
Your
Microba
Insight Report

This is a comprehensive report , detailing key information

about your personal gut microbiome. As new information

about the links between the gut microbiome and health are

revealed, we will continue to update your online report to

include these new findings.

Any information provided by us (including any information

contained on our website or in any microbiome report) is for

information purposes only. Such information is not medical

advice and must not be taken to be a substitute for a

consultation with your health care professional or doctor. It

is not intended to diagnose conditions nor prescribe the use

of any remedy, diet or lifestyle practice. Your health is your

responsibility and if you have any concerns related to your

health we recommend that you seek the advice of your

health care practit ioner or doctor.

If you are a health care practit ioner and would like to learn

more about this informational report , please contact

healthcare@microba.com

™
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Your report overview

You are 61% similar to
the Healthy Comparison
Group in our database.

This indicates how
similar or different your

gut microbiome is to
this group.

The dive rsit y    of  your gut microbiome is important. Microbial
diversity is a measure of  both the dif ferent types and the amount

of  bacterial species in your sample.
A varied diet rich in plant- based foods such as f ruits, vegetables,

whole grains and nuts is associated with increased microbial
diversity. Low microbial diversity is of ten associated with poor

health.

LOW AVERAGE HIGH

YOU

You have 2 key insights
not  wit hin t he  

Healthy Group range

You have 12  other
microbiome insights

You have a suf f icie nt     proportion of  species that can break down f ibre.

You have a high proportion of  species that can break down protein.

T op 5 most  abundant  spe cie s    

UBA11524 sp1 6.04% High

Akkermansia sp1 4.34% High

CAG- 83 sp2 3.87% High

CAG- 226 sp 3.34% High

CAG- 349 sp1 3.16% High

Healthy Group

You

25%

50%

75%
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Key insights
Not within the Healthy Group range

Your microbiome 's pot e nt ial t o prot e ct  your ne rvous syst e m is            high

A similar or high potential to produce indolepropionic acid (IPA) compared to the healthy group
is generally considered benef icial.

Indolepropionic acid (IPA) is a strong antioxidant that can protect nerve cells f rom damage. IPA
can be produced by gut microorganisms and consuming foods high in f ibre has been
correlated to increased IPA production in the gut.

Your microbiome  has  high le ve ls of  t he  but yrat e  produce r           F. prausnit z ii_ C  

Fae calibact e rium prausnit z ii_ C       (Phylum: Firmicutes) is a key producer of  butyrate and can
produce an anti- inf lammatory protein, making this species important for a healthy gut. A diet
with prebiotic f ibres including inulin, pectin, and f ructooligosaccharides may help increase
levels of  F. prausnit z ii_ C   . Examples of  foods high in these prebiotics include asparagus,
onions, leeks, wholegrain wheat, apples and pears.

Your microbiome contains high levels of  F. prausnitzii_ C relative to the healthy comparison
group.
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Key insights
Other microbiome insights

Your microbiome 's pot e nt ial t o f e e d your gut  is           ave rage

A similar or high potential to produce butyrate compared to the healthy group is generally
considered benef icial. 

Butyrate is the primary fuel source for gut cells, can reduce inf lammation and regulate
appetite. Foods rich in resistant starch (e.g. lentils, peas, beans, and rolled oats) will encourage
microbes in your gut to produce butyrate.

Your microbiome 's pot e nt ial t o calm your mind is      ave rage

A similar or high potential to produce GABA compared to the healthy group is generally
considered benef icial.

GABA is an important neurotransmitter that can reduce feelings of  anxiety and depression.
GABA is primarily produced by your body but can also be produced by your gut microbiota.

If  you are concerned about your mental health, it is important to seek professional help.

Your microbiome 's pot e nt ial t o pre ve nt  kidne y st one s is            ave rage

A similar or high potential to break down oxalate compared to the healthy group is generally
considered benef icial.

Oxalate is one of  the main components of  calcium oxalate kidney stones. The gut microbiome
of  individuals who suf fer f rom f requent kidney stones of ten have a low potential to degrade
oxalate. 

However, if  you do not suf fer f rom kidney stones then your potential to degrade oxalate is
not of  concern.
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Key insights
Other microbiome insights

Your microbiome 's pot e nt ial t o produce  f olat e  is          ave rage

A similar or high potential to produce folate compared to the healthy group is generally
considered benef icial. 

Folate plays an important role in cell replication and repair. Def iciencies can result in an
increased risk of  heart disease, anemia, and stroke in adults. We cannot produce folate on our
own and it is primarily obtained f rom plants in our diet (e.g. dark green leafy vegetables, f ruits
and legumes) and bacteria living in our gut. This bacterial production can supplement your
body's folate requirements.

Your microbiome 's pot e nt ial t o cont ribut e  t o cardiovascular d ise ase  is              low

A similar or low potential to produce trimethylamine compared to the healthy group is
generally considered benef icial.

Cardiovascular and chronic kidney disease have been linked to a high potential to produce
trimethylamine. Diets high in animal protein and low in f ibre have been associated with
increased trimethylamine production by gut microbes. 

If  your potential to produce trimethylamine is high, you may wish to increase your consumption
of  f ibre and avoid eating excessive amounts of  animal protein.

Your microbiome 's pot e nt ial t o make  branche d chain amino acids is        ave rage

A similar potential to produce branched chain amino acids (BCAAs) compared to the healthy
group is generally considered benef icial.

BCAAs play an important role in building muscles and in helping regulate fat and sugar
metabolism. However, a high potential to produce BCAAs may not be a good thing as high
levels of  bacterially produced BCAAs have been observed in individuals with obesity and insulin
resistance.
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Key insights
Other microbiome insights

Your microbiome 's pot e nt ial t o promot e  inf lammat ion is          ave rage

A similar or low potential to produce lipopolysaccharides (LPS) compared to the healthy group
is generally considered benef icial. 

LPS is a pro- inf lammatory molecule and a component of  the cell wall in some bacteria. When
these bacteria die, LPS is released into the gut. Diets high in fat, especially saturated fat, allow
LPS to cross the intestinal barrier and enter the bloodstream. High levels of  LPS in the blood
have been observed in individuals with heart disease, type 2 diabetes, obesity, and non-
alcoholic fatty liver disease.

If  you have a high potential to produce lipopolysaccharides (LPS), you may wish to avoid
excessive consumption of  saturated fat.

Your microbiome  has  unde t e ct e d       le ve ls of  t he  mucus manage r        A.muciniphila

Akke rmansia muciniphila  (Phylum: Verrucomicrobia) lives in the mucus lining of  your gut and
uses mucus as its primary energy source. This species plays an important role in regulating
mucus turnover in the gut so that there is a good balance between mucus breakdown and
mucus production. 

It has been observed at low levels in individuals with high fat diets, obesity, and type 2
diabetes. Although this species has mostly benef icial properties, it has also been observed at
high levels in individuals with Parkinson's disease and multiple sclerosis. Reducing intake of
high fat foods may help increase levels of  this bacteria.

Your microbiome contains unde t e ct e d       levels of  A. muciniphila relative to the healthy
comparison group.

Your microbiome  has  ave rage   le ve ls of  t he  inf lammat ory spe cie s           B. wadswort hia

Bilophila wadswort hia  (Phylum: Proteobacteria) is a normal part of  the gut microbiome, but
can become problematic at high levels. Elevated amounts of  this bacteria have been observed
in individuals with intestinal inf lammation, colon cancer and diets high in saturated fat.
Reducing intake of  foods high in saturated fat may help decrease levels of  this bacteria.

Your microbiome contains ave rage   levels of  B. wadsworthia relative to the healthy
comparison group.
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Key insights
Other microbiome insights

Your microbiome  has  ave rage   le ve ls of  t he  st arch de grade r          R. bromii

Ruminococcus_ E bromii  (Phylum: Firmicutes) initiates the breakdown of  resistant starch
into compounds other bacteria can then use to produce butyrate, which is important for a
healthy gut. A diet containing resistant starch can increase levels of  R. bromii.

Your microbiome contains ave rage   levels of  R. bromii relative to the healthy comparison
group.

Your microbiome  has  unde t e ct e d       le ve ls of  t he  d iarrhoe a promot e r           C. d if f icile  

Clost rid iode s d if f icile        (Phylum: Firmicutes; commonly known as C. dif f ) can cause severe
diarrhoea and may af fect people who have been repeatedly treated with broad- spectrum
antibiotics. 

Your microbiome contains unde t e ct e d       levels of  C. dif f icile relative to the healthy comparison
group. If  you have this species and are experiencing diarrhoea, you should consult with a
healthcare practitioner.

Your f lat ule nce  odour might  be        ave rage

As the microbes in your gut digest the f ibre and excess protein you consume, they produce
dif ferent types of  gases as a by- product. Flatulence is primarily made up of  odourless gases
such as nitrogen, hydrogen, carbon dioxide, and methane. A small percent of  f latulence is
made up of  the gas hydrogen sulphide, which gives f latulence the characteristic rotten eggs
smell. 

Your microbiome contains ave rage   levels of  species that can produce the gas hydrogen
sulphide.
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Key insights
Other microbiome insights

You have  a  suf f icie nt     proport ion of  spe cie s t hat  can bre ak down f ibre .        

A similar or high proportion of  species that can break down f ibre compared to the healthy
group is considered benef icial. Fibre- consuming bacteria are responsible for producing
important by- products such as short chain fatty acids which play a critical role in keeping your
gut healthy. Specif ic prebiotic f ibres (detailed in your personalised shopping list below) will
promote the growth of  your benef icial bacteria.

You have  a  high proport ion of  spe cie s t hat  can bre ak down prot e in.        

A similar or low proportion of  species that can break down protein compared to the healthy
group is generally considered benef icial. Everyone’s microbiome contains species that can
break down protein. However, a high proportion of  these species may ref lect an insuf f icient
amount of  f ibre in the diet or an excessive intake of  protein.

Most protein is absorbed by your body, however excess protein will get passed to your large
intestine where it is available to your gut microbiome. Microorganisms that break down protein
produce a variety of  compounds, including some compounds that promote inf lammation.

If  you have a high proportion of  species that can break down protein, make sure you are
getting suf f icient f ibre in your diet and consider avoiding excessive consumption of  protein.
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Dig deeper
into the
detail

This is a comprehensive report , detailing key information

about your personal gut microbiome. The following section

contains detailed information.
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Microbial Diversity
Microbial diversity is a measure of both the different types and the amount of bacterial species in your sample. A varied diet rich in plant-
based foods such as fruits, vegetables, whole grains and nuts is associated with increased microbial diversity. Low microbial diversity is
often associated with poor health. T he Shannon Index is a measure of diversity which is used by members of the scientific community to
compare results through time.

Yo ur d ive rs ity  le ve l  is         

Average
S ha nno n inde x    

4.11

Sample composition
Most of the DNA in your stool (~99%) is from microorganisms and only a small amount (~1%) is from you.

T he microorgansims in your gut fall into four main groups: bacteria, archaea (another form of microscopic life), eukaryotes (this includes
fungi and parasites) and viruses. Below we show the levels of bacteria, archaea, eukaryotes, and novel (unidentifiable) DNA in your sample.

T he amount of human DNA in your sample is also shown. A high amount (greater than 4%) of human DNA may indicate gut inflammation. If
you have greater than 4% human DNA, and you did not accidentally touch your swab during sampling, you should consult with a health care
practitioner.

S p e c ie s name     S p e c ie s name    
P ro p o rtio n rang e      P ro p o rtio n rang e     

Le ve l  Le ve l 
Yo u Yo u  H e a lthy  G ro up      H e a lthy  G ro up     

  

H um a n DN A     0.052% 0.27% Ave ra ge 

S p e c ie s name     S p e c ie s name    
P ro p o rtio n rang e      P ro p o rtio n rang e     

Le ve l  Le ve l 
Yo u Yo u  H e a lthy  G ro up      H e a lthy  G ro up     

  

ba c te ria    76.73% 59.43%  - 74.09%  Ave ra ge 

a rc ha e a     0.37% 0%  - 0 .19%   Ave ra ge 

e uka ryo ta    0% T o  be  de te rm ine d        Ave ra ge 

no ve l   22.9% 25.91%  - 40.33%  Ave ra ge 

Throughout the balance of this report, a marker highlights outlier information
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Important SpeciesImportant Species

S pe c ie s  na m e       S pe c ie s  na m e      
R e la tive  a bunda nc e       R e la tive  a bunda nc e      

Le ve l  Le ve l 
Yo u Yo u  He althy Gro up  He althy Gro up 

  B if ido ba c te rium  lo ngum         0.21% 0%  - 0 .7%   Ave ra ge 

T his is a common, beneficial inhabitant of the gut in adults and a popular probiotic. 

Fue l s o urc e s  us e d:          It can use fibre, resistant starch, simple sugars (including lactose), and mucus as energy sources. 

Ke y  m e ta bo lite s  pro duc e d:             It primarily produces the short chain fatty acid, acetate. Acetate from Bifidobacteria promotes the growth of
butyrate-producing bacteria and production of butyrate. It can also produce folic acid (B9). 

Em e rging re s e a rc h :          B.longum has been associated with reductions in harmful bacteria, anti-allergy effects, and anti-obesity effects in
mouse models, but further research still needs to be done in humans.

  B i lo ph ila  wa ds wo rth ia         0.17% 0%  - 0 .2%   Ave ra ge 

T his is a common inhabitant of the human gut, but can become problematic at high levels. 

Fue l s o urc e s  us e d:          T his bacterium can use protein for energy and reduces sulphur. 

Ke y  m e ta bo lite s  pro duc e d:             It produces the short chain fatty acid acetate and the gas hydrogen sulphide. 

Dis e a s e  a s s o c ia tio ns :               High levels of this species can promote increased inflammation in the gut and has been observed at high levels
in patients with colon cancer. 

Em e rging re s e a rc h :          High levels of B. wadsworthia is associated with a diet high in saturated fats.

  Aga tho ba c te r re c ta l is          1.13% 0%  - 4 .77%   Ave ra ge 

Previously named Eubacterium rectale, this is a common member of the human gut. 

Fue l s o urc e s  us e d:          It can use resistant plant resistant starches after initial degradation by Ruminococcus bromii. 

Ke y  m e ta bo lite s  pro duc e d:             It produces the short chain fatty acid butyrate. Butyrate is important for a healthy gut as it is the primary fuel
of cells lining the intestinal tract and is an important mediator of inflammation. 

Em e rging re s e a rc h :          Low levels of this bacterium have been observed in Crohn's disease and ulcerative colitis.

  Euba c te rium _E ha l l i i         0 .24% 0%  - 0 .63%   Ave ra ge 

T his is an important member of the gut microbiome. 

Fue l s o urc e s  us e d:          It uses the acetate and lactate produced by bacterial species such as Bifidobacterium spp. and Akkermansia
muciniphila for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It primarily produces the short chain fatty acid butyrate. Butyrate is the main energy source for cells lining the
gut, has anti-inflammatory properties and is important for gut health. E. hallii can also produce the short chain fatty acid propionate, the
essential vitamin cobalamin (B12), and an antimicrobial compound called reuterin.

  R um ino c o c c us _E bro m ii           2 .38% 0%  - 2 .5%   Ave ra ge 

T his is a common member of the human gut and is considered a keystone species of the gut microbiome for its ability to break down
resistant starch. 

Fue l s o urc e s  us e d:          Ruminococcus bromii uses resistant starch for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acid acetate and simple sugars that other bacteria, such as
Agathobacter rectalis can use to produce short chain fatty acids such as butyrate. 

Em e rging re s e a rc h :          Studies suggest the role of R. bromii as a primary starch degrader helps stimulate the growth of butyrate-producing
bacterial species.

  Fa e c a liba c te rium  pra us n itz i i_B              2.18% 0%  - 2 .48%   Ave ra ge 

11 of 27 Mic ro ba   Ins ight   Repo rt  v1.1.5 
MGDB v1.0.3- 1.0.0- 3 



Faecalibacterium prausnitzii_B (aka strain L2-6) is a common gut inhabitant. 

Fue ls  s o urc e s  us e d:           It can use fibre, simple sugars, acetate and mucus for energy. It can produce ethanol, lactate and the short chain
fatty acids acetate and butyrate. 

Ke y  m e ta bo lite s  pro duc e d:             T his species produces low levels of butyrate. 

Dis e a s e  a s s o c ia tio ns :               T his species has been observed at high levels in individuals with atopic dermatitis.

  Fa e c a liba c te rium  pra us n itz i i_C              2.84% 0%  - 2 .31%   H igh

Faecalibacterium prausnitzii_C (aka strain A2-165) is an important member of the human gut microbiome. 

Fue l s o urc e s  us e d:          It can use fibre, simple sugars and acetate produced by other bacteria for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acid butyrate and acetate. F. prausnitzii_C produces the highest levels of
butyrate of all F. prausnitzii species and can also produce an anti-inflammatory protein called MAM. 

Em e rging re s e a rc h :          Low levels of F. prausnitzii have been linked to Crohn's disease, ulcerative colitis, colon cancer, type II diabetes and
chronic fatigue syndrome.

  Es c he ric h ia  c o l i          0 .04% 0%  - 0 .33%   Ave ra ge 

T his species is a common inhabitant of the gut, although it is usually present at a low abundance compared to other normal gut species.
T his species encompasses a large number of strains with diverse properties; the most well-known are the pathogenic strains that are a
common cause of gastrointestinal disease. However, most strains are not harmful. 

Fue l s o urc e s  us e d:          T his species can use fibre, simple sugars (including lactose), protein and fats. Some strains can also break down a
compound called oxalate, which can form kidney stones. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce lactate, succinate, the short chain fatty acid acetate, and essential B and K vitamins. Some
strains can also produce histamine and a compound called trimethylamine, which has been associated with heart disease. 

Dis e a s e  a s s o c ia tio ns :               T he harmful strains can produce pro-inflammatory compounds, and toxins that cause infection and diarrhea.

  B if ido ba c te rium  a n im a lis            0% 0%  - 0 .1%   Unde te c te d   

T his is a naturally occurring human gut bacterium and probiotic; it is sometimes also called Bifidobacterium lactis. 

Fue l s o urc e s  us e d:          It can use fibre, resistant starch, simple sugars (including lactose) and protein for energy.

Ke y  m e ta bo lite s  pro duc e d:             It produces lactate and the short chain fatty acid, acetate. Acetate from Bifidobacteria promotes the growth
of butyrate-producing bacteria and the production of butyrate. 

Em e rging re s e a rc h :          B. animalis is associated with a low BMI and has been used to improve metabolic disorders such as obesity and
diabetes. It can also produce antimicrobial substances effective against pathogenic bacteria and studies in mouse models suggest it can
improve \"leaky gut.\"

  B if ido ba c te rium  bif idum         0% 0%  - 0%  Unde te c te d   

T his is a naturally occurring human gut bacterium and a probiotic. T his is one of the first colonisers of the human gut, and is important in
the development of the infant immune system. 

Fue l s o urc e s  us e d:          T his species uses the mucus layer lining the gut as its main energy source. Mucus turnover is a normal function of a
healthy gut, however it is important that mucus degradation does not outpace mucus re-generation. T his species can also use the simple
sugar lactose. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce lactate and the short chain fatty acid acetate.

  B if ido ba c te rium  bre ve         0% 0%  - 0%  Unde te c te d   

T his is a gut bacterium commonly found in infants, is present in breast milk, and is also a probiotic. 

Fue l s o urc e s  us e d:          T his species can use fibre, human milk oligosaccharides, simple sugars (including lactose), as well as the mucus
layer lining the gut for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce lactate, the short chain fatty acid acetate, and folic acid (B9). Acetate from Bifidobacteria
promotes the growth of butyrate-producing bacteria and production of butyrate.

Important SpeciesImportant Species

S pe c ie s  na m e       S pe c ie s  na m e      
R e la tive  a bunda nc e       R e la tive  a bunda nc e      

Le ve l  Le ve l 
Yo u Yo u  He althy Gro up  He althy Gro up 
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  B if ido ba c te rium  in f a ntis           0% 0%  - 0%  Unde te c te d   

T his is one of the most common species found in the infant gut. It is present in breast milk and is a probiotic. 

Fue l s o urc e s  us e d:          T his bacterium can use fibre, human milk oligosaccharides, simple sugars (including lactose), as well as the mucus
layer lining the gut as energy sources. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce lactate, the short chain fatty acid acetate, and folic acid (B9). Acetate from Bifidobacteria
promotes the growth of butyrate-producing bacteria and production of butyrate. 

Em e rging re s e a rc h :          Some studies have also suggested this species can relieve symptoms of irritable bowel syndrome.

  Egge rthe l la  le nta       0% 0%  - 0%  Unde te c te d   

T his is a inhabitant of the gut microbiota, but has also been associated with gastrointestinal infections. 

Fue l s o urc e s  us e d:          It can use the simple sugar glucose, protein and some steroids for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acid acetate. 

Dis e a s e  a s s o c ia tio ns :               Elevated levels of E. lenta have been associated with frailty, atherosclerosis, chronic fatigue syndrome and type II
diabetes. 

Em e rging re s e a rc h :          T his species can inactivate the cardiac drug digoxin by breaking it down. Interestingly, this species prefers the amino
acid arginine for growth. When arginine is present, this inhibits E. lenta from breaking down digoxin.

  Ca m pylo ba c te r c o l i          0% 0%  - 0%  Unde te c te d   

T his bacterium is the second most common cause of campylobacteriosis, a gastrointestinal infection often caused by handling or
consuming undercooked poultry. Symptoms can include diarrhea, abdominal pain, and fever. If you have this bacterium accompanied with
symptoms, you may wish to consult with a healthcare practitioner. However, individuals can also be carriers of this species with no ill
effects.

  Ca m pylo ba c te r je jun i          0% 0%  - 0%  Unde te c te d   

T his bacterium is one of the most common causes of food poisoning worldwide. Poultry such as chicken is a primary source of this
bacterium, and gastrointestinal infection can result from handling or eating undercooked poultry. Symptoms can include diarrhea,
abdominal pain, and fever. If you have this bacterium accompanied with symptoms, you may wish to consult with a healthcare practitioner.
However, individuals can also be carriers of this species with no ill effects.

  H e lic o ba c te r py lo ri          0% 0%  - 0%  Unde te c te d   

T his is a common bacterium present in about half the global population. It usually colonises the stomach because it can withstand the
highly acidic environment, but can also colonise the intestine. 

Fue l s o urc e s  us e d:          Helicobacter pylori uses protein for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acid, acetate. 

Dis e a s e  a s s o c ia tio ns :               Although this bacterium does not cause illness in most infected people, some strains of this species are
pathogenic and it has been classified as a carcinogen (cancer-causing agent). H. pylori is strongly associated with peptic ulcers, chronic
gastritis and stomach cancer. 

Em e rging re s e a rc h :          Interestingly, this species is also associated with a decreased risk of oesophagitis and asthma in children.

  Clo s trid ium _P  pe rf ringe ns         0% 0%  - 0%  Unde te c te d   

T his species is commonly associated with food poisoning and gastrointestinal infections. 

Fue l s o urc e s  us e d:          It can use resistant starch, simple sugars (including lactose), protein and mucus for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce lactate, the short chain fatty acids acetate and butyrate, hydrogen sulphide, and a number of
toxins depending on the strain. 

Em e rging re s e a rc h :          Individuals can carry this bacterium with no ill effects, however. If you have this species and are experiencing diarrhea
symptoms, you should consult a healthcare practitioner.

Important SpeciesImportant Species

S pe c ie s  na m e       S pe c ie s  na m e      
R e la tive  a bunda nc e       R e la tive  a bunda nc e      

Le ve l  Le ve l 
Yo u Yo u  He althy Gro up  He althy Gro up 
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  Aga tho ba c te r f a e c is          0% 0%  - 1.5%  Unde te c te d   

Previously named Roseburia faecis. T his is a common and important member of the human gut microbiome. 

Fue l s o urc e s  us e d:          It can use fibre, resistant starch, simple sugars and acetate for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acid, butyrate. Butyrate is important for a healthy gut as it is the primary
fuel of cells lining the intestinal tract and is an important mediator of inflammation. 

Em e rging re s e a rc h :          Low levels of this bacterium have been observed in patients with liver cirrhosis.

  Clo s trid ium _M bo lte a e        0% 0%  - 0%  Unde te c te d   

Fue l s o urc e s  us e d:          It can use fibre, simple sugars (including lactose) and protein for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce lactate, the short chain fatty acids acetate, butyrate and propionate and pro-inflammatory
proteins. 

Dis e a s e  a s s o c ia tio ns :               T his species has been observed at high levels in individuals on the autism spectrum, in postmenopausal, obese
women with insulin resistance, in individuals with type II diabetes, and in individuals with asthma.

  R o s e buria  ho m in is         0% 0%  - 0 .4%   Unde te c te d   

T his is a common and important member of the human gut microbiome. 

Fue l s o urc e s  us e d:          It can use soluble fibre, simple sugars and acetate as energy sources and can also break down a compound called
oxalate, which can form kidney stones. 

Ke y  m e ta bo lite s  pro duc e d:             It primarily produces the short chain fatty acid, butyrate. Butyrate is the main energy source for cells lining
the gut, has anti-inflammatory properties and is important for gut health. 

Em e rging re s e a rc h :          Studies suggest this bacterial species can help regulate the immune system and reduce inflammation. One study
found higher levels in active women compared to sedentary women. Reduced levels of this bacterium have also been observed in patients
with ulcerative colitis and hypertension.

  R o s e buria  in te s tina l is           0% 0%  - 1.63%  Unde te c te d   

T his is a common and important member of the human gut microbiome. 

Fue l s o urc e s  us e d:          It can use resistant starch, fibre, simple sugars and acetate for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acid butyrate. Butyrate is the main energy source for cells lining the gut,
has anti-inflammatory properties and is important for gut health. 

Em e rging re s e a rc h :          T his species has been observed at reduced levels in individuals with type 2 diabetes and children and adolescents
with new-onset Crohn's disease.

  R o s e buria  inu l in ivo ra ns           0% 0%  - 0%  Unde te c te d   

T his is a common and important member of the human gut microbiome. 

Fue l s o urc e s  us e d:          It can use resistant starch, fibre, and simple sugars for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acids butyrate and propionate. Butyrate is the main energy source for
cells lining the gut, has anti-inflammatory properties and is important for gut health.

Em e rging re s e a rc h :          T his species has been observed at reduced levels in individuals with type 2 diabetes.

  Clo s trid io ide s  d if f ic i le            0% 0%  - 0%  Unde te c te d   

Dis e a s e  a s s o c ia tio ns :               T his species infects the bowel and causes severe diarrhea. It commonly affects people who have been treated
with broad-spectrum antibiotics. It can spread easily from person to person. Individuals can also carry this bacterium with no ill effects,
however. If you have this species and are experiencing diarrhea symptoms, you should consult with a healthcare practitioner.

Important SpeciesImportant Species
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  Fus o ba c te rium  nuc le a tum _A           0% 0%  - 0%  Unde te c te d   

Although a common member of the human oral microbiome, this pro-inflammatory bacterium can also be found in the human gut. 

Fue l s o urc e s  us e d:          It primarily uses protein, but can also use some simple sugars for growth. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acids acetate, propionate and butyrate and the gas hydrogen sulphide. 

Dis e a s e  a s s o c ia tio ns :               In the mouth, high levels are strongly linked to dental plaque and gum disease. In the gut, high levels have been
observed in individuals with colon cancer and appendicitis. 

Em e rging re s e a rc h :          Laboratory-based studies suggest that black and green tea may reduce the growth of this species.

  Fus o ba c te rium  nuc le a tum _B           0% 0%  - 0%  Unde te c te d   

Although a common member of the human oral microbiome, this pro-inflammatory bacterium can also be found in the human gut. 

Fue l s o urc e s  us e d:          It primarily uses protein, but can also use some simple sugars for growth. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acids acetate, propionate and butyrate and the gas hydrogen sulphide. 

Dis e a s e  a s s o c ia tio ns :               In the mouth, high levels are strongly linked to dental plaque and gum disease. In the gut, high levels have been
observed in individuals with colon cancer and appendicitis. 

Em e rging re s e a rc h :          Laboratory-based studies suggest that black and green tea may reduce the growth of this species.

  Fus o ba c te rium  nuc le a tum _C           0% 0%  - 0%  Unde te c te d   

Although a common member of the human oral microbiome, this pro-inflammatory bacterium can also be found in the human gut. 

Fue l s o urc e s  us e d:          It primarily uses protein, but can also use some simple sugars for growth. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acids acetate, propionate and butyrate and the gas hydrogen sulphide. 

Dis e a s e  a s s o c ia tio ns :               In the mouth, high levels are strongly linked to dental plaque and gum disease. In the gut, high levels have been
observed in individuals with colon cancer and appendicitis. 

Em e rging re s e a rc h :          Laboratory-based studies suggest that black and green tea may reduce the growth of this species.

  Fus o ba c te rium  nuc le a tum _D           0% 0%  - 0%  Unde te c te d   

Although a common member of the human oral microbiome, this pro-inflammatory bacterium can also be found in the human gut. 

Fue l s o urc e s  us e d:          It primarily uses protein, but can also use some simple sugars for growth. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce the short chain fatty acids acetate, propionate and butyrate and the gas hydrogen sulphide. 

Dis e a s e  a s s o c ia tio ns :               In the mouth, high levels are strongly linked to dental plaque and gum disease. In the gut, high levels have been
observed in individuals with colon cancer and appendicitis. 

Em e rging re s e a rc h :          Laboratory-based studies suggest that black and green tea may reduce the growth of this species.

  Kle bs ie l la  pne um o nia e          0% 0%  - 0%  Unde te c te d   

T his species can be found in several body sites, such as the mouth, nose, lungs and gut and can cause infection. 

Fue l s o urc e s  us e d:          It uses simple sugars (including lactose) and protein for energy. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce lactate, ethanol, and the short chain fatty acid acetate. 

Dis e a s e  a s s o c ia tio ns :               An overgrowth of this species in the gut has been associated with diarrhea, hypertension, intestinal inflammation,
and Crohn's disease. If you have high levels of this species and intestinal symptoms, please see a healthcare practitioner.

  S a lm o ne lla  e nte ric a          0% 0%  - 0%  Unde te c te d   
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Dis e a s e  a s s o c ia tio ns :               T his species is a common cause of an infection called salmonellosis. Symptoms include diarrhea, fever,
abdominal cramps and vomiting. A major source of the bacterium is poultry, and consuming contaminated poultry meat and eggs is the
most common cause of salmonellosis (this is why it is not a good idea to eat raw eggs). After recovery from salmonellosis, some
individuals can become carriers of the bacterium, meaning they can have the bacterium with no ill effects. If you have this species and are
experiencing salmonellosis symptoms, you should consult a healthcare practitioner.

  Akke rm a ns ia  m uc in iph i la           0% 0%  - 2 .15%   Unde te c te d   

T his species is associated with a healthy metabolic status and it is being investigated as a probiotic to treat obesity, diabetes and other
related metabolic disorders. 

Fue l s o urc e s  us e d:          It lives in the mucus layer of the intestine and uses the mucus as it main energy source. Mucus turnover is a normal
part of our gut function and this species plays an important role in regulating mucus turnover so the right amount occurs.

Ke y  m e ta bo lite s  pro duc e d:             T his species produces the short chain fatty acid propionate.

Em e rging re s e a rc h :          By living in the mucus layer, A. muciniphila prevents potentially harmful bacteria from colonising this space through
competition. Studies have observed low levels of A. muciniphila in patients with irritable bowel syndrome, appendicitis, type II diabetes,
obesity and high fat diets, indicating it plays a beneficial role in metabolism. 

Research has also indicated this species can improve the efficacy of a common immunotherapy drug used in cancer patients called PD-1
inhibitors. 

Levels of this bacterium tend to decrease with age. 

Dis e a s e  a s s o c ia tio ns :               Although this bacterium appears to have mostly beneficial effects, studies have shown it is elevated in patients
with multiple sclerosis and Parkinson's disease.

Important SpeciesImportant Species
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Metabolism PotentialMetabolism Potential

S p e c ie s name     S p e c ie s name      Le ve l  Le ve l 

H e a lth  Indic a to r — P ro duc tio n          

  T rim e thy la m ine       Unde te c te d   

T rimethylamine is a compound produced by some gut microbes that is converted to another compound called trimethylamine-n-oxide
(T MAO) in the liver. Increased T MAO levels have been observed in individuals with heart disease, type 2 diabetes, cancer and vascular
dementia. However, the role of T MAO in these diseases is still not clear. It is unknown if T MAO causes the disease, is a marker of the
disease, or if it plays a protective role in repairing damage from the disease. Levels of T MAO are influenced by many factors including our
gut microbiome, diet, integrity of the gut barrier, liver function and kidney function. Although diet may only play a small role, diets high in
animal protein containing choline and carnitine (e.g. eggs, red meat), as well as salt, have been associated with increased T MAO levels while
diets high in soluble fibre have been shown to reduce trimethylamine and T MAO levels. If your potential to produce trimethylamine is high,
you may wish to increase your consumption of fibre and avoid eating excessive amounts of red meat and eggs.

  Am m o nia  (u re a s e )          Ave ra ge 

Ammonia production is a normal way that bacteria recycle protein in the gut. However, excess ammonia production has been observed in
individuals with impaired gut barrier function and inflammation of the gut.

  B . f ra gi l is  to xin        Unde te c te d   

Most people's gut microbiome contain a species of bacteria called Bacteroides fragilis. A small proportion of B. fragilis strains have the
ability to secrete a toxin. In some people this toxin can cause symptoms such as diarhoea while other people can remain symptom free.
T here are concerns that this toxin can cause intestinal inflammation which could increase the risk of developing colon cancer. If you are
experiencing diarhoea symptoms and have this toxin, consider seeing a healthcare practitioner.

  B e ta -g luc uro n ida s e          Ave ra ge 

T he human body will process and inactivate drugs and other compounds (hormones, neurotransmitters and environmental toxins) by adding
a type of sugar to them called glucuronic acid. However, some bacteria can use this sugar as a fuel source, and they remove the sugar
using beta-glucoronidase, thus re-activating the compound. T hese re-activated compounds can then be re-absorbed into the blood stream,
increasing their potency. How increased levels of beta-glucoronidase in the gut influences drug metabolism is an active area of research.

  H ydro ge n  s u lph ide        Ave ra ge 

T he gas hydrogen sulphide is produced by some species in the gut microbiome when sulphur-containing foods such as eggs, garlic, onion,
cabbage, kale or Brussels sprouts are broken down. Hydrogen sulphide plays an important role in gut health by acting as an energy source
for gut cells and protecting the gut barrier function. However, some studies have suggested that high levels of hydrogen sulphide can also
disrupt the gut mucus barrier and predispose susceptible individuals to certain health conditions such as Inflammatory Bowel Diseases.
T his gas is also responsible for the rotton egg smell of flatulence. Laboratory based studies have suggested that fibre can reduce the
production of hydrogen sulphide.

  Lipo po lys a c c ha ride        Ave ra ge 

Lipopolysaccharides (LPS) are an important component of the cell wall of many bacteria, but when these bacteria die, the LPS is released
into the gut where it can be pro-inflammatory. Diets high in fat, especially saturated fat, allow LPS to cross the intestinal barrier and enter the
bloodstream. High levels of LPS in the blood have been observed in individuals with metabolic conditions such as heart disease, type 2
diabetes, non-alcoholic fatty liver disease and obesity. Additionally, a high potential to produce LPS has been observed in the gut
microbiome of individuals with insulin resistance, colon cancer, and Crohn's disease. Avoiding excessive intake of saturated fat can help
reduce the ability of LPS to enter the bloodstream.

  B ra nc he d c ha in  a m ino  a c ids             Ave ra ge 

Branched chain amino acids (BCAAs) are building blocks for muscles, are involved in the regulation of glucose and fat metabolism, and are
involved in the regulation of the immune system. T hey can be obtained from your diet as well as from your gut microbiome. However, the
right amount of BCAAs is important. High levels of BCAAs have been associated with obesity, insulin resistance and other metabolic
diseases. One study found that increased microbial gene abundance for BCAA production was correlated with increased BCAA levels in the
blood.

H e a lth  Indic a to r — Co ns um e d          
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  T rim e thy la m ine       H igh

Although several gut microbes can produce trimethylamine, some gut microbes can also use trimethylamine for energy, thus reducing levels
of it. It is considered beneficial if your gut microbiome has the potential to consume trimethylamine. T rimethylamine is a compound
produced by some gut bacteria that is converted to another compound called trimethylamine-n-oxide (T MAO) in the liver. Increased T MAO
levels have been observed in individuals with heart disease, type 2 diabetes, cancer and vascular dementia. However, the role of T MAO in
these diseases is still not clear. It is unknown if T MAO causes the disease, is a marker of the disease, or if it plays a protective role in
repairing damage from the disease. Levels of T MAO are influenced by many factors including our gut microbiome, diet, integrity of the gut
barrier, liver function and kidney function.

  O xa la te    Ave ra ge 

Calcium oxalate is a common component of kidney stones. People who suffer from repeated unexplained kidney stones have been
observed to have a reduced level of genes for oxalate degradation in their microbiome compared to healthy people.

H e a lth  Indic a to r — Co ns um e d          

N e uro e ndo c rine  — P ro duc tio n          

  G AB A   Ave ra ge 

GABA is short for gamma-butyric acid and is an important signaling molecule for the brain (called a neurotransmitter). GABA's role is to
reduce the activity of nerve cells and it is thought to reduce anxiety. Low levels of GABA have been associated with depression and anxiety.
GABA is primarily produced by your body, but some bacterial species can also produce (and consume) GABA. Excess GABA may be
transmitted to the brain from the gut via the vagus nerve, however the role of bacterially produced GABA in anxiety and depression is still
unknown and is an active area of research.

  T yra m ine    Unde te c te d   

T yramine is a chemical that is produced from the breakdown of the amino acid tyrosine. It occurs naturally in foods such as smoked or
aged meats, cheese, and chocolate and is also produced by gut bacteria. T yramine that you consume in food is absorbed in the small
intestine, and foods high in tyramine are thought to trigger migraines in sensitive individuals. In contrast, tyramine produced by your gut
microbiota in the large intestine can stimulate serotonin production in the gut. T yramine is only one of several compounds that can
stimulate serotonin production in the gut. Other compounds include butyrate, propionate and vitamin E. 

More than 90% of the body's serotonin is produced by cells in the gut, where it plays an important role in many bodily functions such as the
immune response, gut motility, bone development, and cardiac function. Only about 10% of the body's serotonin is produced in the brain,
where it is used to regulate mood, appetite and sleep. Consuming a sufficient amount of fibre, including fruits and vegetables, can help
support serotonin production in your gut.

  3 -indo le pro pio n ic  a c id  (IP A)           H igh

3-indolepropionic acid (IPA) is a strong anti-oxidant produced by some gut bacteria that can help protect the nervous system from damage.
Research has shown low levels of IPA may play a role in the development of type 2 diabetes and research in animal models suggests that
IPA may also play a role in maintaining the gut barrier. IPA is formed by breaking down the amino acid tryptophan. Studies have indicated that
consuming foods high in dietary fibre, and in particular foods containing rye, can increase IPA production.

  H is ta m ine     Ave ra ge 

Histamine is a chemical produced by the breakdown of the amino acid histidine. It is produced by both human cells and some bacterial
species and plays an important role in immune regulation, gut function and the nervous system. Gut microbes that can produce histamine
have been observed at increased levels in patients with asthma. Additionally, people with food allergies and irrritable bowel syndrome have
been observed to have high levels of specific histamine receptors, making them more sensitive to histamine in the gut.

N e uro e ndo c rine  — Co ns um e d          

  G AB A   Ave ra ge 

GABA is short for gamma-butyric acid and is an important signaling molecule for the brain (called a neurotransmitter). GABA's role is to
reduce the activity of nerve cells and it is thought to reduce anxiety. Low levels of GABA have been associated with depression and anxiety.
GABA is primarily produced by your body, but some bacterial species can also produce (and consume) GABA. Excess GABA may be
transmitted to the brain from the gut via the vagus nerve, however the role of bacterially produced GABA in anxiety and depression is still
unknown and is an active area of research. If you are concerned about your mental health, it is important to seek professional help.

S ho rt Cha in  Fa tty  Ac ids  — P ro duc tio n           

  B utyra te   Ave ra ge 

Butyrate is a short chain fatty acid that is very important for gut health. It is the main fuel source for gut cells, helps keep the gut cell barrier
intact, can reduce inflammation, and helps control appetite. Low levels of butyrate production have been observed in individuals with
inflammatory bowel diseases. Consuming foods high in resistant starch (e.g. lentils, peas, beans, rolled oats) has been shown to increase
butyrate levels.
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  P ro pio na te     Ave ra ge 

Propionate is a short chain fatty acid that is important for gut health. It helps maintain blood glucose levels, can reduce inflammation, and
helps control appetite. T he consumption of fibre from foods such as fruits, vegetables, legumes and grains are associated with increased
short chain fatty acids including propionate.

  Ac e ta te    H igh

Acetate is the most abundant short chain fatty acid produced in the gut. It plays an important role in fat metabolism, glucose metabolism
and the immune system. Several bacterial species can also convert acetate to butyrate. T he consumption of fruits, vegetables, legumes
and fibre are associated with increased short chain fatty acids, including acetate.

  S uc c ina te     Ave ra ge 

Succinate is an important compound involved in glucose and protein metabolism and it is also involved in the production of the short chain
fatty acid, propionate. It can be produced by both human cells and the gut microbiome. Although succinate plays many beneficial roles in
our body, as with many compounds, too much may not be a good thing. High levels of succinate in the blood have been observed in
individuals with obesity, heart disease and type 2 diabetes.

  La c ta te    Ave ra ge 

Lactate or lactic-acid producing bacteria have a long tradition of beng used to produce fermented foods such as yoghurt, kefir, sauerkraut
and kimchi. Lactate can reduce inflammation and help keep the gut cell barrier intact. Some bacterial species can also convert lactate to the
short chain fatty acids acetate, propionate and butyrate.

S ho rt Cha in  Fa tty  Ac ids  — P ro duc tio n           

Es s e ntia l  V ita m ins  — P ro duc tio n            

  Co ba la m in  (B 12)       Ave ra ge 

Vitamin B12 is important for ensuring normal functioning of the nervous system and in the development of red blood cells. Although most
vitamin B12 is obtained through diet, gut bacteria can also produce it. It is estimated that the gut microbiome can provide up to 31% of the
daily human vitamin B12 requirement, however, humans are only able to absorb vitamin B12 in the small intestine while most of the gut
microbiome is found in the large intestine. Bacteria also need vitamin B12 to function, so although our gut bacteria are unlikely to provide us
with useable vitamin B12, they may compete with us for available vitamin B12. Reduced vitamin B12 production is often seen in the gut
microbiome of people as they age and a study in elderly individuals observed that a multistrain probiotic increased plasma B12 levels. T he
most important dietary sources of vitamin B12 are meat, milk and dairy products.

  Fo la te  (B 9)     Ave ra ge 

Folate or folic acid plays an important role in cell replication and repair and deficiencies can result in an increased risk of of heart disease,
anemia, stroke, and neural tube defects in newborn infants. Folate cannot be produced by human cells and must be obtained through diet or
from the microbiome. T he large intestine has the ability to absorb folate produced by the gut microbiome and it is estimated that the human
gut microbiome can provide up to 37% of the daily folate requirement. All non-organic bread in Australia must be fortified with folate while
rich dietary sources include dark green leafy vegetables, fruit, legumes, and nuts.

  B io tin  (B 7)     Ave ra ge 

Biotin plays a critical role in metabolism and in the regulation of the immune system. Biotin cannot be produced by human cells and must be
obtained through diet or the microbiome. T he large intestine has the ability to absorb biotin but it is estimated that the gut microbiome can
only provide up to 4.5% of the human daily biotin requirement. Dietary sources of biotin include liver, meat, fish, eggs and nuts. A compound
found in raw egg whites as well as chronic alcohol exposure can limit biotin absorption.

  R ibo f la vin  (B 2)       Ave ra ge 

Riboflavin plays a crucial role in fat, vitamin B6, folate, tryptophan and homocysteine metabolism. Riboflavin cannot be produced by human
cells and must be obtained through diet or the microbiome. T he large intestine has the ability to absorb riboflavin but it is estimated that the
gut microbiome can only provide up to 2.8% of the human daily riboflavin requirement. Dietary sources of riboflavin include milk and milk
products, eggs, green vegetables, mushrooms and fortified breads and cereals. Chronic exposure to alcohol can inhibit the uptake of
riboflavin in the colon.

  V ita m in  K    Ave ra ge 

K vitamins are a family of fat soluble vitamins which play an important role in the ability of blood to clot. Vitamin K cannot be produced by
human cells and must be obtained through diet or the microbiome. T he amount of bacterially derived vitamin K (menaquinones) that can be
absorbed by the large intestine is still unknown. Vitamin K1 (phylloquinone) is found in plants such as dark green leafy vegetables and canola
oil, and is the principal form of dietary vitamin K used by the body. Bacterially derived vitamin K (menaquinones) are produced by our gut
bacteria and are found in fermented foods, dairy products and meat.
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Microbial EukaryotesMicrobial Eukaryotes

S p e c ie s name     S p e c ie s name      Le ve l  Le ve l 

  B la s to c ys tis  s p. DMP /02-328          Unde te c te d   

T his is one of the most common intestinal parasites found in humans. Its role in human health and disease however, is controversial. T he
reason for this is thatÂ Blastocystis subtypes are commonly detected in both healthy and diseased individuals and it is estimated that most
individuals who carryÂ Blastocystis have no symptoms. Additionally,Â BlastocystisÂ does not have commonly recognised pathogenic
properties and its presence is often associated with a higher bacterial diversity. Further research needs to be conducted to clarify the role
this microbe plays in the gut microbiome.

  B la s to c ys tis  s p. s ubtype  1           Unde te c te d   

T his is one of the most common intestinal parasites found in humans. Its role in human health and disease however, is controversial. T he
reason for this is thatÂ Blastocystis subtypes 1-3 are commonly detected in both healthy and diseased individuals and it is estimated that
most individuals who carryÂ Blastocystis have no symptoms. Additionally,Â BlastocystisÂ does not have commonly recognised pathogenic
properties and its presence is often associated with a higher bacterial diversity. Further research needs to be conducted to clarify the role
this microbe plays in the gut microbiome.

  B la s to c ys tis  s p. s ubtype  3           Unde te c te d   

T his is one of the most common intestinal parasites found in humans. Its role in human health and disease however, is controversial. T he
reason for this is thatÂ Blastocystis subtypes 1-3 are commonly detected in both healthy and diseased individuals and it is estimated that
most individuals who carryÂ Blastocystis have no symptoms. Additionally,Â BlastocystisÂ does not have commonly recognised pathogenic
properties and its presence is often associated with a higher bacterial diversity. Further research needs to be conducted to clarify the role
this microbe plays in the gut microbiome.

  B la s to c ys tis  s p. s ubtype  4           Unde te c te d   

T his is one of the most common intestinal parasites found in humans. Its role in human health and disease however, is controversial. T he
reason for this is thatÂ Blastocystis subtypes 1-3 are commonly detected in both healthy and diseased individuals and it is estimated that
most individuals who carryÂ Blastocystis have no symptoms. Additionally,Â BlastocystisÂ does not have commonly recognised pathogenic
properties and its presence is often associated with a higher bacterial diversity. Further research needs to be conducted to clarify the role
this microbe plays in the gut microbiome.

  G a la c to m yc e s  c a ndidus            Unde te c te d   

T his fungi is also known as Geotrichum candidum. It is found in soil and is also used to make cheese (most commonly soft cheeses). It
has been found in the human gut and is thought to be associated with the consumption of food products containing this species prior to
sampling. No significant role has been identified for this species in the gut microbiota yet.

  S a c c ha ro m yc e s  c e re vis ia e                Unde te c te d   

T his yeast species has been used for thousands of years in the production of alcoholic beverages and bread. It is likely introduced to the
gut through consumption of foods and beverages that contain it and is generally recognised as harmless. 

Fue l s o urc e s  us e d:          It breaks down simple sugars. 

Ke y  m e ta bo lite s  pro duc e d:             It can produce alcohol. 

Em e rging re s e a rc h :          Clinical studies suggest some strains can help alleviate abdominal discomfort from irritable bowel syndrome.
Studies have also observed high levels of antibodies againstÂ S. cerevisiaeÂ in patients with Crohnâ​​s disease, suggesting these patients
have an intolerance to this yeast. It is unknown if this plays a role in the development or progression of Crohnâ​​s disease.

  Ca ndida  a lb ic a ns       Unde te c te d   

Candida albicansÂ is a yeast, which is a type of fungus. T his is the most common yeast species observed in the human gut microbiome. In
most cases it is harmless, however if there is a change in its environment such as when an individual takes antibiotics, it can overgrow and
become problematic. High levels have been associated with inflammatory bowel diseases.

  Ente ro bius  ve rm ic u la ris         Unde te c te d   

T his is a roundworm, also referred to as a human pinworm. It is a common human parasite found in developed countries and is more
common in children. T his parasite has been associated with itching in the anus area, abdominal pain, insomnia, and restlessness. One
study observed that infection with this pinworm was associated with increased bacterial diversity.
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  Lic hthe im ia  ho ngko nge ns is         Unde te c te d   

T his fungi is also known as Lichteima ramosa. It is a recently discovered fungal species that has been isolated from a variety of places in
and on the human body, including the gut. It is closely related to Lichtheimia corymbifera, and it is suspected that a significant number of
fungal strains reported as L. corymbifera are actually L. hongkongensis. T his species has been associated with an opportunistic infection
called mucormycosis. Mucormycosis can infect various areas of the body, including the sinuses, brain, lungs and other organ systems in
immunocompromised individuals.
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   P hy lum P hylum  S pe c ie s  na m e       S pe c ie s  na m e      
R e la tive  a bunda nc e       R e la tive  a bunda nc e      

Le ve l  Le ve l 
Yo u Yo u  He althy Gro up  He althy Gro up 

  Firmic ute s_A    U BA1 1 5 2 4  sp 1        6 .0 4 %    0 % -  3 .4 5 %      Hig h

  Ve rruc o mic ro b ia        Akke rmansia sp 1   4 .3 4 %    0 % -  0 %    Hig h

  Firmic ute s_A    CAG-8 3  sp 2    3 .8 7%   0 % -  0 .4 4 %      Hig h

  Firmic ute s_A    CAG-2 2 6  sp    3 .3 4 %    0 % -  0 .3 3 %      Hig h

  Firmic ute s_A    CAG-3 4 9  sp 1     3 .1 6 %    0 % -  0 %    Hig h

  Firmic ute s_A    Fae c alib ac te rium    
p rausnitz ii_C   2 .8 4 %    0 % -  2 .3 1 %      Hig h

  Firmic ute s_A    Fae c alib ac te rium    
p rausnitz ii_A   2 .73 %   0 % -  2 .8 7%     Ave rag e 

  Firmic ute s_A    Rumino c o c c us_E b ro mii        2 .3 8 %    0 % -  2 .5 %     Ave rag e 

  Firmic ute s_A    Fae c alib ac te rium    
p rausnitz ii_B   2 .1 8 %    0 % -  2 .4 8 %      Ave rag e 

  Bac te ro id e te s        Bac te ro id e s_A    
p le b e ius_A     2 .0 8 %    0 % -  0 %    Hig h

  Firmic ute s_A    CAG-1 70  sp   2 .0 3 %    0 % -  0 .2 %     Hig h

  Bac te ro id e te s        Alistip e s ino p s     2 .0 3 %    0 % -  0 .3 4 %      Hig h

  Firmic ute s_A    CAG-8 3  sp 3    1 .9 1 %    0 % -  2 .1 1 %      Ave rag e 

  Bac te ro id e te s        Bac te ro id e s unifo rmis       1 .4 4 %    0 % -  4 .3 9 %      Ave rag e 

  Firmic ute s_A    ER4  sp 1   1 .3 5 %    0 % -  1 %    Hig h

  Bac te ro id e te s        Bac te ro id e s c ac c ae         1 .3 1 %    0 % -  0 .5 1 %      Hig h

  Firmic ute s_A    Ag atho b ac te r re c talis        1 .1 3 %    0 % -  4 .77%    Ave rag e 

  Firmic ute s_A    Co p ro c o c c us e utac tus_A          1 .0 4 %    0 % -  1 .5 2 %      Ave rag e 

  Ac tino b ac te ria       Bif id o b ac te rium ste rc o ris          1 .0 4 %    0 % -  0 .5 5 %      Hig h

  Bac te ro id e te s        Bac te ro id e s_B    
massilie nsis  0 .9 8 %    0 % -  1 .3 2 %      Ave rag e 

  Firmic ute s_A    Ruthe nib ac te rium   
lac tatifo rmans   0 .9 6 %    0 % -  0 %    Hig h

  P ro te o b ac te ria         5 1 -2 0  sp     0 .9 5 %    0 % -  1 .0 5 %      Ave rag e 

  Firmic ute s_A    S ub d o lig ranulum    
fo rmic ile   0 .9 2 %    0 % -  1 .5 3 %      Ave rag e 

  Bac te ro id e te s        Alistip e s o b e si      0 .9 2 %    0 % -  0 .6 1 %      Hig h
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  Ac tino b ac te ria     
Bif id o b ac te rium     
ad o le sc e ntis      0 .8 4 %    0 % -  0 .4 %     Hig h

  Firmic ute s_A    CAG-1 0 3  sp    0 .8 2 %    0 % -  0 .3 8 %      Hig h

  Bac te ro id e te s        Bac te ro id e s_B d o re i         0 .77%  0 % -  2 .3 2 %      Ave rag e 

  Firmic ute s_A    Fae c alib ac te rium sp      0 .71 %   0 .1 2 % -  
1 .1 4 %  

Ave rag e 

  Firmic ute s_A    Osc illib ac te r sp     0 .6 6 %    0 % -  0 .4 3 %      Hig h

  Bac te ro id e te s        Bac te ro id e s_B vulg atus       0 .6 5 %    0 % -  3 .8 6 %      Ave rag e 

  Firmic ute s_A    CAG-3 1 4  sp    0 .6 2 %    0 % -  0 .2 3 %      Hig h

  Firmic ute s_A    CAG-1 3 8  sp    0 .6 %   0 % -  0 %    Hig h

  Firmic ute s_A    Ruminic lo strid ium_E  
sirae um  0 .5 9 %    0 % -  0 .8 %     Ave rag e 

  Firmic ute s_A    CAG-1 77 sp 1   0 .5 8 %    0 % -  0 .4 3 %      Hig h

  Firmic ute s_A    Lac hno sp ira e lig e ns       0 .5 7%   0 % -  1 .3 2 %      Ave rag e 

  Bac te ro id e te s        Barne sie lla 
inte stiniho minis   0 .5 7%   0 % -  1 .0 1 %      Ave rag e 

  Firmic ute s_A    CAG-1 0 3  sp    0 .5 2 %    0 % -  1 .2 6 %      Ave rag e 

  Firmic ute s_A    Fusic ate nib ac te r    
sac c harivo rans    0 .4 8 %    0 % -  2 .3 4 %      Ave rag e 

  Firmic ute s_A    CAG-1 1 0  sp    0 .4 7%   0 % -  0 .2 9 %      Hig h

  Firmic ute s_A    Rumino c o c c us_D    
b ic irc ulans    0 .4 2 %    0 % -  2 .2 2 %      Ave rag e 

  Firmic ute s_C    D ialiste r sp  0 .4 1 %    0 % -  0 .4 5 %      Ave rag e 

  Bac te ro id e te s        Alistip e s f ine g o ld ii        0 .4 %   0 % -  0 .5 8 %      Ave rag e 

  Firmic ute s_A    Ruminic lo strid ium_C sp    0 .3 9 %    0 % -  0 .2 3 %      Hig h

  Firmic ute s_A    Rumino c o c c us_B fae c is        0 .3 8 %    0 % -  0 .4 9 %      Ave rag e 

  Firmic ute s_A    U BA5 3 9 4  sp      0 .3 7%   0 % -  0 .5 1 %      Ave rag e 

  Firmic ute s_A    CAG-3 5 3  sp    0 .3 7%   0 % -  1 .5 5 %      Ave rag e 

  Firmic ute s_A    CAG-1 70  sp   0 .3 7%   0 % -  0 .4 8 %      Ave rag e 

  Bac te ro id e te s        Alistip e s o nd e rd o nkii        0 .3 6 %    0 % -  1 .72 %     Ave rag e 

  Firmic ute s_A    Blautia_A sp 0 .3 5 %    0 % -  0 .3 8 %      Ave rag e 
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  Firmic ute s_A    S ub d o lig ranulum sp      0 .3 5 %    0 % -  1 .4 7%     Ave rag e 

  Firmic ute s_A    ER4  sp  0 .3 5 %    0 % -  0 .5 4 %      Ave rag e 

  Firmic ute s_A    CAG-5 6  sp   0 .3 3 %    0 % -  0 .6 5 %      Ave rag e 

  Firmic ute s_A    U BA1 3 9 4  sp      0 .3 3 %    0 % -  0 .0 9 %      Hig h

  Bac te ro id e te s        CAG-1 4 4  sp    0 .3 3 %    0 % -  0 .6 5 %      Ave rag e 

  Firmic ute s_A    T F0 1 -1 1  sp 1       0 .3 2 %    0 % -  0 .4 4 %      Ave rag e 

  Firmic ute s_A    Osc illib ac te r sp     0 .3 %   0 % -  0 .4 1 %      Ave rag e 

  Bac te ro id e te s        Alistip e s sp   0 .3 %   0 % -  0 %    Hig h

  Bac te ro id e te s        Od o rib ac te r lane us       0 .2 9 %    0 % -  0 %    Hig h

  Firmic ute s_A    Eub ac te rium_F sp 1     0 .2 8 %    0 % -  0 .4 4 %      Ave rag e 

  Firmic ute s_A    Osc illib ac te r sp     0 .2 8 %    0 % -  0 .2 4 %      Hig h

  Bac te ro id e te s        P arab ac te ro id e s me rd ae          0 .2 8 %    0 % -  0 .6 6 %      Ave rag e 

  P ro te o b ac te ria         P arasutte re lla  
e xc re me ntiho minis      0 .2 8 %    0 % -  0 .3 9 %      Ave rag e 

  P ro te o b ac te ria         Dakare lla sp  0 .2 8 %    0 % -  0 %    Hig h

  Bac te ro id e te s        Bac te ro id e s    
c e llulo silytic us     0 .2 7%   0 % -  1 .3 6 %      Ave rag e 

  Bac te ro id e te s        Bac te ro id e s salye rsiae       0 .2 7%   0 % -  0 .0 8 %      Hig h

  Firmic ute s_A    Butyric ic o c c us sp      0 .2 7%   0 % -  0 .6 4 %      Ave rag e 

  Ac tino b ac te ria       CAG-1 4 2 7 sp    0 .2 7%   0 % -  0 %    Hig h

  Firmic ute s_A    Ne g le c ta sp 1      0 .2 5 %    0 % -  0 .6 7%     Ave rag e 

  Firmic ute s_A    Eub ac te rium_E hallii    0 .2 4 %    0 % -  0 .6 3 %      Ave rag e 

  Firmic ute s_A    Eub ac te rium_R sp 2     0 .2 4 %    0 % -  0 .4 7%     Ave rag e 

  Firmic ute s_A    U BA4 2 6 3  sp      0 .2 3 %    0 % -  0 .2 5 %      Ave rag e 

  Firmic ute s_A    Anae ro stip e s had rus_A      0 .2 2 %    0 % -  0 .2 4 %      Ave rag e 

  Firmic ute s_A    Butyric ic o c c us sp 1       0 .2 2 %    0 % -  0 .78 %     Ave rag e 

  Euryarc hae o ta     Me thano b re vib ac te r_A sp        0 .2 2 %    0 % -  0 %    Hig h

  Firmic ute s_A    CAG-3 8 2  sp    0 .2 2 %    0 % -  0 %    Hig h

  Firmic ute s_A    Blautia_A sp 0 .2 1 %    0 % -  0 .4 1 %      Ave rag e 

  Ac tino b ac te ria       Bif id o b ac te rium lo ng um         0 .2 1 %    0 % -  0 .7%    Ave rag e 
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  Firmic ute s_A    CAG-1 1 0  sp    0 .2 %   0 % -  0 .72 %     Ave rag e 

  Firmic ute s_A    CAG-1 70  sp   0 .2 %   0 % -  0 .1 9 %      Hig h

  P ro te o b ac te ria         Oxalo b ac te r   
fo rmig e ne s_A     0 .2 %   0 % -  0 %    Hig h

  Firmic ute s_A    Blautia_A o b e um_A    0 .1 8 %    0 % -  0 .1 7%     Hig h

  Firmic ute s_A    CAG-4 1  sp 1    0 .1 8 %    0 % -  0 .3 3 %      Ave rag e 

  Firmic ute s_A    Flavo nif rac to r sp     0 .1 8 %    0 % -  0 %    Hig h

  De sulfo b ac te ro ta        Bilo p hila wad swo rthia     0 .1 7%   0 % -  0 .2 %     Ave rag e 

  Firmic ute s_A    D1 6  p ho c e e nsis        0 .1 6 %    0 % -  0 .1 %     Hig h

  Bac te ro id e te s        Alistip e s shahii   0 .1 6 %    0 % -  1 .4 7%     Ave rag e 

  Bac te ro id e te s        U BA71 73  sp    0 .1 6 %    0 % -  0 %    Hig h

  Firmic ute s_A    U BA1 1 5 1 2  sp       0 .1 6 %    0 % -  0 .0 8 %      Hig h

  Firmic ute s_C    CAG-2 0 7 sp   0 .1 5 %    0 % -  0 .3 8 %      Ave rag e 

  Bac te ro id e te s        Od o rib ac te r massilie nsis       0 .1 5 %    0 % -  0 %    Hig h

  T he rmo p lasmato ta       Me thano massiliic o c c us_A     
inte stinalis  0 .1 5 %    0 % -  0 %    Hig h

  Firmic ute s_A    Eub ac te rium_F sp    0 .1 4 %    0 % -  0 %    Hig h

  Firmic ute s_A    Blautia_A sp 0 .1 3 %    0 % -  1 .2 9 %      Ave rag e 

  Firmic ute s_A    S ub d o lig ranulum sp      0 .1 3 %    0 % -  0 .3 5 %      Ave rag e 

  Firmic ute s_A    Rumino c o c c us_B lac taris       0 .1 2 %    0 % -  0 .3 4 %      Ave rag e 

  Ac tino b ac te ria       Co llinse lla sp   0 .1 2 %    0 % -  0 %    Hig h

  Firmic ute s_A    Anae ro trunc us sp    0 .1 2 %    0 % -  0 %    Hig h

  Firmic ute s_A    Lac hno sp ira sp    0 .1 1 %    0 % -  0 .3 3 %      Ave rag e 

  Firmic ute s_A    CAG-8 3  sp   0 .1 1 %    0 % -  0 .1 2 %      Ave rag e 

  Ac tino b ac te ria       Ad le rc re utz ia sp      0 .1 1 %    0 % -  0 .1 4 %      Ave rag e 

  Firmic ute s_A    CAG-1 1 0  sp    0 .1 %   0 % -  0 .2 8 %      Ave rag e 

  Firmic ute s_A    CAG-1 70  sp   0 .1 %   0 % -  0 .1 5 %      Ave rag e 

  Firmic ute s_A    Osc illo sp irac e ae  sp       0 .1 %   0 % -  0 %    Hig h

  Ac tino b ac te ria       Co llinse lla sp   0 .1 %   0 % -  0 %    Hig h

  Firmic ute s_A    Lac hno sp ira sp    0 .0 9 %    0 % -  0 .0 9 %      Hig h
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  Firmic ute s_A    Blautia_A sp 0 .0 9 %    0 % -  0 .2 3 %      Ave rag e 

  Bac te ro id e te s        Alistip e s sp   0 .0 8 %    0 % -  0 %    Hig h

  Bac te ro id e te s        Butyric imo nas sp   0 .0 8 %    0 % -  0 .0 8 %      Ave rag e 

  Bac te ro id e te s        Butyric imo nas viro sa    0 .0 8 %    0 % -  0 %    Hig h

  Firmic ute s_A    U BA2 8 6 2  sp      0 .0 8 %    0 % -  0 %    Hig h

  Bac te ro id e te s        CAG-4 8 5  sp    0 .0 8 %    0 % -  0 %    Hig h

  Ve rruc o mic ro b ia        U BA1 1 4 5 2  sp       0 .0 8 %    0 % -  0 .1 7%     Ave rag e 

  Firmic ute s_A    CAG-8 1  sp   0 .0 7%   0 % -  0 .1 1 %      Ave rag e 

  Firmic ute s_A    D5  sp  0 .0 7%   0 % -  0 %    Hig h

  Ac tino b ac te ria       Cryp to b ac te rium sp      0 .0 7%   0 % -  0 %    Hig h

  Firmic ute s_A    U BA5 4 4 6  sp      0 .0 6 %    0 % -  0 %    Hig h

  Bac te ro id e te s        Alistip e s_A ind istinc tus     0 .0 6 %    0 % -  0 .1 5 %      Ave rag e 

  De sulfo b ac te ro ta        De sulfo vib rio  
fairf ie ld e nsis     0 .0 6 %    0 % -  0 %    Hig h

  Ve rruc o mic ro b ia        CAG-3 1 2  sp    0 .0 6 %    0 % -  0 %    Hig h

  Firmic ute s_A    Co p ro c o c c us_A c atus         0 .0 5 %    0 % -  0 .2 2 %      Ave rag e 

  Bac te ro id e te s        U BA1 8 2 0  sp      0 .0 5 %    0 % -  0 %    Hig h

  Firmic ute s_A    CAG-74  sp  0 .0 5 %    0 % -  0 %    Hig h

  P ro te o b ac te ria         Esc he ric hia c o li      0 .0 4 %    0 % -  0 .3 3 %      Ave rag e 
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