacterdo Bacterli Bacterdg Bacterls Bacteroides caecigalinarum
ASV1541 100 1000 100 25 2 A 8ld_ Bacterlp_Bacilofc ClostighA NA A NA Filter: bootsfrap Score == 50
ASV1542 100 100] 100 a7 g7 25 250 Badeﬁg Eaci||o|c Chsﬁ'o Lachnif LachnojNA NA Filter: bootsfrap Score »= 50
ASY1543 100 100 100 4 94 44 44|d_Bacterp Bacilojc_ ClosfrigoLachngf  LachnofNA NA Filter: bootstrap Score »= A0
A3V 1544 100 100 100 a7 g7 4 414 Bacterlp Bacilole Clostido Lachndi LachnglNA NA Filter: bootsfrap Score == 50
ASY1545 100 100 % 9 9 4 d Bacterlp Bacterlc Baclerdo Bacterlf Prevotda Prevols Prevotellamassilia fimonensis
ASV1546 100 100 100 g9 89 4 4|4 Baclenlp Bacilolc ClostidoLachndi LachngNA NA Filter: bootstrap Score »= 50
ASVIndT 100 75 13 13 13 b 5ld Bactelp BacilojNA A NA A NA Filter: bootsfrap Score == 50
ASY1548 100 100 100 100 100 71 68]d Bacterlp Bacilolc Negaiilo Selendf Selenolg Mitsuols Mitsuokella jalaludinii

b
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ASV1549 100 1000 100 86 % 3 31[d_Bacterp_Bacllolc_Clostiqo_Lachnqi_LachnlNA NA Fiter: bootsirap Score >= 50
ASV1550 100 100 100 100 81 28 28]d_Bacterlp Bacilofc_Clostrido  Eubacli OscilofNA NA Filter: boatstrap Score == 50
ASV1551 100 000 10 00 100 16 76| Bacterip Bacllolc Ciostdo Lachngt Lachnalg_Kineotls Kineothrx alysoides

ASV1552 0] q00] ool qo0] g0l 00]  100ld Bactelp Pseudfc Gammlo Psaudli Pseuddg Pseudds Pseudomonas puiida

ASV1553 100 100 100 100 100 i3 83]d Bacteag Bacillolc Closq 0 Eubaglt Oscillodg Lawsofs Lawsonibacter asaccharolyticus
ASV1554 100 100 100 100 100 100 63]d_Bacterlp Bacilolc Bacili [o Bacilalf Paenibg Paenitls Paenibacllus peoriae

ASV1555 0] q00] ool o0l q00] 00 88]d Bacterip Bacilolc Clostido Lachndf Anaercly Anaerds Anaerolignum aminivarans

A5V 1556 100 76 B9 N 4 2 24]d Bacterlp Pseud{c  Alphap[NA [NA NA NA Filter: bootsfrap Score »= 50
ASV1557 0] f00] 100 [ 07 Ef] 30|d Baclerlp Bacllolc Clostido Lachndf LachnofNA  [NA  |Filter: bootstrap Score =50
A5V 1558 100 100 100 46 B 3H 35[dBactenlp Bacilofc  ClostidhA NA NA NA Filter: bootsfrap Score == 50
ASY1559 100 94 75 46 14 14 9]d_Bacterlp _Bacilofc _ ClostigNA NA NA NA Filter. bootsirap Score = 50
ASV1560 100 100 100 g7 g7 {5 4]d Bacteag Adtinoflc Actin%o Peouddf Pseuddg SacchiNA Filter: bootstrap Score »= 50
ASV1561 100 100 100 100 100 100 100|d_Bacterlp Bacter{c Bacterdo Bactertf Muribadg Param|s Paramuribaculum intesfinale
ASV1562 100 100 100 100 76 76 76ld Bacterlp Bacilolc Clostido  Fubacli g Gemmls Gemmiger fomicilis

ASV1563 100 f3 7 19 13 13 13]d_Bacterp_Bacilo]NA [NA NA NA NA Filter: bootsfrap Score »= 50
ASV1564 100 100 100 100 83 57 474 Bacterlp Bacilolc C_Iosirido Eubacli Oscilodg AnaerdhA Filter: bootstrap Score == 50
ASV1560 100 ] 9 94 g2 57 5714 Bacterlp Bacilolc Clostido Eubaclf Osciloda Ructibds  Ructibacterium galinarum
PERET ) T T £6 g 33|d_ Bacterlp Bacllofc Costido Eubacli AcutaifNA  [NA  [Fiter bootstrap Score »= 50
ASV1567 100 1000 100 [ 25 80 80[d_Bacterip Bacilolc Clostido_Eubacli _Oscilodg 5 [Eubacterium] siraeum

ASV1568 100 100 100 89 99 74 74|d Bacterlp Bacillolc Clostido Lachndf Lachnolg Kineotls Kineothrix alysoides

ASV1569 00] 100 100 97 97 20 20|d Bacterip Bacllolc Clostido Lachndf LachnofNA  [NA  |Filter: boatstrap Score =50
ASV1570 100 100 100 g6 53 53 27|dBacterlp Bacterlc Bacterdo Bacterlf Tannerfg ParabdNA Filter: bootstrap Score »= 50
ASV1571 100 100 46 3 23 20 20]d_Bacterp _Bacter{NA A NA NA NA Filter: bootsfrap Score == 50
ASV1572 100 100 100 100 100 45 2|0 Bacterp Bacterdc Bacterdo Bacterlf PrevotdNA NA Filter: bootstrap Score »= 50
ASV1573 100 98 3 46 46 46 46ldBacterlp Bacillo]c  ClostidNA NA NA NA Filter: bootsfrap Score »= 50
ASV1574 100 100 100 100 99 83 83| Bacterlp Bacilolc Clostido Eubacli  Osciloda 5 [Eubacterium] siraeum

ASV1575 100 [ [ 84 3 5 0ld_Bacterp Planctlc Plancido Pircll[NA  [NA  [NA  |Filter booistrap Score =50
ASV1576 100 100 100 100 100 72 521d Bactegp_ Bacteric Bacterﬂo Bacter(f Prevoﬁg Segatds Segatela copri |

ASV15TT 100 100 i} 43 32 ] 9)d_Bactenlp Bacteric BacterghA NA NA NA Filter: bootstrap Score »= 50
ASV1578 100 85 ] B4 64 83 581d_Bacterlp_Bacilolc_Erysipdo_Erysipdf_Erysipefo_Brezndls_Breznaiia pachnodae

ASV1579 100 [ 80 BE] 24 10 10]d_Bacterlp_Bacilojc_ ClostrighA NA NA NA  [Filter: booisirap Score == 50
Asvisg0| 0] 100 [ ] % 83 83]d Bacterlp Bacilofc Clostrido  Eubaclf Oscilodg s [Clostidium] methylpentosum
ASY 1581 100 9 % % g5 94 38|d_Bacterp Bacilolc_Badii [o_Laclob|f Laciobdq_LigiaciNA  [Fier. booistrap Score >= 50
ASV1582 0] 0] ol 100 03 89 89ld Bacterlp Bacterlc Bacterfo Baclerli Muribalg Paramls Paramuripaculum intesfinale
ASV1583 100 100 100 91 91 01 91|d_Bacterlp Bacilolc Clostrido Monoglf Monogfa Monogls Monogiobus pectiniyticus
ASV1584 100 100 100 100 ] i 86|d Badeap Bacillolc Chsﬁ' o Eubaclf |g Colideys_ Colidextrinacter massiliensis
ASV1585 100 56 56 56 5 49 43| Bacterlp Baclerlc Baclerdo Bacter{f MuribalNA  [NA  |Filter: bootstrap Score == 50
ASV1586 100 100 100 100 100 100 100 Bacterlp Bacilofc Meafilo Acidanlf AcidamigPhascds Phascolarctobacterium_succinatutens
Asviser| 0] 100 [ [ 09 [ 74]d_Bacterlp Bacilofc Erysipdo Erysipdf Tuicibdq Turicibls Turicibacter s |

ASV1588 100 1000 100 00 100 06 82ld Bacterlp Bacilolc Clostido  Lachndf Lachnlg Roseb{s Roseburia intesfinalis

ASV1589 100 100 8 36 B 3 3d_Bacterip Actinofc Coriob{NA NA NA NA Filter: bootstrap Score »= 50
ASV1540 100 13 13 13 13 13 13]d_ Bacter{NA NA [NA NA NA NA Filter: bootsfrap Score »= 50
ASV1591 100 100 100 100 100 94 88]d Baclerlp Bacterlc Bacterfo Baclerlf Odoribdg Odoribls  Odoribacter splanchnicus
ASV1502 100 100 100 100f 100 100 68| Bacteag Bactenc Bactergo Bactenf Rikenelg Alistipds _Alistioes shahii_|

ASV1593 100 74 5 57 52 20 150 Bacterip Bacillojc_ Erysipdo Erysipdf  ErysipeNA NA Filter: bootstrap Score >= 50
ASV15%4 100 100 100 85 95 42 41]d_Bacterlp Bacilolc _Clostido_Lachndf_ LachnglNA NA Filter: bootstrap Score »= 50
ASV1595 100 100 100 100 100 [ 69]d Bacterlp Bacillolc dosirido Eubaclf Butynclg Intesfifs  Intestinibacillus massiiensis

ASY 1596 100 12 i Bl 21 13 13]d_Bacterlp Bacilo]c C_losuidNA NA NA  [NA  [Fiter: bootsirap Score »= 50
ASV1547 100 9 [ ] [ [ 60[d_Bacterlp Baciloc_ClostidoFubaclf Aristaedo Aristads Aristaeslla_hokkaidonensis
ASV1548 0] qool ool o0l qo0] B 43]d Bacterlp Bacilolc Negafilo Selendf Selenolg SelendlNA  |Fitter: bootsfrap Score == 50
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MNA Filter: bootsfrap Score =50

NA Filter: bootstrap Score = 50

A Filter: bootsfrap Score =50

NA Filter: bootsfrap Score ==50

NA Filter: bootsfrap Score ==50

NA Filter: bootsfrap Score >=50

MA Filter: bootsfrap Score =50

NA Filter: bootsfrap Score >=50

NA  [Filter: bootstrap Score == 50

NA Filier: bootstrap Score = 50

NA Filter: bootsfrap Score =50

|

NA Filter: boctstrap Score == 50
I
I

MA Filter: boctstrap Score »= 50

NA Filter: bootstrap Score = 50

NA Filter: bootstrap Score = 50

NA Filier: bootstrap Score = 50

I
|
|
|
NA_|Filler: bootstrap Score »= 50
|
|
I
|
|

NA Filter: bootsfrap Score ==50

NA Filter: bootsfrap Score ==50

MNA Filter: bootsfrap Score =50

NA Filier: hootstrap Score = 50

Filter: bootsfrap Score =50

NA Filter: boctstrap Score »= 50

NA Filter: bootstrap Score == 50

NA Filter: bootsfrap Score =50

I
(
I

NA Filter: bootstrap Score >= 50
I
I
I

NA Filter: bootstrap Score = 50

ASV15%9 0] 100] 100 9 ] 5 [d_ Baderlp Baclolc_Chsigo_Eubacl_Oscilodq_VescnA Filier: bootstrap Score == )
ASVI600 100 4 49 49 4 4 494 Bacter{NA NA NA NA NA (
ASV1601 100 1000 100 1000 100 £3 44]d Bacterp Pseud{c Alphaplo Hypholf Hyphora  HyphofNA Filter: boatstrap Score == 50
ASV1602 100 % % 80 12 A 20[d Bacterp Baciloc_ClostidoLachndi Lachno[NA I
ASV1603 100 3 3 3 3 B 37]d_BacteriNA NA  NA NA NA r
ASV1604 10 100 100 100 100 100 0ld Bacerp Bacterfc Bacledo Bacterli Baclerdq Bacterfs Bacteroides xyianisolvens
ASV1605 100 8 a7 96 78 78 78]d_Bacerip Bacilolc Clostrido Eubacli Fubaci{y Fubacls Fubacterium coprostanoligenes
ASV1608 100 71 pij 7 27 5 5ld Bacterp BaciloNA  [NA NA NA

ASV1607 100 9 87 38 17 17 10]d_Bacterlp Baciloc _ClosirighA NA NA

ASV1508 100 80 &7 i 63 3 18]d Bacterlp BacilolcErysipdo Enysipdf ErysipefNA

asviaoa| 10l oof 0] 0] q00 99 99]d_Bacterlp_Pseudlc _Gammjo_Enteroli_Erwinialg_Pantogs_Pantoea agglomerans

ASV1610 100 1000 100 100 74 47 47]d Badeﬁg Eacillo|c Cbsﬁo Eubaglf QscilogNA

ASV1611 100 100 100 95 95 i 23|d_Bacterp Bacilojc Clostrido_Lachngf  LachnglNA

asvisi2[ 0] 0] 100 % o4 o 76]d_Bacterlp_Bacilole_Clostrido_Eubacti_Aristaedo_Avistaels _Avistaeela lactis |

ASVi613 100 00 100 100 g5 43 3d Bacterp Bacilolc Clostrido Eubaclf OscillodhA

ASV1614 100 100 100 100 100 100 0ild_Bacterip Bacterfc Bacierdo Bacterli Prevoldo Seoaids Segatella hominis

ASV1615 100 100 i [ 1l 11 9ld_Bacterlp_Bacter{c Bacterdo Bacter{NA NA

ASV1616 100 78 57 46 15 15 5] Bacterlp Bacilolc ClostrighA NA NA

ASV1617 100 00 100 1000 100 17 T7[d_Badterlp_Baclolc _Clostrido_Lacndi_LachnolNA

ASV1618 100 100 100 67 i7 58 36[d_Bacterp Acinofc _Coriobdo_Corioblj Corichdg_ Senea{NA Filter: bootstrap Score = 50
EEE] T g7 g 47 97 [ 97ldBacterp Bacilolc Clostrido Eubacli Malibaly Malibds Malibacterium massiiense
ASV1620 10 100 10 100 100 100 1|d_Bacterlp Spiroclc Spiroclo Spiroclf Treponlg Treporls Treponema porcinum

ASV161 100 100 100 100 100 100 99[d_Bacerp Bacterfc Baciero Bacterli Tannerfo Parabds Parabacteroides gordoni
ASV1622 0] 100] 100 % 99 76 Bld Bacterlp Actinofc Actinofo Pseudlf Pseuddg SacchfNA  [Filler: bootsirap Score »=50
ASV1623 100 100 100 100 100 100 f1ld Bacerlp Bacterfc Baciedo Bacterli Rikenelg Alisinds Alistipes finegaldii

ASV1624 100 100 100 100 100 100 81]d_Bacterp Bacterlc Baclerdo Bacter{f Rikenelo Alstinds Alisies pufredinis

ASV1625 100 100 100 100 100 50 40ld Bacterlp BacilolcChosfrido Lachndf Lachnelg_ DiplocNA Filter: bootsfrap Score ==50
ASV1626 100 1000 100 100 54 48 48] Badeﬁg Bacillo|c Cbsﬁ'o Eubag‘f OscillogNA

ASVi627 100 1000 100 3 A 18 8]d_Bacterlp Bacilolc _ClostigNA NA NA

asvisza| 0] 0] 100 [ 89 89 28ld Bacterlp Bacilolc Clostrido Lachndf Anaerolg AnaergNA  [Fiter bootstrap Score =50
ASVIER] 0] 0] % %] 8| 12| 12jd_ Badenp Bacilolc Costido_Eubacti CsclodNA

ASVIB30 100 % B 13 3 8 5[d Bacterlp_Bacter{NA NA NA NA

ASVIGaT[ 0] 0] & 4] ] 1 O[d Bacerp BacefA W WA WA

ASV1632 10 100 100 i 91 il 3ldBacterp Bacilolc Clostrido Eubacli Oscilodg VescinlNA Filter: bootsfrap Score =50
ASV1633 100 A el 85 i 17 4] Badeﬁp Eacillolc Cbsﬁo Eubacli Avistaefo AvistagNA Fiter: bootsirap Score == 50
ASV1634 100 100 100 98 Bl 0 21|d_Bacterp Bacilojc ClostridoEubac{NA NA

ASV1635 100 100 100 100 100 100 77ld Bacterp Bacterfc Baciedo Bacterlf Bacerdg Bacterls Bacteroides acidifaciens
ASV1636 10 100 100 100 100 100 80ld Bacterlp Bacilolc Clostido Lachndf Anaerolg Anaerds  Anaerofignum lactatifermentans
ASV1637 100 100 100 95 95 g Old Bacterlp Bacilolc Closirido Lachndi LachnelNA

ASV1638 100 4 3 i 3 5 40 Bacter{NA NA VA NA NA

ASV1639 100 100 100 100 80 a0 83]d Bacterlp Bacilolc Clostido  Eubacli Oscilodq Necleds Neglectbacter caecimuris
ASViB40 100 00 100 06 17 A 10[d_Bacterlp Bacilofc _ChostidoFubacliCscilofNA

ASV1641 100 100 % 13 73 56 28[d Bacterlp Bacilofc Chostrido Christdf Christelg _ ChristghA

ASV1642 100 f9 55 55 52 i 2|d Badeﬁg Bacillo|c Emiﬁﬂo Ensindi_ErysinefNA

ASV1643 100 1000 100 99 28 2 28[d_Bacterlp Bacilofc _ClostridoEubac{NA NA

ASV1644 100 100 8 80 79 2 16]d_Bacterlp Bacilofc C_Iosmdo Eubact OscilogNA

ASV1645 100 [ [ ] 10 g 8ld_Bacterlp Bacilolc_ClostrighA NA NA

ASV 1646 100 ] 5 1 3 12 6]d_Bacterlp Bacilolc C_Iosiridu Eubac{NA NA

ASV1647 100 99 [ 83 8 [ 77ld Bacterp Bacilolc Clostrido Christdf  Chiistelg Gehonls  Gehongia tenus |

ASV1648 100 9 a7l 15 66 g 0ld_Bacterlp Bacilolc Clostido Lachndf LachnolNA

MNA Filter: bootsfrap Score =50
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NA Filter: bootsirap Score == 50

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == 50

Filter: bootsfrap Score == 50

Filter: bootsfrap Score =50

NA Filter: bootsirap Score ==50

MNA Filter: bootsfrap Score =50

NA Filter: bootsirap Score == 50

|Fitter: bootsirap Scare ==50

A Fiter: bootsirap Score == 50

NA Filter: bootsfrap Score == 50

|Fitter: bootstrap Score == 50

NA Filter: bootsfrap Score =50

NA Filter: bootsfrap Score == 50

[Fitter: bootstrap Score >= 50

Filter: bootsfrap Score == 50

|
NA Filter: bootsirap Score ==50
|

Filter: bootsirap Score ==50

Fitter: bootsfrap Score =50

ASV1649 1000 1000 oo 00 so0] 100 9]0 _Eaclerlp_Bacilolc_Clostrdo_Eubacli_Butyicla_Buynds_BUtyrcicoccus intestiisimiae
asvigs0 | doof ool ol o0l 1m0 a7 67]d_Bacterlp_Bacilofc_Costido_Lachndf _Lachnojo_Anaerds _Anaerosfipes butyratcus
ASV1651 100 47 87 10 10 b 6ld Bacterlp Bacilofc ClosiridNA NA NA

A5V1652 100 100 100 100 100 46 14]d_Bacterlp Bacterfc Bacterdo Baclerlf PrevolgNA

ASV1653 100 100 100 100 100 88 88]d PBacterlp Bacter{c Bacterdo Bactenf Prev Prevotis _Prevotellamassiia_timonensis
A3V1654 100 100 100 100 100 ] 89|d Bacteap Bacillolc Closﬁ'o Eubaclf Oscilloig Dysos;Is Dysosmobacter acutus

Asvigss|  f00] 100 09 0 8 [ 58]d Bacterip Bacilolc Clostrido Fubacli Aristaelg Aristacls Avistacella hokkaidonensis
ASV1656 100 100 100 % 95 42 420 Bacterlp Bacilofc_Clostrido Eubaclf OscilogNA

ASV1657 100 100 100 100 100 100 19]d_Bacterlp Bacilolc _Bacili Jo_Bacilalf Stahylg_ Staphy|NA

A5V1658 100 100 100 100 100 5 14]d Bacterlp Bacterfc Bacterlo Bacterlf Prevotdg  SegatdhA

ASV1659 100 100 100 100 100 100 70]d Bacterip Bacterlc Bacierdo Bacleri Tannerlg Parabds Parabacteroides merdae
ASV1660 100 100 100 100 g6 53 53|d_Bacterlp Bacillofc Closfrido Eubaclf Oscilogg Lawsols _Lawsonibacter asaccharalyticus
ASV1661 100 100 100 9 96 23 2|d Bacteﬁp Bacillolc Chsﬁ'o Lachnat LachnoiNA

ASV1662 100 99 2 91 91 19 10]d_Bacterip _Bacilofc C_Iosirido Lachndf_ LachnlNA

ASV1663 100 49 % 4 45 % 36]d Bacterlp Bacilolc ClostrighA NA A

A3V1664 100 100 100 64 54 5 s4ld Bacterlp Actinolc ActinodoMicroclf Bogorida Georods Gearoenia desert

ASV1665 000 q00] 1000 1000 1m0 7 T7ld_Bacterlp Bacillolc FErysipdo Erysipdi Ervsipelg Lactimls Lactimicrobium massiliense
agviges |  doof ool ol o0l 00 ] 03]d Bacterlp Bacilolc Clostrido Lachndi Lachndlg Kineotls Kineaihi alysoides

ASV1667 100 100 100 100 100 100 100]d_Bacterip_Fibrobdc_ Fibrobdo Fibrobdf Fibrobda_Fibrobds  Fibrobacter succinogenes
ASV1668 100 100 100 o7 89 ] Wld Bacterlp Bacilolc Clostrido Fubaclf Oscilodg_ VescinNA

ASV1669 100 100 100 % 64 3 50]d Bacterip Bacterlc Bacierlo Baclerli Tannerlg Parabds Parabacteroides distasonis
A3V1670 100 100 100 100 100 100 100ld_Bacterlp Bacillolc  Clostrido  Eubaclf g Howarls Howardella ureiytica

ASV1GT1 100 100 100 100 83 83 §2]d Bacterip Bacilolc Clostrido Eubaci q_Gemm|s Gemmiger formicilis

ASVIBT? 100 100 99 8 5 57 57|d_Bacterp Bacilolc Clostrido Fubacki Clostidg Massﬁls Massiliociostridium_col

ASV1673 100 100 100 100 91 49 27d_Bacterlp Bacilolc_Closirido FubacliOscillodNA

ASV1674 100 100 ] [ k] H 23|d_Bacterlp Actinofc Themndo  SoliutfNA NA

ASVIGTH 100 100 100 100 a0 79 78] Bacterlp_Actinoflc_ Actinoro Mycoblf Nocardlo Smarals Smaragdicoccus. nigatensis
A3V1676 100 99 33 90 ar 74 20]d Bacterlp Bacillofc Clostrido Eubaclf Fubactig AcetofNA Filter: bootsfrap Score == 50
ASV1677 100 43 18 14 12 11 1d Badeﬁp Bacillo|c Cbsﬁ' A NA NA |NA Filter: bootstrap Score == 50
Asviere | foof ool soo]  tool 0] 100 99]d Bacterlp Pseudlc Betaprdo Burkhdi Alcaligdg Paenals Paenalcaligenes hominis
ASV1679 000 100] 000 100 q00] 100 36|d_Bacterlp_Pseud{c_AlphaploRhodolf ParacolaParacdNA

ASV1680 100 100 100 100 100 100 66]d Bacterip Bacterlc Bacterdo_Bacterlf _Rikenelg Alistipds Alisipes putredinis

ASV1681 100 100 100 100 100 100 96]d Bacterlp Bacilolc Closfrido Lachndf Lachnolg Rosebfs Roseburia pard |

agviga2 | fo0f ool to0] 100 o0f  100] 100 Bacterp Mycoole [o Mycoplt Mefam{g Mefamls Metamycoplasma suali
ASV1683 100 100 100 100 69 50 50]d Badeﬂp Bacillo|c Chsﬁ'o Eubaglf Oscilloda s _[Clostridium] leptum

ASV1684 100 35 ] 76 7 7 7|d_Bacterlp Bacilofc _Clostriqo Eubac{NA hA NA Fitter: bootsirap Score ==50
ASV/1685 100 100 100 98 98 40 40]d_Bacterlp Bacilofc Clostido Fubacli_OscilodA

ASV1686 100 100 100 % 5 30 29|d_Bacterlp Bacilolc Closfrido  Eubacif NA

ASV1G8T 100 100 100 100 100 100 100[d_Bacterp Bacilolc Clostrido Fubaclf Fubactlg Fubac{s Eubacterium pynuvativorans
A5V1688 100 100 100 100 100 89 43]d Bacterlp Bacilofc Negafilo  Selendf Selenofg  SelendlhA

A5V1689 100 100 100 100 100 100 02]d Bacterip Bacterlc Bactgrdo Baclerlf Prevoidg Seqatds Segatela copri |

ASV1690 100 74 74 74 74 74 24]d_Bacterlp_Bacilolc_Bacili Jo_Lactoblf Lactobda_LactobJNA

ASV1691 100 [ [ [ 69 20 20]d Bacterip Bacilolc Erysipdo Erysindi Coprob]NA

ASV1692 100 100 100 100 100 71 230 Bacterlp Bacilolc _Bacil |o Lactob|f Lactobgg LigiaciNA Filter: bootstrap Score >= 50
ASV1603 100 87 87 L a7 49 49|d_Bacterip Bacter{c Bacterfo Bacler|f PrevotghA A Filter: bootsirap Score == 50
asviead | do0f  qo0] i ] 9 5 58[d Bacterlp Bacilolc Clostrido Lachndf Lachnolg Enterols Enterocioster aldenensis
ASV1695 100 100 Pl 27 27 12 120 Bacterlp Bacter{NA A NA NA NA

ASV1696 100 5 51 51 50 50 38ld_Bacterlp BacilolcBacili o Lactobli Laciobg _Ligiiac{NA

ASV160T 100 100 100 100 100 100 100]d_Bacterlp Bacter|c Bacterdo Baclerff Tannerlg Parabds Parabacteroides distasonis
asvieas| ool 1w [T ) 8 [ 860 _Bacterlp Bacilolc Clostrido Fubaclf Peptoclg Dehalds Dehalobacterum formicoacaticum
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ASV1699 100 76 [ £l 4 4 4ld Bacterlp Bacilolc Clostighd  [NA  [NA  [NA [Filter: bootstrap Score »= 50
ASVITO0 1000 100f 100 i i 15 Tld Bacteip Bacilolc Clostido Lachndi _LachnolNA NA Filter: bootsirap Score == 50
ASVATO! 100Q 100] 100Q 100] 100 100 85[d_Bacterlp_Spioclc_Spioctlo Spiroclt TrepongTreporfs _Treponema bryani

ASVIT02 000 t00f o[ 100p 100 0 §5ld Bacterlp Bacilolc MNegafifo Selendi Selenolg Selends Selenomonas ruminanium
ASVAT03 000 00p  d00Q do0p 400 8 B3| Badeﬁp Bacilolc _Bacili jo_Lactobli Lachobdo Lactobfs Laciobacilus paragasseri
ASVITO4 100 46 8 § 1 4 dld BactenNA  |NA |NA NA |NA |NA |Fi|ter: bootsirap Score ==
asvizos] 10l %l w8 %@l 8l &3] 7ld Backdp Baclolc Clstido Fubacli Asiaelg Avistads Avistaeela lacis |

ASVIT06 00 100 8 89 [ U 15[d Bacterlp Baclerlc Bacterdo Bacterlf PrevotdNA NA Filter: bootstrap Score == 50
ASVITOT 1000 100 100f 1007 1007 100 42d Bactelp Spioclc Spiroco Spirocdi Treponfg  TreporlNA Filter: bootstrap Score = &(
ASV1708 000 100p 100 99 89 [ 12ld_Bacterlp BacilolClostndo Lachndf Lachnofo BlaufigllA Filter: boctstrap Score == 50
ASVIT09 1000 100f 100 9 81 3 3ld Bacteip BaciloleClostido Eubaclf OscilodNA NA Filter: boatsirap Score == 50
ASVITI0 1000 100 100]  100f 100 3 O6ld Bacteip Bacilolc Erysido Enysipdf Coproblg Lonaibls Lonaibaculum murs

ASVIT! 100 15 6 3 3 11 13fd Badeﬁp Bacilojc Cbsﬁ'm |NA A |NA Filter: boatsirap Score »= 50
ASVIT12 1000 t00f t00f 1000 100 0 420 Bactenlp Acidoblc Blastodo Blastodi Blasiofo _ Stenct{NA Filter. bootsirap Score == 50
ASVITI3 100 [1] 5 Y 5 P 284 Bacterlp Bacilolc Ensipdo Erysindf ErysipefNA NA Filter: boatsirap Score == 50
ASVITI4 1000 100f 100 98 98 U 3ld Bacteip Bacilolc Clostido LachndiLachnalNA NA Filter: bootsirap Score == 40
ASVITIA] 0] 100 10 9 % M)  44fd Bacterdp Bacllole Closhido Lachndf LachnofNA  INA [Filler: boatsirap Score »= A0
ASVITIG 100 03 8 pll Pl 17 7ld Bactelp Bacilolc ClostighA hA NA~ [NA  |Filter: bootstrap Score »= A0
ASVITIT 1000 100 100f 1007 1007 100 65d_Bacterdp Actinolc Acinodo Mycoblf CorynelgCoryndsCorynebacterium ocli

ASVIT18 100 8 [ 63 4 12 12ld_Bacterlp Bacilolc _Clostido Eubac{NA NA NA Filter: bootsirap Score == 50
ASVIT1G 100 89 8 2 p] 18 12]d_Bacterdp_Bacilolc_ClosiighA NA~ [NA  [NA [Filler bootsirap Score »= 50
[ASVITH0 100 a0 ] a0 [ 78 78]d Bacterlp Bacterlc Bacterlo Bacterlf Prevoldy Alloprds  Alloprevotela rava

ASVIT2A 1000 100f 100 ] i 3 35ld Bacterip Bacilolc Clostido LachndfLachnalNA NA Filter: boatsirap Score == 40
ASVIT22 00 100 9 98 3 3 B)d Bacierdp Bacilole Closhido  Eubac{NA NA NA Filter: boatsirap Score == 50
ASVIT23 000 100f 100[ 100 85 4 64ld Bacterlp Bacilolc_Clostido Fubac) Clostidg Closirids Clostridium jeddahitimonense
ASVIT2 100 i o 3 19 16 16]d_Bacterlp Bacilolc _ ClostifhA NA NA - INA JFilter bootstrap Score »= 50
ASVIT25 1000 f00f 100f 100p 100 i 96ld_Bacterlp Acinofc_Coriobdo_Corioblf_Afopoblg _Olsends Olsenella congonensi

ASV1726 1000 100] 100 100 100 13 73|d Bacteﬁp_ Baci\lolc Clos%o Eupacli Oscilod Angelis Angelakisalla massiiensis
ASVIT2T 100 80 ] il il 80 G6{d Bacterip Bacler|c Bacterqo Bacterff Rikenelg Alistids Alistipes dispar

ASVIT28 1000 t00f t00f t00p 100 70 350 Bacterp Bacilol: Bacill o_Lactob}f_Lactobqg LigilacNA Filter: bootsirap Score == 40
ASVIT20 100 f00] 100Q 00p 00 00 4414 Bacterdp Bacilolc Bacili fo Lachoblf Lachobdn LactobNA  [Filler: bootstrap Score »= 50
ASVITI0 100 03 8 82 a0 73 73ld Bacteilp Bacter{c Bacterfo Bacterli Odoribdg Cuturds Culiuromica massiiensis
ASVITH 100 90 9 9 87 ) 75l Bactedp Spiclc Sproco Soiroclt Treponlg Treporls Treponema succinfaciens
ASVIT32 1000 100 00f 1000 1007 100 0ld Bacterp Bacterlc Bacterdo Bacteri Odoribdg Butyicls Butyicimonas synergisfica
ASV1T33 000 100] 100[ 100 g 16 I Bacteﬁp Baci\lolc Cbsﬁ'o Eubactf Ostilodn Dysostls Dysosmobacter acutus

ASVITH 100 06 [ B 12 8 Bld Bactenlp Bacilolc ClosirighlA NA NA |NA |Fi|ter: bootsirap Score == A(
ASV1T35 1000 100p 100Q 100p 00f 100 04l Bactedp Bacilolc Bacii Jo Lactobli Lachobfy Weissds Weisselia confusa

ASVIT36 000 100f 100 %5 a0 40 58]0 Bacterlp Bacilole Clostido Fubaclf Arstaedy Arictads Aristaeella hokkaidonensis
asvizar]  qo0l  qoof o0 qo0] o8l 3| 20ld Bacedp Bacterlc Bacero Bacterlf MuribqriNA NA  [Filter boatstrap Score >= 50
ASVITI8 1000 100f 100 o7 o7 60 8|4 Bacterdp Actinolc_Coriobfo Eggertit_Eqgertg_AderciNA Filter: bootsirap Score == 50
ASV1T39 100 9 9 99 99 3 |d_Bactedp Bacilole Clostido Lachndi LachnofNA  INA [Filter: bootstrap Score = 50
ASVITA) 1000 t00f t00f t00p 100 Bl )0 Bacterlp Bacterlc Bacterlo Bacterlf MurbafNA NA Filter: bootsirap Score == 40
ASVITA 1000 100 100f 1007 1007 100 §9ld Bacterp Bacilolc Clostido Fubac]i Oscilodg OscilisOscilinacler valercigenes
ASV1742 1001 1000 100 94 84 83 83]d Bacteﬁg Baci\lolc Clos%o Eubaaf Oscilodg_Ructibds Ructibacterium galinanum
ASVITA3 1000 100f 100 7 62 L] 30ld_Bacterip Actinofc Coriobio  Coriobif  Afopoblg OlseanA |F||ter: bootstrap Score == A0
asvizad] o0l qoof o0 qo0]  o0f 0] 56ld Bactedp Bacilolc Chstido Lachnd Lachnolg Meditels Mediemaneibacter gnavus
asvizas| 000 100] 100 100 100 12 12|d_Bacterlp Bacilolc_ Clostido_Lachndf Lachno[NA  [NA [Filter: bootstrap Score >=50
ASV1T46 100 0 % 0 o8 0 2| Bactedp Bacilole Clostido Peptodi Pentosly TersplNA  [Fittr: bootsirap Score = 50
ASVITAT 000 100 7 2 2 10 7ld Bacterlp Bacter{NA  JNA NA~ [NA  [NA [Filter bootsirap Score »= 50
ASVIT48 1000 t00f t00f t00p 100 3 2ld Bacteip Bacterlc Bacterdo Bacteri Prevoid A NA Filter: bootsirap Score == 40
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ASV1740 100 100 i A i 4 3d_Bacterlp Bacter{NA A [NA NA [NA |Filter: boatstrap Scora == 50
ASVITA) 100 100 100 100 100 88 50ld Bacterlp Acidodlc Blastodo Blastodf Blastoclg Stenctls  Stenotrophobacter roseus
ASV17A1 100 ] i 18 13 12 12]d_Bacterp _Bacillo{NA A NA NA [NA Filter: boatstrap Score == 50
ASV1752 100 100 100 84 98 80 3d Bacterlp Bacilolc Clostido Lachndi Lachnlg BlautigftlA Filter: bootstrap Score == 50
ASV1753 100 100 100 100 100 100 100|d_Bacterlp Pseuddc Gammio Pseuddf Pseuddo Stuizels Stuizerimonas stutzeri

ASV1754 100 100 100 100 100 100 100]d Bacteap Eacillo‘c Cbsd’o EubaEif Clostridg Cloetri!sJCIostridium]_innocuum

ASV1753 1000 100 1 [T 98 10 {0[d_Bacterlp_Bacillofc_Clostido_Lachndf LachnofNA  [NA [Fifier bootstrap Score == 50
ASV1T56 100 100 100 100 100 100 97|d Bacterlp Bacilolc Bacili [o Lactoblf Lactobdy Weissds  Weissella confusa

ASVATS7 1000 q00]  f00]  t00] 00 99 99]d Bacterip Bacterlc Cytophlo Cyloptli Cesiribdg Nafulsds Nafulsella tupanensis

ASV1758 10 100 100 100 100 41 4]d_Bacterlp Bacilofc Clostrido Eubaclf OscilodNA  [NA Filter: boatsfrap Score == 50
ASV1750 100 100 100 100 100 75 36]d_Bacterlp_Bacilofc_Bacili Jo_BacilaliGemellgGemel]NA Filter: bootstrap Score == 50
ASV1760 100 75 46 46 46 20 15ld Bactegp_ Bacilo]NA NA NA NA NA Filter: boatstrap Score == 50
ASV1T61 100 i 5 46 42 19 0]d_Bacterlp Bacter{c BacterdhA NA NA NA Filter: bootstrap Score == 50
ASV1T62 100 100 100 i if] 44 12d_Bacterlp_Actinofc_ AcinorloPseuafi  PseuddNA NA Filter: bootstrap Score == 50
ASVITEI| 0| % @ 9 %  8J 2|0 Baceerp Bacilolc Chstido Lachndi Lachnog Coprods Coprococcus comes

[ASV1764 000 0] do0l  too] 00 100 89]d_Bacterlp_Bacilolc_Clostido_Lachndi_Anaerolg_Anaerds _Anaerofignum_aminivorans
ASV1765 100 100 100 100 100 100 32|d_Bacterlp_Bacilolc Bacili [o_Lactobli Sirepiofg  StreptdNA Filter: boatstrap Score == 50
ASV1766 100 100 5 4§ 47 26 26]d_Bacteilp Bacilolc_ClostighA NA NA NA Filter: boatstrap Score == 50
ASVITeT| 00| 00| 10| 00| 00| 36| 3|0 Bacierp Bacilolc Chstido Fubacl Bubyig|NA  [NA |Fifer booistrap Score = 50
ASV1T68 100 100 100 100 100 100 100]d_Bacterp Bacilolc Clostrido  Fubacli Oscilledg Owarilfs  Owaribacterium komagatae
ASV1768 100 9 a2 78 78 3 16ld Bacterlp Bacilofc Negatilo Selendi SelenofNA NA Filter: boatstrap Score == 50
ASVITT0 100 47 47 47 47 47 47]d_Bacter{NA MA NA NA [NA NA Filter: boatstrap Score == 0
ASVITT! 100 100 100 100 76 26 26]d Bacterip Bacilolc Closfrido Fubacki OscillodNA NA Filter: bootstrap Score == 50
ASVITT2 100 100 i g1 5 5 30| Bacterlp Bacterlc Baclerfo Bacterfi Tanner{g  ParabdlA Filter: bootstrap Score == 50
ASVATTA 100 100 100] 100 99 i #4Jd Bacterlp Bacilolc Clostrido  Fubaclf Oscilledg Ruminds  Ruminococcus callidus

ASVITTA 100 100 100 89 g7 0 30[d Bacterlp Bacilolc  Clostido  Penfodi Anaero[NA NA Filter: bootstrap Score == 50
ASVATTS 1000 100 1m0 [ 01 38 33d Bacterlp Bacilolc Clostrido Fubackf OscillodNA NA Filter: bootstap Score »= 50
ASV1T76 100 89 a i3] 6 29 20]d Bactegg Eacillolc Clos% o_Christdf _ChritefNA NA Filter: boatstrap Score == 0
ASVATTT 100 100 100 100 100 83 20|d Bacterip Bacterlc Bacterfo Bacterdi Bacterdg Bacler{NA Filter: bootstrap Score == 50
ASVATT 100 100 100 100 i7 45 45[d Bacterlp _Bacilofc Qlosin'do Eubacli OscillogNA NA Filter: bootstrap Score == 50
ASVITTY 100 100 100 92 g2 48 48]d_Bacterlp_Bacilofc ClosfridoLachndfLachnolNA NA Filter: boatstrap Score == 50
ASV1780 100 51 5 50 50 30 30|d Bacterip Bacterlc B_acterdo Bacterf PrevoidNA NA Filter: bootstrap Score == 50
ASV1781 100 100 100 100 100 74 74|d Bacterlp Bacilolc  Clostido Lachnd Lachnelg Coprods  Coprococcus comes

ASV1782 100 100 ] 3 [} ] 3d_Bacterlp Bacilole_ ClostidhlA [NA NA NA Filter: boatstrap Score == 50
ASV1783 100 8 5 59 59 49 48]d Bacte%p_ Bacillofc Emi%o Erysingi_Erysipe{NA NA Filter: bootstrap Score == 50
ASVITB4 100 100 100 100 98 98 87|d_Bacterlp Bacterlc Bacterqo Bacter{’ Bacterqg Bacter{s Bacteroides acidifaciens
ASV1785 100 a0 85 52 10 10 7]d_Bacterlp Bacilolc Clostido  Eubac{NA NA NA Filter: bootstrap Score == 50
ASV1786 100 100 100 100 100 45 45]d_Bacterlp Bacilofc Closfrido  Lachndf LachnofNA NA Filter: bootstrap Score == 50
ASVITRT 100 98 % a7 66 3 37]d_Bacterlp Bacilolc Clostrido Fubaclf Acutai]NA NA Filter: bootstrap Score == 50
ASV1788 100 ] 78 64 [} [ 2|d Bacterlp Bacterlc Bacferdo Bacter{NA NA NA Filter: bootstrap Score == 50
ASV178Y 100 73 5 32 17 17 17]d_Bactarlp Bacilolc _ClostigNA NA HNA NA Filter: boatstrap Score == 50
ASVITE0 100 100 100 100 100 96 6ld Bacterlp Bacilolc Badili [o_Lacioblf Laciobdg LimosiTNA Filter: bootstrap Score == 50
ASVIT91 100 100 45 7 25 16 160 Bacterlp Bacter{NA A NA NA [NA Filter: boatstrap Score == 50
ASVI792 100 100 100 % el o8 76{d Bacteag Bactelc Bacterao Bactenf Mun'baig Dunca's Duncaniella dubasii

ASV1793 100 100 100 100 100 100 98)d_ Bacterp _Actinofjc_ Coriobdo Coriob{f  Coriobdg_ Colinss  Colinsella_bouchesdurhonensis
ASV1T94 100 100 100 100 100 100 90ld Bacterlp Bacilolc Bacili | Lactoblf Lactobdg Lactobls Lactobacilus porci

ASV1795 100 [ii] 46 46 pi] 20 18]d_Bacterip BacilofhA A NA HA NA Filter: boatstrap Score == 50
ASV1796 100 100 52 8 26 23 23d_Bacterip_BacterlcBacterghA NA NA NA Filter: bootstrap Score == 50
ASVITST 100 100 100 2 2 29 29]d Bacterlp Bacilolc (TlosiridNA NA NA NA Filter: bootstrap Score == 50
ASV1T98 100 100 100 100 100 100 100]d_Bacterlp Bacter{c Sphinﬂo Sphingf  Sphingfa_ Sphings_ Sphingobacterium multivorum
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[NA |Fiter: bootsirap Score == 50

[a Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA_|Fifler: bootsfrap Score == 50

NA Filter: boofstrap Score == 50

NA Filter boofstrap Score == 50

Filter: boofstrap Score == 50

NA Fiter: bootstrap Score == 50

NA Filter: boofstrap Score == 50

NA Filter: boofstrap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: boofstrap Score == 50

NA Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

{Filler: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: boofstrap Score =50

NA_|Filler: bootsfrap Score == 50

Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

NA  |Fifer bootsirap Score =50

NA ~ [Filter: bootsfrap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: boofstrap Score == 50

NA_|Filler: bootsfrap Score == 50

NA Filter: boofstrap Score =50

NA_|Filler: bootsfrap Score == 50

[ASVITE0 o o & & Bacerp Baclolc_CosilA  JNA WA

ASV1800 1 I S Bacterlp_Bacier{c_Bacterlo_Bacterdf_Tamnerlg_Parabds_Pearabacteroides merdae
ASV1A01 000 100] 100 51 Bacterlp _Bacilolc_Closirido Fuback g Futepids Fviepia gabavorous
ASV1802 81 i g 8 Bacerlp Bacilolc Closiiga  [NA  [NA

ASV1803 9 99 99 35 Bacterlp Bacilojc Bacili jo Lactoblf Lactobdg LigiladNA Filter: bootstrap Score == 50
ASV1804 3 3 3 3 BadeaNA NA  NA A [NA

ASV1805 8 22 22 10 Bacterlp Bacilolc_ ClostigNA NA A

ASV1806 p ] pi 15 BacterlNA ~ [NA A [NA A

ASV1807 100 100 100 48 Baclerlp Baclerlc Baclerlo Bacterdi MuribadhA

ASV1808 81 74 pii il Bacterlp Bacilofc Closido EuoacfNA ~— [NA

ASV1808 1 I T Baclerlp BacilolcClostido Fubacki _ OsciloghA

ASV1B10 fid fid 3 40 Badeag Themic Desuﬁio Desufiff DesufdNA

ASVIB1 100 100 il 57 Baclerlp Baclerlc Baclerlo Bacterdi Tamnerlg ParabdA

ASV1812 100 100 g7 Bl Baderlp Baclerlc Baclerlo Bacterdf MuribadhA

ASV1813 % [} [&] 43 Baclerlp Bacilolc _Negafijo Selendf  SelenofNA

ASV1814 100 100 89 B Baderlp Bacilolc Clostido Peptodi Anaerolg Lentinds Lentinominibacier faeds
ASV1B15 P % p g Bacterp BacllofNA  NA  [NA WA

ASV1816 L) I ! g Bacterlp_Bacllofc_Clostido_Lachnd_LachnefVA

ASVIR1T [ 10 [ 16 Bacterlp Bacilolc _ClosiridoLachndf  Lachno[NA

ASV118 £ G Baderlp Bacilolc Clostido Eubacki EubaciflA

ASV1819 0 I T T Bacterlp Bacilofc Ciostido Eubacli Clostidg_Closti{Na

ASV1820 100 [ 99 78 Bacterlp Bacilolc Closmdo Christdf  Christelg Guopinls  Guopingia tenuis|
ASV18 100 100 100 100 Baclerlp Baclerlc Baclerlo Bacterdi Odoribdg Butyis Butyricimonas faecinominis
ASV1822 1000 100l f00] 100 Bacterlp_Baciolc_Badili [o_Lectoo|f_Srepiolo Streptds _Strentococcus forafensis
ASV1B23 9 4 99 83 Bacterlp Bacilofc Bacili Jo Lactoblf Laciobdo _LigiacfNA

ASV182 1000 100l f00] 00 Bacterlp_Bacterlc_Bacterdo_Bacterff Bacterdg_Bacterls _Bacteroides eqgerthi
ASV1825 100 100f 100 100 Baclerlp_Bacilolc_Clostido Fubacki Avistaely Aristads Avistaeela hokkaidonensis
ASV1826 100 100 100 it Bacterlp Bacterlc Bacferdo Bacteli Muribaqg Sangels Sanoeribacter muris
ASVIB2T 100 a8 98 i Bacterlp_Bacilolc_ClostridoLachnaf LachnﬁNA |NA |H|ter: booistrap Score == 50
ASV1828 173 13 73 70 Baderlp Bacilolc Ersipdo Erysidf Erysipelg Breznds Bremakia pachnodae
ASV1E 100 100 100 56 Bacter|p_Bacilolc Chsﬁ'o Lachnif Lachnolg Jutoﬁf’s Jutongia hominisl
ASV1830 g el | Baderlp Bacilolc Erysipdo Erysindi ErysipgllA

ASV1R31 17 17 7 17 BaerfNA  [NA A [NA A

ASV1832 1000 f00p 100 o Bacterlp Pseudlc Befaorlo Burkndf Oxalobfg Massii

ASV1833 58 58 58 M Badeﬁp Bacilolc Ensipgo Enysipdf Erysipelg BrezngNA

ASV1834 1000 100 g 51 Bacterlp Bacterlc Bacterdo Bacterlf Prevoldo SeqatdNA

A3V1835 B IE Bacerlp Candide Vampifo Vampilf g VampifsVampiroviorio: chlorelizvorus
ASV1836 100 o8 o8 o8 Bacterlp_Bacilolc_Clostido Monoclf Monoalg Monogfs Monoalobus pectiniyticus
ASV1837 i 40 12 12 Baclerlp Baclerlc BacerfNA  JNA  [NA

ASV1838 1000 fo0p 100 u Bacterlp Bacter{c Bacterdo Bacterf Murbado Duncals Duncaniella muris
ASV18% ol 0] o0l o0 Baclerlp Bacilolc_Clostido Lachndi Lachndlg Blaviigls Blavfia luii |
ASV1B40 100 g 7 1 Bacerp Bacilolc Clostrido  Eubaclf  Oscilodha

ASV1B41 G gl w6 Baclerlp Bacilolc_ClostidoChristeiChristelg_ Gehonfs_ Gehongia fenus |
ASY1842 100] f00] 100 15 Badeag Eacillo|c Cbsﬁ'o Lachnﬂf LachnﬂNA

ASV1B43 100 % o8 42 Bacterlp Bacilofc_ClosirigoLachndf  Lachno[NA

A3V1844 0 I D T Batterlp_Bacterlc_Bacterlo_Bacterlf PrevotgA

ASV1845 100] 100 fif 4 Bacterlp_Bacilolc_Clostrido Fubacl A

ASV1846 41 3 19 15 Bacerp BackrNA VA WA WA

ASV1B4T 100 100 100 100 Bacter{p_Bacilolc Badll Jo_Lactobl Laciobdo_Laciobfs [ actobacillus paragasseri
A3V1348 100 ol @ 7 Bacerlp Bacilolc Clostido Lachndi LachnglA

NA _[Fitler bootsfrap Soore == 50
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NA  |Fiter bootsirap Score = 50

NA  |Fier: bootsirap Score »= 50

NA Fiter: bootstrap Score == 5(

NA Fiter: bootstrap Score == 5(

NA Filter: bootstrap Score = 50

NA  [Fiter bootstrap Score »= 50

NA  |Fiter bootstrap Score »= 50

NA  [Fifer: bootsirap Score »= 50

Filter: bootstrap Scors == 50

Fiter: bootstrap Score == 5(

Filter: bootstrap Score >= 50

NA Fiter: bootstrap Score == 5(

NA Fiter: bootstrap Score == 5(

NA Filter: bootstrap Score >= 50

NA Fiter: bootstrap Scora == 5(

NA  |Fiter bootstrap Score == 50

NA _|Fifter: bootstrap Score = 50

NA Filter: bootstrap Score >= 50

NA Filter: bootstrap Score = 50

NA  |Fiter: bootstrap Score == 50

Filter: bootstrap Scora == 5(

Fiter: bootstrap Scora == 5(

NA Filter: booistrap Score = 50

NA Fiter: bootstrap Scora == 5(

NA_ [Fiter. bootstrap Score == 50

ASV1849 100 9 9 497 95 95 T8]d_Bacterp_Bacilolc_Costido_Eubac] Aristee]y Avisiaels Avisiaesla hokkaidonensis
ASV1850 1000 100p 100p 100 41 8 7ld_Bacienlp Plncidc Fjanctdo PiralulNA NA

ASV1851 00 0] 10 a8 98 5 551d Bacterlp Bacilolc Closido Lachndf Lachnolg Jutongls Jutongia hominis|
ASV1852 100 100 100 100 100 100 97ld_Bacterlp CampyeEpsiodo Campyli Helicoblg Heiicols Helicobacter typhlonius
ASV1853 1000 100]  100[  f00f  f00] 100 100fd Bacteﬁg Baci\lolc Bacill |o Bacilla‘f Staphylg Jeofgals Jeotgalicoccus agrolatus
ASV1854 100 17 3 3 3 14 11]d_Bacterlp BacilojNA NA NA NA NA Filter: bootstrap Score == 50
Asvigss|  doof 0] do[ o0l s8] 97| o7]d Bacterdp Bacilolc Clostido Peptodi Penios{s Rombds Romboutsia fimonensis
ASV1856 00] w0l 0] 0of 00 % 871d Bacterlp Acinofc Acinorlo Geodelt Geodelg  Geodels  Geodermataphilus_obscurus
ASV1857 1000 100p 100f 100 4 3 3l Bacterlp Bacilolc Closlrido EubaciNA NA

A5V1858 100 100 10 100 100 9 77ld_Bacterlp Bacilolc Bacill [o Bacilalf Bacllady Aeribals Aeribacilus composi
Asvigso] fool 0] d0f 100l q00] %] 76[d Bactedp Baclec Bacero Bacterli Bacterdn Backr(s Bacteroides acidfaciens
ASV1860 1001 1001 100 85 85 43 43l Bactegp_ Actinoflc Coriobfo Ecaerl)f EqgerttjA

ASV1861 100 98 8 41 3 32 23|d_Bacterlp Bacilolc _ClostifhA NA NA

ASV1862 100 ] 5 52 4 2 15]d_Bacterlp _Bacilofc ErysipdoErysipfhA NA

ASV1863 100 100 100 100 9 78 69)d_Bacterlp Bacter{c Bacterdo Bacterlt Murbadg Murbals_Muribaculim intestinle
EIEE i %6ld Bacterlp Bactedc Bacterlo Bacterdi Murba{NA

ASV1865 100 a7 a7 i 47 i 86]d Bacterlp Bacterdc Bacterfo Bacterlf Rikenely Alistipds Alistipes dispar |
ASV1866 100 89 82 82 79 78 68[d_Bacterlp Bacilolc Bacill Jo_Lacioff Laciobqy _Ligiachs _Ligilactobacilus_apodemi
ASV1867 00]  100] 100 il 01 16 16[d_Bacterlp Bacilolc Clostrido LachndfLachnofNA

A5V 1868 100 100 10 100 ]l 5] 85ld_Bacterp Bacilolc Clostido Eubacf g_Flinticds _Flintibacter butyricus
ASV1869 1000 100p 100 9 9 24 24]d_Bacterp Bacilolc Clostido_Lachngi _LachnoNA

ASVIAT0 100 100 100 100 100 50 501d_Bacterlp Bacilofc_Erysindo Erysipdt ErysineloLactimls_Lacimicrobium massiiense
Asvigre] foof ool foof o0l 99 3] 3|d_Bacterlp Bacterlc Bacterlo Bacterff Prevoldn_SeoailiA

ASV1472 100 % 9 % 9 o8 421d_Bacterlp BacilofcBacili Jo_Lactoblf Laciobdg LactoolNA

ASVIET] 100 9 o7 84 53 53 37|d_Bactedp Baciloc Clostido_Fubacki Avistaefy _ AristaglNA

ASV1874 100 99 b7 fi Py 19 19[d_Bacterp Bacterlc BacterloBacter{NA NA

ASV1875 1000 100 9 43 9 3! 23|d_Bacterlp Bacilolc Clostido Lachndi LachnglNA

ASV1876 100 1001 100 100 100 100 95|d Bacterlp Bacilofc Clostio Eubaclf Butyriclg Bufyidls Bubyricicoccus infesfinisimiae
ASVISTT 000 100p 100 100 01 56 46(d Bactegp Baci\lo|c Cbsﬁ'o Eubac]f Oscilloag Anaerq

ASV1878 1000 100p 100 40 H Bl 22|d_Bacterp Bacilolc _ Clostrighia NA NA

RSVIETS 100 100 10 100 ] 9 67]d_Bacterlp Bacilo]c 5losirido Eubacli Arstaedo Aristags  Aristaeella laclis
ASV1880 100 1000 100 100 100 00 100[d_PBacterlp Bacterdc B_acterdo Bacterli Frevoidg Seqatds Segaella copi

ASVI881 100 ] i ] 53 27 11]d_Bacterdp_Bacilolc_ClostidoFubacl A

ASV1882 1000 100p 100 o 97 i 83ld_Bacterlp Bacilofc Clostido Eubacki Aristaelo Avistaels Avistaeella hokkaidonensis
ASV1883 100] 100f 100 100f  d00p 100 f]d Badeﬁg Actino1c Acﬁnﬂo Mycobif Cﬂﬁne|g Conynes Cog%bacterium variahile
ASV1884 000 100p 100 % 14 14 11]d_Bactenlp_Bacilojc_Clostriqo Eubac{NA NA NA Filter: bootstrap Scora == 50
Asviges|  foof 0] [ 00l 98] 6|  Gld Bacterdp Bacilolc Clostido Eubacli Osciledy Fiavon|s Flavonifiactor piai
ASV1886 100 03 o1 64 b4 28 28]d_Bacterlp Bacilolc ClostidoLachndfLachnolA

ASV1887 100 B4 8 12 12 12 5ld_Bactedp Bacilolc _ Clostighia NA NA

ASV1888 00 0 1 71 69 5 5ld_Bacterlp Bacilolc ClostidoLachnd? LachnoNA

ASV1889 100 100 100 100 100 84 Bdld Bacterlp Bacilolc Clostido Eubacli Oscilodg 5 [Eubacterium] siraeum
ASV1830 100 100]  f00f 100 2 2 28d_Bacterlp _Bacilolc Clostido Eubac{NA NA

ASV1801 100 1000 100 100 100 100 85[d_Bactenlp BacilolcBacili [o_Laciobli Laciobd_Limosils _ Limosiaciobacilus_coleohominis
ASV1892 100l 100p 100 o8 9 3 32d Bactegg Eaci\lolc Clostrido_Evbaci Oscilodhd  [NA

ASV1893 1000 100p 100Q  f00f 100 87 28|d Bacterp Bacilofc Bacili o Lactobli Laciobdy _LigiaciNA

A5V 1854 100 100 10 100 100 100 701 Bacteilp Bacilolc Bacili o Lactotli Laclobdg Lactobls Lactobacilus gasseri
ASV1805 100 9 9 ] H 2 24]d_Bacterp_Pseud{c_AlphaploRhodofNA A

ASV1896 100 60 &0 52 50 15 15]d_Bacterlp Bacilofe Clostido Lacindi LachndlNA

ASV1807 00 100 9 9 98 2 27]d_Bacterp Bacter|c Bacterdo Bacterlf MurbaqhA

Asvigos|  doo[ 00l do[ 00l q00]  d00]  S2d Bacterdp Spioclc Spiocfo Spiocki Treponfo Treperls Treponema peruense
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NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Filier: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score »= 50

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score »= 50

NA Filter: bootsirap Score == 50

g==h

g==h

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

M
M
M
M
M
M
M
M

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score »= 50

NA Filter: bootstrap Score == 50

Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

NA [Fitter: bootstrap Score »= 50

Anaerotignum lactatifermentans

Filter: bootstrap Score »= 50

|
|

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

ASV1399 100 00 100 98 9% [ 08]d_Bacterlp_Bacllolc_ClosindoEubacli_Eubactly_Anaerds  ARGerofusts stercorhominis
asviow| o[ ol o] sl sl 4 4o Bacterp Bacilofc_Chostido_Lachn{i_LachndNA

ASV1901 100 76 0 47 4 15 15]d_Bacterlp Bacilofc ClostigNA — [NA NA

ASV1902 100 71 55 52 5 14 14]d_Bacterlp_Bacilolc ClostidoLachndf_Lachno{NA

ASV1903 100 100 100 100 100 100 100|d_Bacterlp Baciliofc Bacili jo Bacilalf Thermdg Movibds  Novibacilus thermophilus
ASV1904 100 100 100 100 100 4 44{d Bacterfp Bacillojc_ Clostrigo Eubac{f OscilloghNA

asvioos | o[ o] o] s @ 5 5ld_Bacterlp_Bacilolc Costido _Lachndi_LachnolNA

ASV1906 100 78 4 46 45 4 24|d_Bacterlp BacilofNA  [NA NA NA

ASV1907 100 83 83 83 83 74 75]d Bacterlp Bacter{c Baclerdo Bacterfi Baclerdg Phocads Phocasicola dorei
ASV1908 100 86 68 38 23 11 1]d_Bacterfp Bacilolc _ ClostridhA NA NA

asvioos | o[ @ @[ ] w0 gl Bactep Cyanolc CyamofNa  [Wa WA

ASV1910 100 100 100 g7 i 18 10{d Bacterfp Bacillofc _Clostrido Lachndf Lachno{NA

ASV1911 100 100 100 100 g7 82 15{d Badeap Pseudic Nphaao Hyphoit Brucellig Brucel[NA Filter: bootstrap Sco
ASV1912 100 B8 B 19 19 18 13[¢_Bacterlp_Bacilolc_ClostridhA NA NA NA Filter: bootsfrap Sco
ASV1913 100 100 100 100 72 25 25[d_Bacterfp Bacilofc Clostrido  Eubaclf OscillodNA

EEA L 5ld_Bacterlp Bacilolc Costido Eubaclia — [NA

ASV1915 100 00 100 56 56 1l 9]d_Bacterfp_Actinofc_Coriobdo_Fogerff FagertfiNA

ASVI916 100 f00[ 100l 100 % 68 56]d_Bacterp_Bacterlc_Bacterdo_Bacter|f Murbadg_Duncals_Duncaniell muris
ASV1917 100 98 9 18 78 g 6[d Bacierlp Bacilofc Closirido _Lachndf _Lachno[NA

ASV1918 100 100 100 100 100 46 46ld_Bacterlp Bacilolc Clostrido Eubaclf OscilloghA

ASV1919 100 100 100 100 100 100 83]d_Bacterlp Bacilolc Clostrido Fubacli Aristaelg Aristacls _Avistaeella hokkaidonensis
ASV1920 100 100 100 100 100 100 92[d Bacterlp Spiocfc Spirocle  Spirocdf Trepon{g  Trepors  Treponema porcinum
ASV1921 100 100 ] 99 72 12 72ld Bacterlp Bacilofc Clostido Eubacli Fubactlg Eubacls Fubacterium coprostanaligenes
ASV1922 100 00 100 1000 100 100 95[d Bacterfp Bacilofc Erysipdo Erysipdf Coproblg  Shamds  Sharpea porci |
wvies | o @[ ® e @ [ 28l Bactedp Baclolc Ensipdo Ensipdi Ersindna

ASV1924 100 99 9% 89 [ 53 48]d Bacterlp Bacilolc Clostido Lachndf Lachndlg Dorea

ASV1925 0] qo0] 0] 00 00 52 52]d Bacterlp Baciloc Clostide Eubaclf Oscilledg Dysos{s Dysosmobacter acutus
ASV1926 100 100f 100 100{ 100 100 44]d Bacteag Eacill0|c Closﬁ'o Eubaaf Oscillodg _FascallNA

ASV1927 100 100 100 100 48 73 73|d_Bactenlp Bacilojc Clostrido Eubacyf Oscillodg Merdinfs  Merdimmaobilis_hominis
Asvigns] o[ 00 ] o 8 8l #]d_Bacterp Vemucle Vernuclo Limispli Fonfisplg_Fontisls Fonfisphaera_persica
ASV1929 100 100 9 98 % 3 39ld_Bacterlp Actinolc_ Acidimlo_ Acidim]f _lamiacqNA

ASV1930 100 100100 9 % Ly, 16]d_Bacterlp Planctc Plancido Planctf PlanciolNA

ASV1931 100 63 63 63 ] 63 500 Bacterfp Campfc Epsilorfo Campf Helicoblg  Helicoffs  Helicobacter japanicus
ASV1932 100 100 100 100 54 £l 37]dBacterlp Bacilolc Clostrido Eubacli OscillodNA

ASV1933 100 00f 100 00 100 100{ __ 100ld Badeﬂp Bacillolc Clos% o_Eubaclf Clostridg Clostigs Closiridium perfringens
ASV1934 100 89 ] 85 78 B 3)d_BacterlpPseuddcBetaprdo  Burkndf  SutterelNA NA Filter: bootstrap Score == 50
ASV1935 100 100 100 100 100 93 §1]d Bacterlp Actinofc ActinarloMicroclf Microcdg Glutands Glutamicibacter_creafinolyticus
ASV1936 100 100 100 100 100 87 87]d_Bacterp Bacilolc Clostrido Lachndf Lachnolg Acetatls Acetaifactor muris
Asviear] o[ woof ool 100 100 9) #]d_Bacterlp Bacilolc Clostrido_Fubacli Butyricilg Butyricls_Butyricicoccus pulicascorum
ASV1938 100 00 100 100 100 100 84ld Bacterlp Bacilofc Closfrido Lachnd Anzerolg Anaerds

ASV1939 00 f00] 00l oo  100]  f00]  100]d Bacterlp Actinolc Acinodo Microclf Microcda Kocurids Kocuria rosea |
ASV1940 100 100 100 100 100 (] 80[d Bacterlp Pseudfc Betaprdo Burkndi Oxaloblg Janthirls Janthinobacterium_lividum
asvis |l w[ o e @[ sl 39fd Bactedp Bacilolc Baciilo Lactorff Lactobdg Ligiaclna

ASV1942 100 93 9 99 9 97 40]d Badeﬂg Eacillolc Bacili |o Lactob|f Lacionda _Lacob]NA Filter: bootsfrap Score == 50
ASV1943 100 83 83 83 83 g Old_Bacterlp Bacilofc ClosfridoLachndfLachnoNA

ASV1944 10 08 il [ 16 8 8ld Bacterlp Bacterfc Bacterlo BacterfNA  [NA

ASV1945 100 100 100 100 100 100 100]d_Bacterlp Bacter|c Bacterdo Bacterff Bacterdg Phocads Phocaeicola vulgatus
ASVIME] 100 % % % % [ 50]d_Bacterp Bacterlc Bacierlo Bacterfi Muribalg Murbals Murbaculum intestinale
ASV1948 100 90 90 90 90 90 88ld Bacterlp Bacter{c Bacterdo Bacterlf Munbalg Duncals Duncaniella dubosii
ASV1949 000 q00] 0] ool 00 q00]  100ld Bacterlp Actinodc Corioblo Corioblf Coriobda Colinsls Colinsella tanakaei
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ASV1950 00l 00] foof ool o0 i 26]d_Bacierp_Bacilo]c_Bacil Jo_Laciod]l_Laciobqa_Lactoo|NA Filter: bootsirap Score »= 50
ASV1951 100 45 45 45 4 45 45[d_Bacter{lA NA NA NA NA NA Filter: bootsirap Score »=5(
ASV1952 100 [ [ a0 72 A 300d Bacterlp Pseudlc Beiaprlo Burkidf  Sutfere]NA NA Fiter: boatstrap Score == 50
ASV1953 100 82 0 a0 84 75 75|d Bacterlp Bacterfc Bacterlo Bacter|f Prevoidg Alloprels Aloprevotella rava

ASV1954 100 83 3 3 17 17 4d Bacteap Bacter{NA A A NA NA Filler bootsirap Score »= 50
ASV1955 100 72 [ 62 55 H 18]d_Bacterlp Bacilojc_Bacili Jo_Lactob|f LaclobgNA NA Filter: bootsirap Score =50
ASV1956 100 100 100 100 100 100 100]d_Bacterlp Bacterlc Bacerdo Bacterli Muibalg Duncals Duncaniela muricoliica
ASV1957 000 0] ol 0] 00 100]  100[d Bacterlp Bacterlc Bacterfo Bacterf Prevotdg Seqaids Segaiella copri |

ASV1958 100 ] 0 11 [ 48 48]d Bacterlp Bacilolc Ciestrido  Eubachi HA NA Fiter: boatstrap Score == 50
ASV1959 100 100 Y 3 3 5 4ld Bacterp Bacter]NA  [NA A NA NA Filter: bootsirap Score =50
ASV1960 100 100 el 57 5 44 44 Bacterlp Bacilolc Clostrido Chrisidi_ Christa{NA NA Filter: bootsirap Score =50
ASV1961 1001 100] f00f  00p 1oof 100 100fd Bacteap_ Eacillolc Clostrido_Eubacti Osciledn_Congzls _Congzhendia minguanensis
ASV1962 100 78 4 4 4 23 12]d_Bacterfp BacilojNA A NA NA NA Filter: bootsirap Score »=5(
ASV1963 100 100 100 100 100 100 100ld_Bacterp Spirocle Soirocfo Spirocki Treponlg Treporls Trenanema berinense

ASV1964 100 100 100 100 100 45 36ld Bacterlp Bacterlc Bacterfo Bacterlf PrevoighA NA  |[Filter: bootsirap Score == 50
ASV1965 100 100 100 100 100 a7 75|d_Bacterlp Acinolc_Corioodo Egoerff Fogertilo_Paraeds Paraeggerthela_hominis
ASV1%66 000 100 100 9 ] [E] 83ld_Bacterlp Bacilolc Clostido_Lachndf Lachnol_ Acetatls  Acetaifactor muris

msviger{ o0l ool foof to0] 00l 48[ 37[d_Bacterlp Acinolc Coiobdo_Eogedli EcgertlNA [NA [Fifer boofsiran Score =50
ASV1968 100 100 10 100 100 ] 54|d Bacterlp Bacilolc Negafilo Selendi Selenolg Mitsuls Mitsuokela jalaludinii

ASV1969 100 100 100 100 100 100 100ld_Bacterlp Spirocle Soirocfo Spirock Treponlg Treparls Trenanema saccharophilum
ASVI970 100 100f 100 100f 100 100]  00ld_Bacterfp Bacilolc_Neoaiifo Vailonli Veilondg Alisonis _Alisonella hisiamirifomans
ASVA9T 100 [ [ [ 2 15 15[ Bacterp Pseud{c Alphaplo RhodofNA  [NA [NA [Fiter: bootsirap Score == 50
ASV1972 100 100 g 67 55 18 18]d_Bacierlp Baciloc Clostido Peniodi Peptos{hA NA Filter: bootsirap Score »=5(
ASV1973 100 0 [ [3] 8 A 0|d Bacterlp Bacilolc Clostido Lachndf LachnfNA NA Filter: boofsirap Score »= &0
asviord| 00l ol qo0] ol o[ Bild Bacterlp Bacilolc Clostido Eubacli Oscilofq Dysesfs Dysosmobacter acuiis

ASV1975 100 10 [ ] b 8 38ld Bacterlp Bacilolc Clostido Eubacli AcutaifNA  [NA |Filter: bootsirap Score == 50
asviore|  00] ol 0] @[ sl %]  73ld Bacedp Bacllolc Clostije Eubacli Clostido Clostids Clostidium jaddaniimonense
ASV1977 1000 100] o0l 100 99 8 59ld Bacteap_ Therm'c Deaulf1o Desuffit Desutidg Desugs Desulfovibrio simplex

ASV1978 1000 100] f00]  100p 100 g7 33|d_Bacterlp_Bacilofc _Bacili o Lactob{i Lactobdg LigilaciNA Filter: bootsirap Score »=5(
ASV1979 100 04 [ 70 45 A 21[d Bacerlp Bacilofc Clostido  EubaclA NA NA Fiter: bootstrap Score == A0
ASV1980 100 8 48 98 g7 ] 551d Bacterlp Bacterlc Bacterlo Bacterl Prevoidq Marseils Marseila massiiensis

ASV1981 100 8 g 8 8 B 60[d_Bacterlp Bacterlc Bacterfo Bacier|i Murbady Duncals Duncaniella dubosi

ASV1982 100 16 [ 76 76 % 100 Bacterl Bacterlc Baclerdo Bacteri PrevotdNA  [NA [Fiter: bootsirap Score == 50
ASV1983 100 100 10 100 100 B 98[d Bacerlp Bacllolc Clostido Lachndi Lachnclg Fusimds Fusimonas infesin

ASV1984 100l 100 o a a7 i 40ld Bacteap Bacillolc Baill |o Lactoblf Lactobdq _Lactob[NA Filter: bootsirap Score »= 50
ASV1985 1000 100]  f00] 100 99 98 39ld_Bacterlp Bacilofc _Bacili o Lactobfi Lactobdg Lactob]NA Filter: bootsirap Score =50
ASV1986 100 100f 100 100f 100 100 2|0 Baclerlp Bacterlc Bacterlo Bacier{i BacerdnBacker{NA Filter: bootsirap Score »= 50
ASVI987 100 00 100 100 100 00l 100[d_Bacterlp Bacterlc Bacterdo Bacterlf Muribado Duncals Duncaniela fefer

asviggs| 0] sl s  w|  wf 60[d_Bacterlp_Bacilolc_Costido_Lachndi_Lachnolg_Lachnds_[Clostidium) hylemonze
ASV1989 100 100p f00f  100p  f0of 100 39|d_Bacterlp Bacilolc Bacili o _Lackoblf Lactobdg LactblNA  [Fitter: bootstrap Score »= 50
ASV1990 100 100 100 100 100 95 5i[dBacterlp Bacilolc Bacili [0 Bacilalf Gemelly Gemells Gemelia | paranaemolysans
ASV1991 100 % [ g3 93 5 4]d_Bacierp Bacilolc Clostrido Lachngi LachngfNA NA  [Fiter: bootsirap Score == 50
ASV1992 100 4 4 a 83 3 55[d_Bacerlp Bacter{c Bacterdo Bacier|i Bacterdo Bacterls Bacleroides rodeniium

ASV1993 1001 1001 100 0 92 2 pal Bacteap_ Eacillolc Closqo Lachnif LachnaNF\ NA Filter: bootstrap Score »= 50
ASV1904 100 8 a8 9 98 B4 4|d_Bacielp Bacilo{c Bacili jo_Lactob{i Lactobdg LimosilNA Filter: bootsirap Score »=5(
ASV1995 100 100 100 100 100 100 3[d Bacerlp Bacterfc Bacterlo Bacierli Tennerlg ParabdiA Fiter: bootstrap Score == A0
ASV1996 100 100 100 100 g5 4] 36ld Bacterlp Bacterlc Bacterlo Bacterlt Prevoidg SeoatqNA Fiter: boatstrap Score == 50
ASV1947 100 100 100 86 ] 40 40]dBacterlp Bacilolc Clostrido Lachndi Lachno{NA NA Filter: bootsirap Score »= 50
ASV1998 100 [ [ 9% 9 % 88]d_Bacterlp Bacterlc Bacterdo Bacterlf Rikenelg Alistipds Alisives dispar |

psviges | 00l ol o0 ol ol e 99ld Bacterlp Bacier|c Bacterdo Bacter|i Muibalg Muibels Murbaculum gordoncarter
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ASV2000 00 of  100]  toof 100 % 47[d_Bacterp_Bacilolc_Bacili [o_Bacilalf_Themndg_ThemNA  [Fier bootstrap Score == 50
ASV2001 100 ] % ] 9 ] 98d Bacterlp Pseudfc Beaprlo Bukndf Sutterela Turicinls Turicimonas muris

ASV2002 100 80 [ ] i} 3 31|d_Bacterlp_Adinofc_Coriobdo_Eqgertli_Fogeri{NA NA Filter: boatstrap Score »= 50
ASV2004 100 100 100 62 45 44 44]d Bacterlp Bacilolc_Clostido Eubac{NA NA NA Filter: bootstrap Score == 0
ASV2006 100 100 100 100 100 100 80(d Bacteap Sg’mﬂc Sgirocﬂo Sg’ro%t Treponjg Treporls Treponema rectale

ASV2007 100 100 100 ] 94 ] 47|d_Bacteip Bacilojc Clostido Lachngf Lachnola PseudaNA |Fi|ter: bootsfrap Score == 50
ASV2008 100 100 100 100 100 100 100[d_Bacterfp Bacilolc Clostido Eubacli Malibalg Malibds Malibacterium massiiense
ASV2009 100 100 8 [} 83 [ 82ld_Bacterlp BacilolcNegafifo Selenclf Selenolo Schwals  Schwartzia_succinivorans
ASV2010 100 83 8 8 83 83 83|d_Bacterp Spiroclc Spioctfo Spiock Treponfg Trepors Treponema bryanti

ASVA011 100 89 ] 1] 28 2 22|d_Bacterlp Bacilolc Erysipdo ErysipdNA NA NA Filter: bootstrap Score == 50
AVI0i2] 0] 00 0D [ 9 15 15|d_Bacterfp Bacilolc ClostidoLachndi LachnolNA  [NA [Filter: bootstrap Score == 50
ASV2013 100 100 100 100 100 100 100ld_Bacterlp _Acinorlc Coriobio Corionlf Alopoblg Parafals Parafannyhessea umbonata
ASV2014 100 100 100 % 5 57 420 Bacterlp Bacter{c Bacterqo Bacter(f Tannerjo ParaijA |F||ter: bootstrap Score == 50
ASV2015 100 100 100 100 100 100 90dBacterlp Vernucle Veructo_Vemuofi_Akkem|g Akl(e_nis Akkermansia_glycaniphila
ASV2016 100 100 100 100 100 [ 91]d_Bacterlp Bacilolc_ ClostridoFubacl Oscillodo_Oscllifs_ Oscillbacter valencigenes
asvaot7] 0] fe0]  qo0f 100 im0l 00 38ld_Bacterlp Actinodc_Coriobdo _CorioddAtopoblo OlsengNA  |Filter: bootstrap Score >= 50
ASV2018 100 100 100 100 100 % 891d Bacterlp Spirocle Spiroco Spirock Treponla Trepos Treponema bryanfi

ASV2019 100 100 A 85 51 48 25|d Bacterlp Bacterfc Bacterdo Bacterli Tamner{NA NA  |Fiter: bootstrap Score == 50
ASV2020 100 100 100 100 100 ] 70d Bacterlp Bacterlc Bacterdo Bacterff Muribadg  Duncals Duncaniella muris

ASV201 o g0l 0] 1w 9 5) 46ld_Bacterlp Bacterlc Bactero Bacterfi Prevoidg PrevolfNA  [Fiter bootstrap Score =50
Asvaozz| 0] o[ doo] o] oo 71 7i|dBacterlp Bacilolc Clestido Eubacli Oscilodq Dysosis Dysosmobacter acutus

ASV2023 100 [1] & [ 8 [ 74ld_Bacterlp Bacilolc_Erysipdo Erysipdf Turicitdo Turicibls_ Turicibacter bilis |

ASV2024 100 9 ] i 40 3 33ld_Bacterlp Bacilolc _Clostrido Fubac{NA NA NA Filter: bootstrap Score »= &0
ASV2025 100 100 100 1000 100 100 30]d_Bacterp_SpirochcSpiroctfoSprock Treponja TreporfNA Filter: bootstrap Score == 50
ASV2026 100 100 100 100 100 100 100[d_Bacterfp Fibrobdc Fibrobdo  Fibrobd Fibrobdlg Hallerds Hallerella porci |

ASV2027 1000 0] 10 9 9 93 93ld_Bacterlp Bacilolc_ Clostrido Fubaclf Clostrida_ Clostids_ Clostridium_bornimense
ASV2028 100 4 bl Ll 3 3 33ld_Bacterlp Bacilolc _Clostrido Fubac{NA NA NA Filter: bootstrap Score == 0
ASV2029 100 100 100 o7 97 45 44{d Bacteag Bacillojc Clostido Lachnif LachngiNA NA Filter: bootstrap Score »= 50
ASV2030 100 100 100 100 95 52 52d_Bacterfp Pseuddc Alphapjo Hypholi  Methyida  Methyils  Methylosinus trichosporium
ASV2031 100 42 4 B B 3B 38ld_Bacter{NA NA NA NA HA NA Filter: bootstrap Score == 50
ASV2032 100 g [ 8 8 8 8ld_Bacter{NA NA A NA NA NA Filter: bootstrap Score == 50
ASV2033 100 9 9 93 92 12 5ld Bacterp Verucle Vemucd Vemuoli Vemucdg Rosaiffs Rossibacilus pont

ASVA0%| 00| 100 100]  1o0]  0]  00]  100|d_Bacierlp Chlorolc_Tepiio Tepiar|l Tepiardg_Tepidils_lepifoma bonciosmobovskayae
asvaoss] 0] qo0]  qo0] 1m0 @ 15 14]d_Baclerlp Baclerlc Bacterfo Bacterfi PrevoldNA  [NA  |Fiter: bootshiap Score >= 50
ASV2037 100 100 100 100 100 il 64{d Bacterlp Bacilojc_Clostido Eubacti Butyricfg Intesting Intestinibacillus massiiensis
ASV2038 100 02 88 88 86 24 24{d Bacterlp Baciloc Erysipdo Erysipgi  ErysipglhA NA Filter: bootstrap Score == 50
ASV2039 100 9 A 9 90 2 23|d Bacterlp Bacilofc Clestido Lachndi LachnoNA NA Filter: bootstrap Score == &)
A3V2040 100 100 100 100 100 100 990d Bacterlp Bacterfc Bacterfo Bacterdf Murbalg Duncals Duncaniella muris

ASV2041 100 [ % [ % 95 87(d_Bacterlp_Bacterlc Bacterlo _Bacterlf Rikenelg_Alstipgs_Alstpes dispar |

ASV2042 100 89 ] 91 91 A 20|d Bacterlp Bacilole  Clostrido Lachndf  LachnolNA NA~ |Filter: bootsirap Score == 50
(] 8 8 [ 68 [ 68d_Bacterlp_Pseud{c Betaprl Burkidi Sutferelo Turicinls_Turicimonas muris

ASV2044 000 of 100l roof 100 93 903ld Bacterlp Pseudlc Betaprfy Burkhdf Comanla Comars Comamanas antarcica
Asvaes| o0 o0l doof  soo] 0] qo0 47)d_Bacterlp Pseuddc Gammfo Lysobdi Lysobalg StenoffNA |Fiter: boatstrap Score =50
ASV2046 100 100 100 1000100 100 49]d Bacteag Bacillolc Bacili o Lactob|f Lactobjg Lactob|NA Filter: bootstrap Score == 50
ASV2047 100 100 100 1000 100 100 57|d_Bacterfp Bacilolc Bacili Jo_Lactoblf Laciobdg Laciobls Lactobacillis gasser

asvaae] o0l el @l &l @ W 38{d_Bacterlp_Camojc_Epsiro_Campyf _Heficorfg_HelicolNA  Ffer boofsirap Score >= 50
ASV2049 100 100 100 9 98 62 62ld Bacterlp Bacilole Clostido Lachndf Lachnola Lachnds [Clostidium] sdndens

ASV2050 100 o7 a7 o7 g7 o7 520 Bacterlp Bacter{c Bacterdo Baclerli Baclerdg Bacterls Bacteroides acidifaciens
ASV2051 100 20 20 20 20 2 20]d_Bacter{NA NA A NA NA NA Filter: bootstrap Score »= 50
ASV2052 100 9 9 93 98 64 41]d_Bacterlp Bacterfc Bacterf Bacter{f Muribado DuncalNA Filter: bootstrap Score == 50
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Filter: booisirap Score == 5(

Filter: bootsirap Score == 50

[Filter: bootstrap Score = 50

Fitter: booisirap Score == 5(

Filter: bootsirap Score == 50

Filter: boatstrap Score »= 50

|
Filter: booisirap Score == 50
Filter: bootsirap Score == 50

[Filter: bootstrap Score = 50

Filter: booisirap Score == 5(

Filter: bootsirap Score == 50

Filter: boatstrap Score »= 50

[Fitter: bootstrap Score »= 50

Filter: boatstrap Score »= 50

|Fitter: bootstrap Score »= 50

Filter: booisirap Score == 50

Filter: bootsirap Score == 50

[Filter: botstrap Score »= 50

[Fitter: bootstrap Score »= 50

[Filter: botstrap Score = 50

Filter: boatstrap Score »= 50

Fitter: booisirap Score == 5(

|
Filter: bootsirap Score == 50
Fitter: boatstrap Score »= 40

ASV2053 100 [ 82 80 74 13 T3] Bacerp Bacilolc Clostido _Eubacl_OscilodNA NA

ASV2054 100 76 72 67 5 § 0fd_Bacierlp Bacilole Clostrido Eubact OscillogNA NA

ASY2055 100 a7 a a1 a7 a1 97[d Baclerlp Bacterlc Bacterdo Bacterdf Muribadg Duncals Duncaniela dubosi
ASV2056 100 o7 a7 o7 a7 60 56]d Baclerlp Bacterdc Bacterfo Bacterdf Bacterdg Phocads Phocasicola massifiensis
ASV2057 100 100 100 100 93 a0 50/d Baclerp Bacilojc Clostigo Eubactf Oscilodg Ethaﬂs Etanoligenens harbinense
ASY2058 100 100 100 100 100 17 77d Bacteap Eacillolc Cbsﬁ'o Eubaaf (Oscilodn Angelds  Angelakisella massiliensis
ASVA0SS | 100 a7 g [ 80 60 3d Baclerlp Actinofc Actinoro Propiolf Propiorlg MicrolfNA

ASV2060 100 a0 ] a0 40 g0 58ld Bacterlp Camplc Epsiorlo Camplf Heficolg Heicolls  Helicobacter ganmani
ASV2061 100 100f 100 1000 100 100 83]d_Baceip Baciloc Bacili Jo_Lactobli Laciobdg Limosils Limosiaciobacilus_reuter
ASV2062 00 o[ o] 1m0 99 99 99[d_Bacterlp Bacter{c Bacterdo Bactert Muribafg  Muribals Murbaculum intestinale
ASVI0R3 | 100 54 5 54 5 54 53ld Baclerlp Bacilole Erysipdo Erysindf Coprobly  Thomds  Thomasclavelia cocleata
ASY2064 100 100 100 100 100 100 571d Bacteﬁg Eacillolc Ensipdo E@igﬂf Coprabla_Thomds Thomasclavelia saccharogumia
ASV2065 100 % % 9% ] 9% 63|d_Bacteip Campyc Epsiorjo Campyf Helicobllg  Helicofs Helicobacter ganmani
ASV2066 100 100f 100 1000 100 100 30 Bacedp Bacilofc Bacili [o_Lactobli Laciobdg_Lactob]NA

ASV2067 100 100 [i] 71 6 2 23|d_BacterlpBaciloc Erysipdo Erysind Coprob{NA NA

ASVI0RE | 100 75 [ [ £ g 5ld_Bacterlp_Temilc_Desuifo_Desufif DesuffA A

ASV2064 100 00 1 00 10 100 28[d Bacterlp Bacilofc Bacili o Lactoblf Laciobdg Lactob]NA

ASVA0T0 100 80 78 [ 44 12 1ild_Baceip Bacterlc Bactgrdo Bacter{NA NA NA

ASY20T1 100 100 100 100 100 % 60[d Bacterlp Bacilofc Bacili o Bacilalf Bacilady Ledertls Lederbergia ruris|
ASVA0T2 100 88 8 28 18 15 id Bacterlp Bacilole ClostidNA  [NA NA NA

ASVA0T3 100 00f 100 000 100 100 B4]d Baceip Baciloc Bacili Jo_Lactoblf LactobdgLiglacls Licilactobacilus apodemi
ASVA0T4 100 100 ] 86 ! 13 18]d_Bacterp Bacterfc Bacterfo BacterfA NA NA

ASVA0TA 100 5 5 50 50 4 20ld Baclerlp Bacilolc Closirido Lachndf  LachnolNA NA

ASVA0TE 100 100f 100 1000 100 3 35ld_Bacteip Actinolc Acinodo Mycobff  MycobdhA NA

ASVOTT] 0] 00 g 74 7 53 53ld Baclerlp Bacilolc Closrido Lachndi Lachnolg Marvinfs  Manvinbryantia formatexigens
ASVA0T8 100 100f 100 B L] Bl 2ld_Baceip Bacilolc Clostiga —— [NA NA NA

Asvaore | qo0] ool foof o0l 0ol 00 80ld Baclerlp Pseudc Gammlo Lysobdi Lysobalg Stenoifs Stenolrphomanas maltophiia
ASV2080 100 85 a0 5 ] o7 57)d_Bacteip Bacilolc Clostrido Christdf Christelg Guopins _Guopingia fenuis
ASV2081 100 100 5 52 52 2 1]d_Bactenlp Bacilojc_Bacili o Lactobl LactobdNA NA

ASY2083 100 100 100 100 100 100 Bild Baclerlp Bacterdc Bacterdo Bacterlf Bacterdg Bacter|s Bacteroides aciifaciens
ASV20B4 100 % 9 17 17 1 14Jd_Bacerlp_Baclolc_ ClostigNA NA NA NA

ASV2085 100 100 % 83 a0 i 72ld Bacterlp Bacilolc C_lostn'do Pentodf Peptosig Rombds  Romboutsia fimonensis
ASV2086 100 00 1 100 ] % 30[d Bacterlp Baciloc Clostido Peptog Peptos{y  TemsgNA

ASV2087 100 ] 4 4 48 4 4ld_Bacterlp_BaciloNA NA NA NA NA

ASY2088 100 08 9% 08 93 08 95|d PBacleilp Bacterlc Bacterdo Bacterlf Prev Seqatds Segatella hominis
ASV2089 100 100 100 100 100 100 100ld Bacteap Adinoac Coriobio Coriob{f Atopoblg_ Tractifs_ Tracfidioestivinacter_scatoligenes
ASV2090 100 100f 100 8 83 30 3|d_Bacedp Bacilolc Clostido_Lachndi_ LachnalNA NA

ASV2001 100 100 100 100 100 o7 57[d Bacterlp Bacilofc Negatilo Selendf Selenofg Mitsuols  Witsuokella jalaludini
asvaoa2| 0] 70l el 67l 67l 67]  G0ld Bacenp Bacilolc Erysipdo Erysipdi Turicibdo Turicbls Turicibacter bils |
ASV2003 100 ] ] 82 71 3 35ld_Bacteip Bacilolc Chostido Fuback OscilogA NA

ASV2034 100 100 100 100 100 100 100[d_Bacterlp Bacler{c Bacterdo Bacter|f Bacterdy Bacterls Bacteroides togonis
ASV2095 100 100 100 100 89 59 50[d Baclerlp Bacterdc Bacterdo Bacterdi Muribadg Paramls Paramuribaculum intestinale
ASV2007 100 80 80 80 a0 17 48]d_Bacterlp Bacillolc_Bacili Jo_Lactobli Lactobdg _Ligilac{NA

ASV2098 100 83 ] 83 a7 74 G4]d Bacleilp Bacterlc Bacterdp Bacte! Murbadg Duncals Duncaniella dubosi
ASV2099 100 100 % 70 70 12 12ld Bacteap Bacilojc_ Clostrido _Lachndi_ Lachno{NA NA

ASV2100 100 98 5 5 54 28 280 Baceip Bacilofc C_Iostndo Lachndf_ LachnoNA NA

ASV01 100 % a7 (] 3] 4 Afd Bacterlp Bacilofc Clostrido_Lachndf _Lachno{NA NA

ASV2102 100 100f 100 1000 100 99 3] Bavedp Bacilofc Bacil [0 Lactoblf Laciobdg _Lactob]NA

ASV2103 1000 fo0] 100 100 100 41 60[d_Bacterlp Pseudfc Befaprdo Neisself Neissefg Nekssels Neisseria dentiae]
ASV2I04] 100 % 9 ] 9 ] 99ld Bacterlp Deferilc Defenifo Deferalf Mucisplg  Mucisds  Mucispirllum schaedleri
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ASV2105 000 of 100 0] 1w % B90d Bacierlp Pseuddc Gemmlo Pasteuf Pasteula Rodenls Rodenfibacter ratf

ASV2106 1000 100f  100p  f00f  100p 100 40d_Bacterp Bacter{c Bacterdo Bacter{f Bacterd ProcadNA  [Filter bootstrap Score =50
ASV2107 100 100 100 100 100 100 O6d_PBacterlp Pseuddc GammioAerom{f SuccinilgAnaerds  Anaerobiospirilum _Succiniciproducens
asvaioe| 0] @l @ O 9 9 8ld Bacedp Themlc Desufifo Desufff Desufdg Desulfls Desulfovibiio porc

ASV2109 100, 100 9 A 16 5 52d Bacteﬂp Bacler'c Bactergo Bactenf Muribada Heminls Heminiphilus faecis

ASV2110 100 a8 4 24 2 4 24|d_Bactenfp Bacilofc_ ClostrighA NA NA NA Filter: bootstrap Score »= 50
ASV2111 100 9 9 e 9 i 30|d_Bactenlp Bacilolc Bacili fo Lactoblf Laciobdo _Ligiac{NA Filter: bootstrap Score »= 50
ASV2112 100 05 [ 10 10 8 8ld Bacterlp Bacilolc ClostridNA —— [NA NA NA Filter: bootstrap Score »=50
ASV2113 1001 100 8 9 9 i 4]d Bactedp Bacilofc Bacili [o_Lacioblf Lactobdy Lactob]NA Filter: bootstrap Score »=50
ASV2114 100 M 5 i 54 ] 3ld Bacley Campdc Epsiorlo Campyf Helicobla Helicoil'NA Filter: boatsfrap Score ==50
ASV2115 1000 100f  100p  100f 100 9 16]d_Bacterlp_Bacilofc Bacili Jo_Lacioblf Laciobdg LimosifNA Filter: bootstrap Score »= 50
ASV2116 i00f 100] 100f 100 9 3 20/d Bacteﬁg Bactenyc Bacterao Bacterlf PrevoldNA  [NA |Fiter boatstiap Score »=50
ASV2T 100 100 100 100 9 9 520 Bacteilp Bacterlc Bacterjo Bacter{f Baclerdg Bacter|s Bacteroides clarus

ASV2118 1000 100f  100p  f00f  100p 100 50[d_Bacterlp Bacilolc_Bacili Jo_Lacioblf Lactobdg Lactobfs Lactobacilus taiwanensis
ASV2119 1000 100f 100 17 i 13 10[d_Bactelp Bacilofc Chostido Lachndf _LachnelA NA Filter: boatstrap Score »= 50
ASV2120 100 100 8 9 9 8 48] Bacterlp Bacilofc Bacili o Lactoblf Lactobdg Lactob]NA Filter: bootsfrap Score »=50
ASV2IA 100 100 100 100 7 3 30|d Bacerdp Baclolc (Thsirido Eubacti OscilodhA NA Filter: bootsfrap Score »=50
ASV2122 1000 100f 100p 100f f00f 100 03ld_Bacterlp Bacilolc Bacili o Bacilali Staphylo Staphifs Staphylococcus aureus
ASV123 o 0] o[ 100 63 i 3d_Bacterlp Bacterdc Bacterdo Bacterlf PrevotdNA  [NA  |Filter: bootstrap Score == 50
ASV2124 100 100 5 iy 54 52 1214 Bacterlp Baciloc Bacili o Lacioblf Laciobdg LimosilNA Filter: bootsfrap Score =50
ASV2125 100 100 100 g3 83 32 32ld Bacterdp Bacilolc Clostrido Lachndi LachngNA NA Filter: bootsfrap Score =50
AS\V2126 100 100 % 02 g2 11 11ld_Baclerp Bacllolc Clostrido Lachndf LachnolNA A Filter: boatsfrap Score ==50
ASV2127 100 100 100 100 78 78 451 Bacterlp Bacterlc Bacterfo Bacterlf Tannerlg ParabdNA Filter: boatsfrap Score =50
ASV2128 100 10 15 14 b 5 5]d_Racterlp_BacilofNA NA NA HA NA Filter: bootstrap Score »= 50
ASV2129 100 84 il 48 45 [i 7] Bactedp Bacilofc ClostighA NA NA NA Filter: boatstrap Score »= 50
ASV21H 100 100 100 100 100 100 10014 Bacterlp Defernle Deferifo Defernlf Mucisplg Mucisds Wucispinllum schaedler
asv32 | 100] 00 sof 0] f00] 62 MJd Bactenlp Pseudfc Gammlo Pseudf Pseuddo Pseud]NA  IFiter boatstrap Score »=50
ASV2133 1000 fo0f 100 3 30 i 27d Ba%p Psucc _AlhaplNA NA NA NA Filter botstrap Score == 50
ASV2134 100 i 76 62 3 2 220 Bacterlp Bacilojc_Clostrigo  EubaciA NA NA Filter: bootsirap Score =50
ASV2135 1000 100f f00p 100 91 91 91 Bacterlp Bacterlc Bactgrdo Bacter( Muribada Muribals  Muribaculum intestinale
ASV2136 100 80 80 80 80 16 19]d_Bacterlp_Bacilolc_Bacili [o_Bacilalf Paenioig Brevib{NA  [Fiter: bootstrap Score =50
ASV2137 100 100 100 100 100 100 100ld_Bacterlp Themfc Desufido Desulflf Desufida Lawsols Lawsonia intracelllars
ASV2138 100 81 [T 4 42 3 26]d_Bacterlp Bacilo]NA A NA NA NA [Filter: bootstrap Score »= 50
ASV2139 100 100 100 100 100 100 100ld_Bacterlp Bacilol Bacili o Bacilali Themdg Kropods Kroppenstedtia sanguinis
ASV2140 1000 100f 1000 100 it 42 40[d Badeﬂp Bacillo|c Cbsﬁ'o Eubaglt A NA Filler botstrap Score »= 50
ASVH 100 100 100 % 9 4 491d_Bactefp_Bacillojc_ ClostridoLachndf_Lachno{NA NA Filter: boatsfrap Score =50
asvad2 | 00] ool sl vl 7ol 4] %|d Bacedlp Bacilole Clostido Lachndi LachnolNA  [NA  [Fiter bootstrap Score >= 50
ASV2143 100 o4 [ 3 14 14 11]d_Bacterlp Bacllofc Clostigd — [NA HA NA Filter: bootstrap Score »=50
ASV2144 100 100 86 86 86 86 24l Bacterlp Bacilolc Bacili Jo_Bacilalf Staphyla StaphifNA Filter: boattrap Score »= 50
ASV2145 0] ol 0f 00 % 954 Bacterlp Pseudlc Gammio Pseuddf Pseuddo Pseudls Pseudomonas putida

ASV2146 100 100 100 100 93 % 08ld Bacterlp Bacilolc Bacili Jo Bacilalf Baciladg Lysinitls Lysinibacilus sphaericus
ASV2147 100 100 100 100 100 100 63]d Bacierp Bacllolc Erysipdo Erysipdf Coproblo Thomdls  Thomasclavelia saccharogumia
Asvaiag | ] W [T I 17ld_Bacterlp Campyc Epsioo Campyf Helicoblg HelicolNA  [Fiter: bootsirap Scare »=50
ASV2140 100 100 100 100 100 100 45)d Bacteﬁg Bacter'c Bacterao Bacterf Rikene‘g A\istig%NA Filter: boatsfrap Score =50
ASV2150 100 100 100 100 93 1] 550 Bacteilp Actinoc_ Actinorjp Microcff Omithig_ Ornithifs_ Omithinimicrobium_kibberense
ASV2151 100 9 % 9% i 19 19ld_ Bacterlp Bacterl: B_acterdo Bacterli PrevotghA NA Filter: bootsfrap Score ==50
ASV2153 1001 100 [ 95 25 2 25]d_Bacterlp Bacilofc _Clostrido Eubac{NA NA NA Filter: boatstrap Score »=50
ASV2154 1000 100 9 9 9% 75 Ta|d Bacterlp Bacilolc ChostridoFubacli Oscilodg_Bitarels Bittarella_Mmassiiensis

ASV2155 100 a7 o i 9 % 76]d_Bacteilp Actinoc_Coriobdo Eqgerf Eggerl'rlg Raouﬁls Raouliibacter timonensis
EEE I L G 5ld Bacteilp Bacilolc Clostido Lachndi LachnalNA ~ [NA [Filter: bootstrap Score »= 50
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NA  |[Fiter: hoatsfrap Score == 50

NA |Fifler: boatstrap Score »= 50

NA~ |Fiter: bootstrap Score == 50

NA Fiter: bootstrap Scora == 50

NA Fiter: bootstrap Scora = 50

NA Filter: bootstrap Score »= 50

Filter: bootstrap Score == 50

Fiter: bootstrap Scora =50

[NA  |Fiter: boatsfrap Scors == 50

NA Fiter: bootstrap Scora == 50

NA Filter: bootstrap Score »= 50

NA Fiter: bootstrap Scora == 50

NA Filter: bootstrap Score >= 50

Fiter: bootstrap Scora == 50

NA Fiter: bootstrap Scora = 50

|Fitter: bootsirap Score »= 50

NA  [Fiter bootstrap Score == 50

Fiter: boatstrap Score == 50

NA Filter: bootstrap Score »= 50

NA_ [Filter: bootstrap Score == 50

|Fifter: boatsirap Score »= 50

NA  |Fiter bootstrap Score >= 50

NA Filter: bootstrap Score »= 50

NA Fiter: bootstrap Score = 50

NA Filter: bootstrap Score >= 50

ASV2157 1000 100 10 [ %5 [ 57]d_Backerlp_Bacilolc_Chosto_Lachndt_Anaero]g_Anaerds Anaerotignum faecicola
asvaise] 0] qo0] 0] qoof 00 qo0] 74l Bacterlp Actinofc Corioble Coriohff Coriobdy Senegls Senegaimassiia anaerobia
ASV2160 100 100 8 [ 3 27 24]1 Bacterlp Bacter{c BacterdoBacter{NA A

ASV2161 100 100 % 89 5 i 50[d_Bacterlp Bacilolc Chosirido Eubacli Aristeefo Aristads  Avstaeella lactis |
ASV2162 100 3 15 14 ] ] 4fd_Bacter|NA A A NA A

ASV2163 100 91 41 01 ] 81 74{d_Bacterlp_Bacilolc_Erysipdo Erysipgf Turicidg_ Turicibfs Turicibacm
ASV2166 100 100 100 100 8 12 72|d Baclerlp Baclerlc Bacterlo Bacterlf Muriba{g Paramls Paramuribaculum inestinale
ASV2167 100 B % % % % 444 Backerlp Bacilolc Bacill Jo_Lactoblf Lachooda_Laciol

ASV2168 1000 100] 100[ 100 9 98 9l Bacterlp Bacilolc Closirido_Peptodf Peptosfo Rombds Romboutsia fimonensis
ASV2160 100 b7 41 4 15 8 6ld_Bacterlp BaciloNA ~ JNA NA — [NA

asvaiio] 0l 0] 0] ) T 4] 43ld Bacterp Bacler|c Bacterdo Bacterlf PrevotdNA

ASV2T 100 % % o % 28 98| Badeag Sm’mc\c Sgimcﬂo Sm’mcif Treponfg _Treporfs Treponema bryanfi
ASV2172 1000 100]  f00[ 100 4 25 21|d_Bacterip Bacilofc _Clostrido EubacihA A NA Filter: bootstrap Score == 0
ASV2173 100 100p 100 02 89 g Old_Bacterlp Bacilolc_Clostido Lachndf LachnglNA

ASV2174 100 B 50 50 50 50 13]d_Baclerlp Bacilofc Bacili [o Lacloblf Lachob{g LimosifNA

ASV2175 100 100 9 % 9 63 Uld_Bacerlp Actinolc_Acidimfo _Acidiml lamiacdo Rhabd|NA

ASV2176 100 12 12 12 11 g 4]0 BacterNA NA A NA A

ASV2177 10 100 100 100 100 16 76ld_Baclerlp Acidoblc Vicnerlo Vicinaf Vinarly Luteitels Lutsitalea pratensis
ASVT8 100 100f 100 00 100 100]  100{d_Bacterp _Actinolc_ActinorloPropiolf Propio_ Microlds_ Microlunatus_phosphovorus
EEE L T T 5| o8] 5|  6A[d Baclerlp Pseudfc Betaprlo Rhodolf Rnodody Rhodols Rhodocyclus graciis
ASV2180 100 100f 100 1000 100 5 530 Baclerlp Planci{c Plancido Planci{f Plancioly Planci{s _Planctomicrobium pirfome
ASV2181 100 100 100 100 82 63 38ld Bacterlp Pseudlc Abhaple Rhodolf Paracolg Gemm

ASV2184 100 g B 8 B 5 4]d_BacterfNA NA A NA A

ASV2180 100 B 16 g ] 7 7] Bacter{NA NA NA NA NA

ASV2ET 100 100f 100 8 48 pL 15]d_Bacterlp_Bacterlc BacterdoBacter]NA NA

A5V2188 100 90 L] 90 i 90 901d Bacterlp Bacterlc Bacterlo Bacterlf Muribalg Sangels Sangerbacter murs
] [ ] [T M 7] 04]d Baclerlp Baclerlc Bacterdo Bacterlf Murbadg Sangels Sangeribacter muris
ASV2190 000 o0 f00f  doop  d00 9 25d Badeag Acfinorle Acﬂnﬂo Microc{f Microcqg KocurifhA

ASV2191 100 9 8 3 i 11 5|d_Baclerlp Bacilolc_ ClostrigA NA A

ASV2192 100 100 100 100 100 100 98ld Bacterlp Bacterlc Bacterlo Bacterlf Rikenely Alistipds Alisines communis
ASVIIR] W 78 78 74| 6 5| 5|d_Bacterlp Baclojc Chstido_Eubacl 0_Colide]s_Coidextibacter_ massiiensis
ASV2194 100 100]  f00f  f00f  100] 100 40[d_Bacterp Bacterfc Cytopilo Cytoptlf  Hymenlg RufinafNA

ASV21%5 1000 100p 100[  f0op 100 [ 65]d_Bacterlp Bacter{c Cytoohlo Cytoptlf Hymen{o Rufibafs  Rufibacter glaciali
ASV2196 100 B 6 [ i 13 13]d_Bacterlp_Bacilolc_Erysipdo_Erysipdi_ErysipefNA

ASV2197 100 100 100 100 100 8 G7{d Bacterlp Pseudic Alphaplo Hyphotf Methyidg Microvls Microvirga antarcfica
ASV2198 100 100 100 100 100 100 79[ Bacieap Pseudac Alphaplo Sphinif Sphinag Sphings_ Sphingomanas_ginsengisoli
ASV2199 100 9 8 98 9 53 M0 Bacerlp Bacilolc Bacili Jo_Lactoblf Lactobfo _Ligiac{NA

ASV2200 100 100f 100 100 75 14 28ld_Bacterlp Bacterlc Bacterlo Bacterlf BacterdgBacker

ASV2201 100 59 o8 58 55 26 26ld_Bacterlp Bacterlc Bacterdo Bacterlf Murina{NA

ASV2202 10 58 ] o8 48 [ 51|d_Bacterlp Bacler{c Bacterlo Bactenff Bacterdg Phocas Phocasicola dorei
ASV2203 100 4 ] 93 2] 4 19]d_Bacterlp Camplc Epsiorjo Campyf HeicoblgHelicoNA

ASV2204 10 100 100 100 100 ] 591dBacterlp Bacler{c Bacterdo Bactenff Bacterdg Phocads Phocasicola vulgatus
ASV2205 100 b7 ] i6 il] Pl 27ld Baclerlp Bacler{c Bacterl Bacterlf Muribaf A

ASV2206 100 9 i 0 89 85 630 Bacterlp Bacilolc Bacilli [o Lactoblf Lactobdg Ligicls Ligiactobacilus apodemi
ASV2207 000 100]  f00[  00p  d00 &1 40fd Badeap Bacillolc Bacill |0 Lactob|f Laconda LactoblNA Filter: bootstrap Score == 50
A5V2208 10 B8 4 o8 48 o8 88[d Baclerlp Baclerlc Bacterdo Bacterlf Murbadg Duncals Duncaniella freten
ASV2200 00l 100 4 45 4 5 25]d_Bacterfp_BacilofNA A NA A

ASV2210 100 [ 1 [ b1 60 24]d Bacterlp Bacilolc Bacili [0 Lactoblf Lactoodg Lactod

ASVZ211 00l 100 8 86 86 86 T|d_Backerlp_Bacilolc_Badli [o_Lactob|f_Lachobfg_Lacion

ASV2212 100 [ i ] 69 69 32l Bacterlp Bacilolc Bacili JoLactoblf Lactobfg Lactot

NA_|Fiter: bootsirap Seore == 50
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NA Filter: bootsfrap Score »= 50

NA |Filier: bootshrap Score >= &0

NA Filter: bootsfrap Score »= 50

NA_|Fiter bootsirap Score >= 50

NA Filter: bootsfrap Score »= 50

NA |Filier: bootshrap Score >= &0

Filter: bootsfrap Score »= 50

NA_ |Filler: bootstrap Score == 50

NA Filter: bootsfrap Score == 50

NA Filter: bootsfrap Score == 50

Filter. bootstrap Score == 50

NA |Filier: bootshiap Score >= &(

NA Filter: bootsfrap Score == 50

NA  |Filler:bootsirap Score »= 50

HA Filter: bootsfrap Score == 50

NA  [Fifler: bootstrap Score == 50

Filter: bootsfrap Score == 50

NA |Filier: bootshiap Score >= &(

NA Filter: bootsfrap Score == 50

Filter: hootstrap Score »= 50

Filter: bootsfrap Score »= 50

NA Filier: bootsfrap Score == 50

NA_ |Filler: bootstrap Score »= 50

Filter: bootsfrap Score »= 50

|Fitier: bootstrap Score >= 50

NA |Filier: bootshrap Score >= &0

NA Filter: bootsfrap Score »= 50

ASVZ3 100 1000 100 92 80 ] 28]0_Bacedy Bacllolc Clostifo_Fubacli_OscilodNA

ASV2214 100] 100 99 9 9 a8 43|d_Bacterlp Bacilolc Bacili fo_Lactobli Lactobdg Lactob

ASV2215 0 f00] 100] 00l 00 100 100]d_Bactenlp Bacter{c Bacterdo Bacterff Muribadg Duncafs Duncaniela muricoliica
ASV2216 100 100 100 100 10 100 88c Bacterip Bacerlc Bacterdo Bacterfi Bacterdg Bacter|s Bacteroides acidifaciens
ASVZHT 100 100 100 79 79 fi 50|d_Bacteilp Bacilojc Closirdo Lachngi Lachnojg Lachnds [Clostridium] scindens
ASV2218 100 100 100 100 100 100 100]d Bacteﬁp Bacterlc Baclerfo Bacter{i Murbadg Duncals Duncaniella muris
ASv2219] 100[ 00l foof t0of 100  100[ 100ld_Bacterlp_Chlamfc_Chiamjo Chlamff Chiamig_Chiam]s_Chlamycia murdarum
ASV2220 100 % 8 % 8 %9 38| Bacterlp Bacilolc Bacili Jo_Lactob]t Lacobdg _Lactod

AV 100 1000 100 13 58 M 54ld_Bacterp Bacilolc_Clostido  Eubachi 0 Flintiods _Flinibacter butyricus
ASV2222 100] 100 [ 9 o7 M 2|d_Bacterlp_Bacter|c Bacterdo Bactert MuribadlA

ASV2224 100 12 i 1 il 67 67d_Bacteifp Baclerlc Bacterdo Bacterlf Muribadg Murbals Murbaculim gordoncarter
ASV2225 100 et I 73 [ 62 59]d Bacteﬁg Bacilofc Erysipdo Enysindf Erysipel Breznds Breznakia blaticola
ASV222T 100] 100 8 9 9 9 26|d_Bactenlp Bacilofc Bacili Jo Lactoblf Lactobdg Lactob

ASV2228 100 2 P il 21 il 18]d_BacteifNA NA NA NA NA

ASV2228 100 100 3% a8 % 74 3| Bacteilp Bacilofe Erysipdo Erysipdf Erysindlg AmedeNA

pav20] il ol 0] dw % G 84ld Bacteip Bacterle Bacterdo_Bacterlf Muribado_Duncafs_Duncanielia dubosi
ASV2231 100 [ [ 83 83 1 3|d_Bacterlp_Bacilolc_Clostido_Lachngt_LachnofNA

ASV2232 100 64 B4 61 5 5 45(0_Bacterlp Bacilolc C_lostndo Eubacli Osciloda Anaerd

ASV2233 100 50 30 50 49 i 91d_Bacterdp Bacilofc_Clostrido_LachnqNA A

pvou |l e wml ml Tl 69ld Bacedp Bacterfc Bacterdo Bactedi Rikenelg Alistiods Alisties dispar |
ASV2235 1000 1000 100p 100p 100 9 46[d_Bacterlp Bacilolc Bacili fo_Lactobli Lactobdg Ligiac|NA

ASV2236 100 a7 g7 96 % 38 38| Bacterlp_Bacilolc_Clostido_Lachnt_LachnofNA

ASV23T 100 il £l i ki 24 2|d_Bacterlp Bacilo]NA & NA A

ASV2238 100 000 100 1000 100 a7 51]d_Bactelp Bacilofe Bacili o Lactoblf Lactobdn Lactobls Lactobacilus paragasser
ASV2239 100 i 3 79 79 4 37|d_Bacteilp Actinodc_Coriobdo Eqoerff _EagertfiNA

ASV224) 000 000 of el 00l w0 B3¢ Bacierp Actinolc Actinodo Mycobfi Corynelg Corynds Corynebacterium masfitidis
AV 100 100 100 100 100 i 05|d Bacteilp Bacterlc Bacterfo Bacterlf Muribadg Murbals Murbaculim intestinale
ASV242 100 &0 8 7 87 76 24|d Bacterlp Actinodc Coriobdo Eqoentlf Eqgertlg Adlerc

ASV2243 100 a7 8 g1 79 17 77|d_BactenlpBacilojc_ ClostridoEubaclf Oscilodg 5 [Clostridium] viride
s | foof ool o0l qoof %[ 6| B6d Bacterlp Bacterfc Bacerlo Bacterli Muibal Duncals Duncaniela et
ASV2245 100] 100 o7 40 90 3 H|d_Bacterlp Bacilolc _Clostido_Lachngf_LachnofNA

ASV2246 100 100 100 100 100 56 56|d_Bacteilp Bacilolc Clostido Lachndf Lachnolg Muricols  Muricomes inesiii
ASV24T 100 1000 100p 1000 100 i1 13|d_Bactedp Pseud{c Befaprfo Burkhdf OxalobfoPseud{NA

asvodg | of  vol el eal sl 48] 48l Bactedp Bacterlc Bacterdo Bactedi PrevoidhA

ASV224 100 &1 8 80 55 40 40l Bacterlp Bacterlc Bacterlo Bacterli PrevoidhA

ASV2250 100 % 9% 96 i o bd Bacteﬂp Bacillojc_Bacili {oBacillalf Staphyla_ StaphyNA

ASV2252 100 100 100 100 100 100 97ld_Bacteilp Campc Epsioro Camplf Helicoblg Heiicofls  Helicobacter fyphlonius
ASV2253 100 00 100 100 10 100 58l¢ Bacterl Bacterlc Bacterfo Bacterti Rhkenelg Alistipds Alistipes dispar |
ASV2258 100] 100 g7 a7 o7 91 28ld Bacterlp Bacilolc Bacili Jo Lactoblf Lactobdg LimosifNA

ASV2256 100 80 90 g1 [ 1 5ld Bacterp Bacilolc Clostrido Lachndf LachnofNA

ASV225T 100] 100 N 16 7 i 20|¢_ Bacterlp Bacilole Clostrido_Christaf ChiistelNA

ASV2258 ol ol ] 1w 7 Wd Bacteilp Bacterfc Bacterdo Bacterlf Muribadg DuncallA

ASV225 100 ] 8 86 8 85 55| _Bactedp Bacilolc Bacili Jo Lactoblf Lactobdg Ligilacls Licilactobacilus apodemi
ASV2260 100 100f 100 89 % 99 99| Bacteﬁg Eacillolc Cbs%’ 0 Lachndf Lachn%g Schaeqs Schaedlerella arabinosiphila
ASV2261 100 100f 100 100 i) 65 65d_Bacteilp Baclerlc Bacterdo Bacterlf Muribadg Duncals Duncaniells muricoifica
ASV2263 100 %6 9 96 % ] 8ld_Bacterlp Bacilolc Bacili |o Lactobli Laclobdg LimosiflNA

ASV2264 100 100 100 100 100 100 98ld Backerp Camplc Epsilorfo Camp{f  Helicoblg Helicols  Helicabacter typhlonius
ASV2266 100 1000 100p 100 9 91 20ld Bacterp _Actinofc Actinorjo_Microctf_Celulod_Celul

ASV2267 100 g % 86 86 11 17]d_Bacterip_Badilolc_Clostrido_Lachndi_LachnofNA

pavoes| o[ ool 0] tool  doo[  d00f  90ld Bactedp Pseudfc Alchasl Hyoholi Boseady Boseals Bosea thiooxidans
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ASV2260 100 a0 a0 82 80 i 3|d_Bacterp_Bacilofc Clostido Lachndf LachnglNA NA Filter: bootstrap Score == 50
ASV22T1 100 45 45 45 45 45 430 Bacter]A NA NA - [NA NA NA Filter. bootsirap Score == 50
[ASV2IT] 100 100 100 100 100 100 77ld_Bacterp Bacilofc Bacil fo_Lacion]f Laciobda_ Ligilacs _ Ligilactobacillus_apodemi
ASV22T3 100 o7 87 30 30 14 14]d_Bacterlp Baciloc_Clostrigha NA NA NA Filter: bootsirap Score == 50
ASV22T4 100 1000 100 78 69 3 3|d Bacteap Baci\lolc Chsﬁ o Lachnit LachnglNA NA Filler: bootsirap Score == 50
ASV22T5 100 1000 100 95 95 3B 38|d_Bacterlp Bacilojc_Clostrigo Christg Christe{NA NA Filter: bootsirap Score == 50
AV2TE [ 100 [ 76 76 76 76 86]d Bacterlp Bacilofc Erysipdo Erysipdf Turichdq Turicibls Turicibacter bils |

ASV22TT 100 9 74 ] 2 14 14]d_Bacterlp Bacilofc Clostrido  Eubac{lA NA NA Filter: bootsirap Score == 50
ASV22T8 100 100 100 100 100 100 3|d Bacterlp Bacter{c Bacterfo Bacterlf Bacterdg BaclerdNA Filter: bootsirap Score == 50
ASV2279 100 100 100 100 100 a7 55(d Bacterlp Bacilolz Closido Lachndf Lachnelg Anaerds  Anasrobutyricum halli

] I T 8 [ 86 [ 751d Bacterlp Bacilofc Erysipdo Erysipdi Turicibdq Turicibls  Turicibacter bilis

ASV2281 100 100 g7 o7 04 94 78|d Bacterlp Bacilojc Erysipdo Erysipdf Turicihdg Turicibfs Turicibacter bils

ASV2282 100 100 5 83 83 i 5ld Badeap Baci\lo|c Chsﬁ' ] Lachnif LachnolNA NA |F||ter: bootstrap Score == 50
ASV2283 100 100 100 100 49 a7 98]d Bacterlp Bacilofc _Clostrido Peptodf Peptoslo Rombds Romboutsia fimonensis
ASV2284 100 100 ] IE 2 17 17]d_Bacterlp Bacterfc Bacterdo Bacter{NA NA A Filter: boolsirap Score == 50
ASV2285 100 100 3 85 9 % 3|d Bacterlp Bacilofc Bacili jo_Lactobf Lactobdg _Laciob|NA Filter: boatsirap Score == 50
ASV2286 100 0 ] [ [ [ 61ld Bacterlp Bacilolc Closirido Pepfodf Peptoslg Rombds Remboutsia fimanensis
ASV228T 100 87 87 43 Py 11 10|d_Bacterlp Bacilolc C_hsiridNA NA NA  JNA Filter: boatsirap Score == 50
ASV2288 100 100 ] % 95 90 40[d Bacterlp Bacilolc Clostido Eubacti Clostridg  ClostrigNA Filter; boatstrap Score =50
ASV2289 100 49 18 18 18 12 12|d_BacterflA NA - NA NA NA NA Filter: boatsirap Score == 50
ASV2290 100 % ] B 43 3 3|4 Bacterlp Bacter{c Bacterdo Bacterlf Muriba{NA NA Filter: boatstrap Scare == 50
ASV2291 100 g5 g 85 84 3 33|d Bacterlp Bacterlc Bacterdo Bacterlf PrevotdNA MNA Filter: bootsirap Score == 50
ASV2292 100 01 a7 L 8 4 63/d_Bacterlp_Bacterlc Bacterfo Bacterff Muribado Muribals Muribaculum intestinale
ASV2243 100 100 100 100 100 %% 2/d_Bacterp Bacilolc Bacili o _Lactoblf LaciobfqLimosifNA Filter: bootsirap Score == 50
ASV2204 100 98 3 I 55 4 23|d_Bacterlp_Bacilolc _Clostrido  Fubacf NA NA Filter: boatsirap Score == 50
ASV2295 100 100 100 100 100 100 69]d Bacterlp Bacterlc Bacterdo Bacterlf Bacterdg Phocads Phocasicola vulgatus

ASV2297 100 11 7 68 b7 67 20d_Bacterlp_Bacilolc _Clostrido_Peptosf Peptosly_ TemisgNA Filter: bootsirap Score == 50
ASV2299 100]  100f 100] 100 i U 28ld Bacteag Bacterlc Bacterqo Bacter(f MurbalhA NA Filter: boatsirap Scare »= 50
ASV2300 100 41 i 41 4 38 35|d_ Bacter|NA NA A NA NA NA Filter: boatsirap Score == 50
A2 ] AT ) ) AT T 87]d_Bacterlp_Bacter|c _Bacterfo_Bacterlf Rikenelg _Alistipds _Alisies dispar |

ASVZ302 100 100 ] 98 84 80 80(d_Bacterp Bacilofc_Closfrido Fubact g_Colidefs Colidextribacter massiiensis
ASV2303 100 ] il g1 82 82 54ld Bacterlp Bacterdc Bacterlo Bacterl Tannerlg Parebds Parabactercides gordonii
ASVZ304 100 71 i I 1 [ 71|d_Bacterlp Spioclc Spirockfo Spiroclf Treponlg Treporfs  Treponema succinfaciens
ASV2305 100 1000 100 100 79 3B 3|d_Bacterp Bacilolc _Clostido Fubacli AcutaiifhA NA Filter: bootsirap Score == 50
ASV2307 100 46 18 16 16 8 8ld_BacterlllA NA A NA A NA Filler: boatsirap Score »=50
ASVZ308 100 100 0 T 100 9 7014 Bacterlp Acinofc Acinodo Proviolf Necardlg Necards Nocardiides mamorterrae
A28 [ 100 [T T 0 [ 04]d Bacterlp Bacilofc Clostrido Fubacli Oscilodg Ruminds Ruminococeus calldus

ASV2310 100 1000 100] [ 46 PE] 20[d_Bacterp Bacilolc_Clostrido Fubac{NA NA - [NA Filter: boatsirap Score == 50
ASV231 100 0 ] [ 03 3 2d Bacterlp Pseudfc Gammlo Enterali Enterollg Shige\q_NA Filler: bootsirap Score >= 5
ASV2312 100 100 100 100 100 100 490 Bacterlp_Bacilolc ClostidoEubacti Oscilodn FascallNA Filter: bootsirap Score == 50
ASV2313 100 78 52 4 40 3% 30|d_Bacterlp_Themlc DesufifiA NA NA  [NA Filter. bootsirap Score == 50
ASV2314 100 99 a7 g5 3] 89 70ld_Bacterlp Bacter{c Bacterdo Bacterlf Murbalo Duncals Duncaniella muris

ASV2316 100 43 3 a4 93 a0 3|d_Bacterlp Bacilolc Bacili fo_Laciobli Laciobfn _Laciob[NA Filter: bootsirap Score == 50
ASV23T 100 M 9 9 4 Rl 30ld Bacteag Bacter{c Bacterglo Eacterv Mun’bajNA NA Filter: bootsirap Score »= 50
ASV2318 100 100 3 % 97 94 27|d_Bacterlp Bacilolc Bacili fo_Laciobli Laciobdn _Laciob[NA Filter: bootsirap Score == 50
ASV2HO | 100 ] ] 7] [ ] 88]d_Bacterlp_Bacter|c Bacterdo_Bacterff TannerlgParabids _Parabacteroides goldsteii
ASV2320 100 100 100 100 100 100 96|d Bacterlp Bacilol: Bacili o Lacioblf Stepiclg Streptds Streptococcus danieliae
A3V23)1 100 86 8 & 55 5 38d_Bacterp_Bacilo]c_Closindo_Lachndf_Anaerclg_AnaerdNA  [Fier: boatsirap Score >=5)
ASV2122 100 5 5 50 3 1] 3ld Bacterlp Bacilolz Closirido Fubac{NA NA NA Filter: boatsirap Score == 50
A3 100 0 wl N 0 4 4]d Bacterlp Bacilolc Clostrido Lachndf LachnofNA ~ [NA |Filler: bootsirap Score »=5)
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NA Filter: boatstrap Score == 50

MNA Filter: boatstrap Score == 50

A Filter: boatstrap Score == 50

NA |Fifter bootstrap Score >= 51

NA Filter: bootstrap Score == 5(

A Filter: boatstrap Score == 50

[

NA Filter: boatstrap Score == 50
I
|

NA Filter: bootstrap Score == 50

NA Filter: booistrap Score == 50

NA Filter: boatstrap Score == 50

Filter: bootstrap Score == A0

MNA [Filter: bootstrap Score »= 50

NA Filter: bootstrap Score == 50

NA Filter: boatstrap Score == 50

Filter: bootstrap Score == 50

NA~ [Fitter: bootstrap Score »= 50

NA Filter: bootstrap Score == 50

Filter: boatstrap Score == 50

[NA Filter: bootstrap Score == 50

Filter: boatstrap Score == 50

NA Filter: bootstrap Score == 5(

NA Filter: bootstrap Score == 50

NA Filter: bootstrap Score == 50

{NA— [Fifer bootsirap Score >= 50

NA Filter: bootstrap Score == A0

NA Filter: boatstrap Score == 50

NA Filter: bootstrap Score == 0

NA Filter: bootstrap Score == 50

NA Filter: boatstrap Score == 50

I
|

NA _[Filter: boatsirap Score »= 50
|
|
|

NA Filter: bootstrap Score == 50

ASV2324 100 100 100 g7 86 43 [0 Baderp_Bacilolc_Chostiqo_Eubaclt_OsciloJNA

ASV2325 100 100 g5 85 8 81 40]d_Bacterlp Bacilolc Bacili o _Lactoblf Lactobdy Lactob

A3V2326 000 00 100 100 78 4 15]d Bacterlp Bacterlc Bacterdo Bacter|f PrevoiqNA

ASV2327 100 100 100 100 100 100 100[d_Bacterlp Bacterlc Bacterdo Bacterli Murbalg Duncals Duncaniella muris
ASV2328 100 48 48 48 43 2 17]d_Bacter{NA NA A A NA

ASV2329 100 100 100 100 100 100 97\d_Bacterlp _Bacter{c_BacterqoBacter{i Odoribdg_ Butyicls  Bufyricimonas_synergisfica
ASV2330 100 100 100 100 100 100 100[d_ Bacterlp Actinolc Corigbio Coriobjf  Kribbinjg_ Granulls _ Granulimonas faecalis
ASV233] 100 100 100 100 100 100 90ld_Bacterlp Bacilolc Bacili o Lactoblf Lachobdo Lactobls Lactobacilus_hominis
ASV2332 100 64 57 28 18 18 i6]d_Bacterlp Bacilofc _ClostighlA NA NA

ASV2333 100 100 100 99 89 26 26]d_Bacterp Bacllolc_Clostido_Lachndf _LachngNA

ASV2334 100 g7 g7 89 89 2 [d Bacterp Bacilolc Clostido Lachndf LachnglNA

A3V2335 100 o8 a7 5 12 10 fild Bacteﬁg Eacillolc Chsﬁ 0 EubagJNA NA

ASV2336 100 i 85 B4 84 56 52\d_Bacterlp Bacillojc Clostrigo Lachndf Lachnolg Doreafs Dorea phocaeensis
ASV233T 100 8 9 85 g5 i 52/ Bacterp Baclerlc B_acterdo Bacter)f Muribalg  Muribals  Muribaculum gordoncarteri
ASV2338 100 100 100 57 R 3 27]d_Bacterp Bacilolc_Clostido Fubac{NA NA

ASV2339 100 a7 5 3 2 12 12]d_Bacterlp Bacilolc CloslridNA NA NA

ASV2340 100 86 86 86 86 86 18[dBacterp_Bacilcfc_Bacii fo_Lactooli_Lachobda_LimosifNA

ASV2341 100 100 100 100 100 100 7|d_Bacterlp Bacilolc Bacili Jo Lactoolf Lactobdg Lactobls Lactobacillus taiwanensis
ASV2342 100 100 100 100 g a0 50(d Bactenlp Bacter{c Bacterdo Bacterlf Muribadg Duncals Duncaniella muris
Asvaud| 100 78 78 78 78 7 7|0 Bacterlp Bacterlc Bacterlo Baclerlf PrevotdNa

ASV2346 100 100 100 100 100 100 §1[d_Bacterlp Bacilolc Bacili [o_Lactodlf Lactobdg Limosils Limosiactobacilus_albertensis
ASV23T 100 100 [ [ 69 47 45[d Bacterlp Bacilofc_Frysipdo Erysindf ErysipgNA

ASV2348 100 i il [ 61 13 13)d_Bacterlp Bacilolc Clostido Lachnf Lachno[NA

ASV2349 100 100 100 100 100 100 30ld_Bacterlp Campjc_Fpsilorfo Campff Helicotla Helicoﬂ'NA

ASV2330 100 100 g 85 8 83 77|d_Bacterlp Bacilolc Bacili Jo Bacilalf Staphylg Staphys Staphylococcus wamer
ASV2351 100 [ 43 43 4 2 15[d_Bactenlp _BacilofNA NA - NA NA

ASV2352 100 100 ] 99 4] % §4|d Bacterlp Bacilolc Bacili o Lactoblf Streptolg Strentds Streptococcus yointestinalis
ASV2353 100 £ b7 52 30 30 palil Bacteﬁg Eacillolc Cbsﬁ 0 EubaglNA NA

ASV2354 100 o o 79 7 62 44(d Bactenlp Bacillojc_Clostiqo Lachndf Lachnolg  EnterofNA

Asv23s6] 00l 100l 100 qoof 100l 100 57]d_Bacterlp_Bacterlc_Bacterfo_Bacterlf Bacierdg_Phocads_Phocasicols_plebeils
ASV2357 100 i) 8 3] 9 74 27]d_Bacterp Bacilolc_Bacili Jo_Lactoblf Lactobda_Lactob)

ASV2358 100 100 100 100 100 83 18]d Bacterlp Bacilofc Bacili fo_Lactob|i Lactobdg Liciiac{NA

ASV2359 100 a7 86 86 [ [} 62ld_Bacterp Bacterlc Bacterdo Bacter{f Odorbdg Culurds  Culturomica_massiiensis
ASV2360 100 %8 98 a7 8 17 17]d_Bacterlp Bacilofc Clostido Eubacki OsciloghA

ASV2361 100 100 100 100 13 41 )d Bacteap Bactenlc Bacter1o Bactertf PrevofghA

ASV2362 100 100 67 67 b7 67 55|d_Bacterlp Bacilojc Bacili o Lactoff Lactobdn Lactobls LActobacillus faiwanensis
] [ 9 [ ] 2 20d_Bacterlp_Bacterlc_Bacterdo_Bacterlf_Murba{NA

ASV2364 100 100 [ [ 5 52 36]d_Bacterp Bacilolc Bacill Jo_Lactoblf Lactobda_Ligilac

ASV236h 100 100 9% 96 % 6 20[d_Bacterlp Bacilolc_Bacili [o_Lactoblf Lacobdg Lactob)

ASV2366 100 100 100 100 100 [ 58]d_Bacterlp Bacilolc Bacii o Lactoolf Lachobdg Ligilacls _Liciactonacills apodem
ASV2367 100 % 48 97 % 40 49]d_Bactenlp Bacilofc_Bacili fo_Lactobli Lactobdg Lactob

ASV2368 100 100 97 o7 91 40 27|d_Bacterlp Bacterlc Bacterjo Baclerff Muriba{NA

ASV2369 100 78 78 18 18 13 13]d_Bacterlp Bacterlc Bacterfo Bacterli BacterdhA

ASV2370 100 a7 g7 f7 b7 i7 17|d Bacteﬁg Bacillolc Chsﬁo Lachndf LachinglNA

ASV2371 100 100 100 100 3 3 16]d_Bacterlp Bacilojc_Clostigo Eubac{NA NA

ASV2372 100 100 100 2 2 21 2[d_Bacterlp_Bacilolc C_IushidNA NA NA

ASV2373 100 100 ] 98 98 85 85|d Bacterlp Bacilolc Clostrido Lachndt Lachnelg Qianials Qiania dongpingensis
ASV2374 100 100 100 ] 9 89 72ld Bacteilp Actino]c Coriobdo Eagerli Fogertfg Adercls Adlercreutzia_equoliaciens
ASV2375 100 100 100 100 ] 51 57]d_Bacterp Bacilolc_ClostidoFubac{f _Osciloda 5 [Clostidium] leptum
psvaare| o0l ol o] 100 g7 ] 90{d Bacterlp Bacterfc Bacterlo Bacter{f Muibafg Duncals Duncaniella freter
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NA  |Fiter bootstrap Score == 50

NA Fiter: bootsirap Score == 50

NA Fiter: hootsirap Score == 50

NA Filter: bootsirap Score = 50

NA Fiter: bootsirap Score == 50

NA Fiter: bootsirap Score »= 50

NA Fiter: bootsirap Score == 50

NA Fiter: bootsirap Score >= 50

I
I
|

NA Filter: bootsirap Score = 50
I
I

NA Fiter: bootsirap Score == 50

NA Filter: bootsirap Score = 50

NA Fiter: bootsirap Score == 50

NA Fiter: bootsirap Score »= 50

I
l

NA Fiter: bootsirap Score == 50
I
l

Fiter: bootsirap Score == 50

NA Fiter: bootsirap Score >= 50

Fiter: bootsirap Score == 50

NA Fiter: bootsirap Score == 50

NA Fiter: bootsirap Score == 50

NA Fiter: bootsirap Score == 50

NA Fiter bootsirap Score == 50

NA  |Fiter bootsirap Score >= 50

Fiter: bootsirap Score == 50

NA Filter: bootsirap Score = 50
NA Fiter: bootsirap Score >=50

NA Fiter: bootsirap Score >= 50

NA Filter: bootsirap Score = 50

NA Fiter: bootsirap Score == 50

NA Fiter: bootsirap Score >= 50

NA Fiter: bootsirap Score == 50

NA Filter: bootsirap Score = 50

NA Fiter: bootsirap Score == 50

ASV2ATT 100 ] % @ g7 A |d_Bacierp Bacterlc Bacterfo Bactenf PrevoidiA

Asvare| 10 8 gl 8 1 [ 71]d_Bacterlp_Actinofc_Acinoro_Actinolf_Acinorlg_Actinods_Acinomyces derficolens
ASV2379 100 ] %8 79 n 17 17]d_Bacterlp Bacilofe ClostridoLachndfLachneNA

ASV2380 100 5 5 4 44 40 3%[d_Bacterlp Actinolc_Coriob{NA NA NA

ASV2381 100 12 12 fi9 69 Pl 27ld Bacieag Baci\lolc Clusqo Lachnglt LachnglNﬁ.

ASV2382 100 100 100 100 100 100 G7)d_Bacterlp Bacilolc Bacili jo Laciob]f Lactobdg Lactobls Lactobacillus crispatus
Asve3| 0] & el 60 60 17| 17fd_Bacterlp_Actinolc_Coriobio Fooer FogertiNA

ASV2384 100 o % 67 b7 23 23|d Bacterlp Bacilolc Chostido Lachndf LachnofNA

ASV2386 100 4 45 45 3% i 20[d_BacterfNA NA [NA NA hA

ASV2387 100 99 % f2 [ 4 40ld_Bacterlp Bacilolc Clostido Fubacl BubyricilNA

ASV2388 100 79 78 76 {2 42 33|d_Bacterlp Bacilolc_Clostido Fubac{A NA

ASV2389 100 76 16 64 40 i 0fd Badeap_ Eaci\lolc Bal Jo LactothA NA

ASV2390 100 9 9 9 L] 18 78]d_Bacterp_Bacilolc_Clostrido _Lachngf Lachnojg Qianials Qiania_dongpingensis
ASV2301 100 50 50 49 49 8 8l Bacterlp Bacilole C_losiridNA A NA

ASV2392 100 ] i 83 83 5 5ld Bacterlp Bacilolc Clostrido Lachndf Lachno{NA

ASV2393 00 100 el 51 42 24 24ld Bacterp Bacilolc C_losin'do LacingHA NA

ASV2304 100f  100p 100 100 90 20 20|d_Bacterlp Bacilolc Chostido Fubacl OscilodNA

ASV2385 100 7 16 76 14 14 Ofd Bacterlp Camplc Epsilo Campf Helicotlg HeiicofNA

ASY23% 100 100 100 100 100 100 991d_Bacierp Actinorlc Actinorfo Mycobdf Corynelg Corynds Corynebacterium flavascens
ASV2397 100 100 10 100 100 100 58] Baclerlp Bacterlc Bacterlo Bacterfi Bacterdy Baclerls Bacteroides acidifaciens
ASV2308 100( 100 % 89 79 20 20[d_Bacterlp Bacilolc_Clostido Fuback OscilogNA

ASV2400 100 100 100 100 100 100 3|d_Bacterlp_Actinorlc_ActinorjoPropiolfPropior]g_ TessafNA

ASY2401 100 100 100 100 100 100 100[d_Baclerlp Bacterlc Bacterdo_Bactef_Murbadg Duncql_s Duncaniella_dubosi
ASV2A02 100 82 [ 82 9 [ 16]d_Bacterlp Bacilofc Badli Jo Lacioblf Laciobdy Limosi

ASV2403 100 100 9 93 9 19 19]d_Bacterlp Bacilolc _Closido_Lachndf_LachnlNA

ASV24M 0] 100 7] [ 8 il 60]d_Bacterlp_Bacilofc_Clostrido_Peptodf Anaerolg_Emergls _Emergencia fimonensis
ASV2405 100 92 8 19 19 13 13ld_Bacterlp Bacilolc ClostigNA NA hA

ASV2408 100( 100 48 48 40 40 40]d Badeﬁg Bacilo|NA HA NA NA

ASY2407 100 % % 52 5 52 52l Bacterlp Acinolc Coriobdo Coriohlf Coriobdg Panibls Parvibacter caecicola
ASV2408 100 i 8 3 8 i 99d Bacterlp Camplc Epsilodo Camoff Helicotlg Helicods Helicobacter fyphlonius
ASV2409 100 100 100 100 ] [ 991d_Bacierlp Bacterfc Bacterfo Bacternff Murbajo Duncals Duncaniglla muris
ASV2410 100 100 % 76 76 75 27ld_Bacterp Bacilolc Bacili jo_Lacoblf_Lactobqy_Lactod

ASV2412 100 100 L] a7 85 [ 95]dBacterlp Bacilolc Closrido  Fubaci q_Flinib4s _ Flinfibacter butyricus
ASV2414 100 100 5 5 5 ik 13|d_Bacterlp Bacilolc Badili Jo_Bacilali Peenibly Brevib{NA

ASV2415 100 9 5 55 55 55 250d Bacieag Baci\lolc Bacill o _Laciobli Laciobd Laciob

ASV24T 100 ] 48 %8 o7 41 280 Bacterp Bacterlc Bacterqo Bacteryf MuribaghA

asvastg] 100 0]  t00]  100] | 64| Gdld Bacterp Bacilolc Erysipdo Erysipdi Coproblg Longils Longibaculum muris
ASV2419 100 [ [ [ [ £ S0ld Bacierp Bacilolc Closido  Fubaclf Osciledg Ruminfs Ruminacoccus champanellensis
ASV2420 100 63 X} i 57 18 18]d_Bacerlp Actinofc _ Cariobio Eogertff_Eoert{NA

ASVMN 100 100 100 100 100 100 67]d_Bacierlp Actinolc_Actinorjo Microcff DemnallgBrachyfs Brachybacterium faecium
ASV242 100 1 A il A 1 21[d_Bacter{NA NA A NA NA

ASV2423 100 ] [ [ ] 0 3|d Bacierp Bacter{c Bacterfo Bacterdf PorphylNA

ASV2424 100 100 100 100 100 100 08ld_Bacterlp Actinofc_Acinodo Mycobdf CorynelaCorynds  Corynebacterium durum
ASV2425 100] f00f 100  100f  q00f 100 88]d Badeag Bactenc Bactergo Bacterlf Bacteran Bacterls Bacteroides acidifaciens
ASV2426 100 % 8 9 ]l 3B %|d Baclerp Bacilolc Erysipdo Erysidf  Coprob]NA

ASVAZT 100 45 B 38 B B 20]d_Bacter|NA NA NA NA NA

ASY2428 100 il b 52 B 3 28ld Bacierp Bacterlc Bacterfo BacterfNA NA

ASV2428 100 100 10 100 84 4 48ld Bacterl Pseudlc Befaprlo Burkhdi Comanlg Cunid

ASV2431 00 0] 100 i ki i 3|d_Bacierp_Actinorlc_ ActinorNA NA VA

ASV2432 100 100 5 58 57 2 3|d_Bacterlp Bacilolc Erysipdo Erysipdf Erysipefha

|
I
|

NA Fiter: bootsirap Score >= 50
I
|

NA Filter: bootsirap Score = 50
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(ASV2434 00 95 95 o5 95 95 7|d_ Bactes Pseuddc_ Alphapjo  Hypholf Bosea Bosea|NA Filter: bootstrap Score == 50
ASV2435 00 100 100 100 100 100 100]d__Bacte Bacteric__Bacterqo__Bacter{f _Muriba ]unca‘s Duncaniella_muris

(ASV2437 00 100 100 100 100 100 91|d Bactel ¢ Gammjo  Lysobdf Lysobal Pseud{s Pseudoxanthomonas_japonensis
(ASV2440 100 100 100 100 100 100 100]d_ Bacte: Erysipdo__Erysipdf _Erysipelg__Intestijs__Intestinibaculum_porci

ASV2443 00 84 68 20 15| 15] 15/d Bacte c _Alphap|NA NA NA NA Filter: bootstrap Score == 50
(AS\V2444 00 73 73 7 73 72 ?TIE Ac__Spiroctjo Spiroc}f Treponjg  Trepors  Treponema_bryantii

(AS\V2445 00 88 28] 8 83 12 12|{d c_ Closindo  Lachndi Lachno{NA NA Filter. bootstrap Score == 50
ASV2446 00 100 9] 99 99 EE] 38|d c__Bailli |o Lactoblf Lactobdg__Lactob[NA Filter: bootstrap Score == 50
ASV2447 100 a0 Bgl 89 29 38 18]d_ Bacterlp Bacter{c Bacterdo Bacter|f PrevotdNA HA Filter: bootstrap Scare == 50
ASV2448 00 56 56 50 29| 27 25|d__Bacter{p illoc [ NA NA NA Filter: bootstrap Score == 50
ASV2449 00 100 100 100 100 100 92|d__Bacte C g__Chlamjs Ch\amFia muridarum

ASV2450 00 98 e 74 20 11 11]|d Bactes NA NA Filter: bootstrap Score == 50
ASV2451 100 100 100 100 100 100) 100]|d_ Bacterip T__Peptonjg Anaerds _Anaerococcus_prevotii

ASV2452 00 100 100 79 48 48 47|d__Bacterip NA NA NA |Filter: bootstrap Score == 50
(ASV245 00 100 100 a9 7 88 88|d_Bacterip f_Oscillog_Congzls Congehengia_minquanensis
(ASV245 00 96 73 64 3 22 14{d  Bacterip jo__Selendf SelenoyNA MNA Filter: bootstrap Score == 50
(ASV245 00 100 100 100 100 73 73|d_ Bacterip Bacterdo Bacter{f Muribadg Param|s Paramuribaculum_intestinale
ASV2457 100 92 30 30 30 25 24|d_Bacterip _ Barillo]NA NA NA NA NA |Filter: bootstrap Score == 50
(ASV2458 00 00 100 85 84 24 15]d  Bactel llojc. Lachngf LachnofNA MNA |Filter: bootstrap Score == 50
ASV2459 00 00 9 99 99 99 76|d__Bacte [ gﬂipﬂf Turicibgg__ Turicibls _ Turicibacter_bilis

[ASV2460 00 00 100 100 53 36| 26[d Bactel C Bacterfi BacterqNA MNA Filter: bootstrap Score == 50
ASV2461 00 00 100 100 100 100 100]|d__Bacte [ Chlam]s__Chlamydia_muridarum

ASV2462 100 93 78 78 77 17 72|d__Bactel C ibdg__ Turicibls _Turicibacter_bilis

ASV2463 100 100 98] 91 89 41 20]d__Bactel C NA NA Filter: bootstrap Score == 50
ASV2464 00 100 96 0 80 47 14[d__Bacte c NA NA Filter: bootstrap Score >= 50
(AS\V2466 00 77 59 2 24 22 22|d_ Bacte C [NA MNA Filter. bootstrap Score == 50
ASV2467 00 84 “ 34 83 56/ 30|d__Bacte c f_Prevotdg Prevot{NA Filter. bootstrap Score == 50
AS\V2468 00 100 100 100 52 40 40|d Bacte: c fOscillodNA NA Filter: bootstrap Score == 50
(AS\V2469 00 100 100 100 100 100) 100|d__ Bacterip C Trepon|g_ Treporls  Treponema_beriinense

ASV2470 100 100 100 100 80 4] 37|d_Bacterlp Bacterc Bacterdo Bacterli Muribajg_ DuncafNA |Filter: bootstrap Score == 50
ASV2471 00 ar ar ar 97 ETi 50]d__Bacte c_Bacilli Jo_| g__Lactobls | actobacillus_crispatus

(ASV2472 00 a7 a7 a7 91 43 43|d _Bactes Bacterdo NA MNA Filter: bootstrap Score == 50
ASV2473 00 95| 6] £ 96| 96| 35|d__Bacte: Spirocho__. A Filter. bootstrap Score »= 50
ASV2478 100 100 100 77 19 19 10{d__Bacte c__Alphaplo NA Filter: bootstrap Score == 50
ASV2482 00 00 100 66 66 2 12|d Bactel c__Plancido NA Filter: bootstrap Score == 50
ASV24 00 00 9 99 93 63|d__Bacte c_ Bacterqo | 5 Alistipes_monirealensis

(AS\V2484 00 00 100 100 100 28|d_ Bacte: Actinorlc_ Coriobdo MNA Filter: bootstrap Score == 50
(AS\V2485 00 00 86 86 86 85 45]d Bacterlp Bacillojc_ Bacilli o dg  Lactob[NA Filter: bootstrap Score == 50
(AS\V2486 100 100 100 100 100 100) 100{d_ Bacterlp  Deferri]c Deferilo Deferilf  Mucisplg_ Mucisgs  Mucispirillum_schaedleri

(ASV2490 00 75 T3 73 54 50 32|d Bactel Bacter 1 Filter: bootstrap Score == 50
(ASV2492 00 99 99 a7 97 96 96|d 5 Schaedlerella_arabinosiphila
[ASV2493 00 98 L3 | 98 98| 90| 28] Filter. bootstrap Score »= 50
(ASV2494 00 100 100 100 100 100 100]d Dubos{s  Dubosiglla_newyorkensis
ASV2495 100 100 100 100 100 100 96|d c Epsilorjo Camy Helicofs Helicobacter typhionius

(ASV2497 100 100 100 100 100 98 94{d c__Gammjo Pasted 5 Rodentibacter pneumotropicus
ASV2499 00 85 69 18 5 5 1]d c__ClosiridNA. NA A N Filter: bootstrap Score == 50
[ASV2500 00 100 100] 08 (3| 80 80|d c_Alphaplo Gemin|f _Geminifg _Arborids _Arboricoccus _pini|

ASV2501 00 35 29] 29 27 24 24|d NA NA |NA NA |NA Filter: bootstrap Score == 50
(AS\V2502 100 a7 97| a7 96 94 58[d_ Bacterlp_ Bacillolc__Bacili [o_Bacilali_Stapnyla__Jeotgals_Jeotgalicoccus_nanhaiensis
ASV2503 100 100 100] 100 100 08 72|d_Bacterlp  Pseud{c_ Alphaplo  Rhodoi Roseojg  Rubell]s_ Rubellimicrobium_rubrum
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ASV2505 100 %6 96 [ 9% %6 23]d_Bacerp_Campjc_Epsiofo_Gampyi_Helicot]g_ Helico]NA Filter: bootstrap Score »=50
ASV2506 100 0 b7 67 b7 4 43]d Bacterlp Bacilofc Ensipdo Erysipdf ErvsiplNA  JNA Filter: bootsirap Scora >= 50
ASV2508 100 % 98 98 [ 5 57]d_Bacterlp Bacter{c BacterjoBacterff Muribadg_ Param|s _ Paramuribaculum_intestinale
ASV2509 100 80 a0 a0 90 80 68/d Bacterlp Campfc Epsilofo Campf Helicotlg  Helicolls Helicobacter japonicus

ASV2510 100 100 100 100 100 29 3ld Bacteap Pseud1c Alphapjo Rhc-dgr Azosgiﬂg SkennINA Filter: bootstrap Score == 50
ASV2511 100 a7 a7 o7 a7 74 10|d_ Bacterfp _Bacillojc_ Bacili joLactoblf Lactobdo  Limosi|NA Filter: bootstrap Score == 50
ASV2513 100 99 a9 9% g9 a7 11|d_Bacteilp Bacilolc _Bacili [o_Lactobli Laciobdg _LimosifNA Filter: boatstrap Score = 50
ASV2514 100 100 [l [i] 65 4 14]dBacterlp Bacilo]c Clostrido  Eubaclf OscilodNA NA Filter: bootstrap Score == 50
ASV2515 00l i00]  00] 100 85 24 12]d_Bacterp_Bacilofc_Clostido_Eubacli_OscilogNA NA Filter. bootsirap Score >= 50
ASV2516 100 100 100 100 88 23 12|d_Bacterlp Bacilofc Clostrido  Eubaclf OscillodhA A Filter: bootstrap Score == 50
ASV2H1T 100 100 100 100 100 100 81ld Bacterlp Spiroclc Spiocfo Spirocli Treponlg Treporls Treponema bryani

ASV2518 100 51 51 51 51 42 28(d Bacteag Bacter{c Bacterﬂo Bacter'f RikeneINA NA Filter: bootstrap Score == 50
ASV2519 100 95 35 77 76 3 3|d_Bacteilp Bacilo]c Clostrido Lachndf LachnolNA A Filter: bootstrap Score == 50
ASV2520 00 q00] 00l qeof 100 41 41]d_Bacterlp_Bacilol_Clostido_Lachnf_LachnofNA NA Filter: bootsirap Score >= 50
ASVZ521 100 100 100 100 100 95 60]d_Bacterlp Bacilofc Bacili o Lacioblf Lactobdo Lactobls actobacilus_kitasatonis
ASV2522 100 99 [ 08 98 95 29/d Bacterlp Bacilofc Bacili [o Lactoblf Laclobdg LactoblNA  |Filter bootstrap Score =50
ASV2525 100 100 100 100 100 94 99]d_Bactenp Bacterlc Bacterjo Bacter{f Murbady Muribals  Muribaculum gordoncarteri
ASV2526 100 100 100 100 100 100 94]d Bacterlp Bacilofc Bacili [o Lactoblf Streptolg Streptds  Streptococcus hyointestinalis
ASV252T 100 100 61 [ 61 61 61]d_Bacteilp Bacillo]c Clostido_Eubacit g _Flintibgs _ Flinfibacter_butyricus

ASV2528 100 98 9B 98 9 71 11ld_Bacterlp Bacilolc Bacili [o Lactobli Laciobdg  LimosifNA Filter: bootstrap Score == 50
ASV2529 100 99 a9 9% g9 92 8ld Bacteilp Bacilolc_Bacili [o_Lactobli Laciobdg LimosifNA Filter: boatstrap Score = 50
ASV2530 100 98 38 98 98 85 10]d_Bacterlp_Bacillofc Badll [o_Lacionlt Laciobdn  LimosifA Filter: bootstrap Score == 50
ASV25 100 100 63 63 63 62 14]d_Bacterip Bacilolc_Bacili [o_Lactobli Lactobdg Lactob]NA Filter: boatstrap Score >= 50
ASV2532 100 100 100 89 86 32 17]d_Bacterlp Bacilofc  Clostrido Lachndf _ LachnofNA A Filter: bootstrap Score == 50
ASV2533 0] 100 88 1 0 25 25|d_Racterfp Bacilolc_ClostrigNA ~ [NA  [NA  [NA  |Filter hootstrap Score »=50
ASV2534 10 [ 8 79 79 17 17]d_Bacterlp Bacilolc ClostridoLachndf LachnolNA NA Filter: bootstrap Score == 50
ASV2538 100 100 100 100 53 40 17]d Bactenlp Bacillolc Bacilli o Bacillalf Caryop{NA NA Filter: boatstrap Score =50
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