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CLADOGRAM 
Your current gut microbiome analysis indicates that your gut is largely dominated by bacteria,
with relatively low abundances of Fungi, Virus and other microorganisms, which are represented
by different colored sections within the cladogram below.

A "Cladogram" represents the birds eye view of your gut, highlighting the most abundant microorganisms
identified.
It is largely a pie-chart, indicating abundances of different microorganisms identified within your gut,
overlayed with a "branching diagram" or "a tree diagram".
Four major domains of microorganisms, namely Bacteria, Archaea, Eukaryota (Fungi, Protozoa and
Metazoa) and Viruses, were identified, with each domain represented by a color (Legend to the top right
corner).
The tree shows the evolutionary relationship between the identified microorganisms (belonging to a family
of bacteria or viruses), with each circle representing a single family of these four domains (Legend to the
top left corner). The highest abundant family of microorganisms (larger circles) were represented with
alphabets (A,B,C, D etc.).
These most abundant microorganisms are also represented as "black bars" on the outermost circle of the
pie.
Hence, the cladogram gives a snapshot of your gut, highlighting the most abundant microorganisms to look
for and its possible association with your health and wellness.
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DIVERSITY OF YOUR GUT
Your current gut microbiome analysis indicates a HIGH DIVERSITY, indicating some areas for
further improvements and/or sustenance.

Microbial diversity is basically the variety
of microorganisms in your gut.
It is largely established that loss or low
microbial diversity appears as the most
constant finding of intestinal dysbiosis
(disruption in the balance of
microorganisms) and hence associated
with most human gastrointestinal (and
some other) diseases.
It is defined and measured as an attribute
of two components

Richness - how diverse the
microorganisms are
Evenness - how much each
of these microorganisms are
present

The diversity index is a mathematical
measure of species diversity of your gut,
represented by a number. your "Diversity
Score" is highlighted in the plot beside
(Number in Blue)
As a rule of thumb, higher the diversity
score, higher the diversity of
microorganisms in your gut and inversely,
lower score indicates lower diversity of
microorganisms in your gut.
In this sense, your diversity score provides
a preview of your gut diversity, dysbiosis
(if any) and in extension, broad indication
of disease state.
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EXECUTIVE SUMMARY 
Based on your gut microbiome, this section summarizes all the diseases or conditions that you are
either at Low or Moderate or Risk. 
 
“Risk Index”, pictorially indicates

The chances of you are at low risk for a specific disease imparted by your gut
microbiome
The chances of you developing or worsening a disease (if already existing), 
indicating an unhealthy gut.

Each of these identified health conditions are detailed in the next sections along with the substantial
evidence of identified species in your gut and the mechanism leading to that respective health
condition.

Please note: This disease susceptibility or “Risk Index” is an algorithm based output. This does not predict or diagnose any disease. Please
correlate clinically.

Further we have given a list of
dietary recommendations in
order to maintain your health
through gut microbiome.

Based on your signature gut
microbiome, the 'Low Risk to Risk
Index' of clinical conditions are
represented as three colors.Crohn's Disease

Non-Alcoholic Fatty Liver Disease

Clostridium Difficile Infection

Obesity

Inflammatory Bowel Disease

Diabetes Mellitus Type 2

Irritable Bowel Syndrome

Chronic Kidney Disease

Depression And Anxiety

Colorectal Neoplasm

Atherosclerosis

Ulcerative Colitis

Hypertension

Constipation

Rheumatoid Arthritis

LOW RISK

Green Represents Low Risk 
Orange Represents Moderate Risk 
Red Represents Risk
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DISEASES



CROHN'S DISEASE
 Your current gut microbiome analysis indicates that you are at LOW RISK for Crohn's Disease.

 

Disease Information:

Crohn's disease causes inflammation in the lining of your gut.
The small intestine is inflamed, making it hard to digest and
absorb key nutrients from food.

Disease Symptoms:

Diarrhea
Weight loss and anemia
Bleeding ulcers and fistulas
Stomach pain, cramping, and bloating
Malnutrition with resulting weight loss

Disease Mechanism:

Increased abundance of Enterobacteriaceae activates other enteric pathogens that trigger a set of
inflammatory pathways, causing irritation of your gut.
For instance, Sulfate reducing bacteria inflame the lining of the gut, while Clostridium and certain
fungi trigger the factors that decrease anti-inflammatory bacteria (Lactobacillus, Faecalibacterium),
cumulatively triggering or inducing to Crohn's disease.

Escherichia coli, Shigella, Faecalibacterium,
Prevotella, Roseburia, Methanobrevibacter,
Bifidobacterium, Eubacterium and Lactobacillus.
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NON-ALCOHOLIC FATTY LIVER DISEASE
 Your current gut microbiome analysis indicates that you are at LOW RISK for Non-Alcoholic Fatty
Liver Disease.

 

Disease Information:

Nonalcoholic fatty liver disease, is a potentially serious form
of the disease, is marked by liver inflammation, which may
progress to scarring and irreversible damage. This damage is
like the damage caused by heavy alcohol use. At its most
severe, nonalcoholic fatty liver disease can progress to
cirrhosis and liver failure.

Disease Symptoms:

Fatigue
Enlarged liver
Enlarged breasts in men
Abdominal swelling (ascites)
Pain in the upper right abdomen
Enlarged blood vessels just beneath the skin's surface

Disease Mechanism:

Microbiota promote the absorption of monosaccharides from the gut, thereby triggering
lipogenesis in the liver. Dysbiosis is associated with reduced synthesis and secretion of
fasting-induced adipocyte factor a powerful metabolism and adiposity regulator belonging
to the angiopoietin-like protein family in enterocytes, which results in increased activity of
lipoprotein lipase (LPL), responsible for the secretion of triglycerides (TG) from very low-
density lipoprotein, eventually resulting in the augmented uptake of fatty acids and
accumulation of TG in the adipocytes and leading to NAFLD.

Lactobacillus, Bifidobacterium, Fusobacterium,
Bacteroids, Eubacterium, Lachnospiraceae,
Ruminococcaceae, Blautia and
Faecalibacterium.

8

Microbiome Associated



CLOSTRIDIUM DIFFICILE INFECTION
 Your current gut microbiome analysis indicates that you are at LOW RISK for Clostridium
Difficile Infection.

 

Disease Information:

Clostridium difficile infection is the disease caused by
Clostridium difficile, often called C. difficile is bacterium
that can cause symptoms ranging from diarrhea to life-
threatening inflammation of the colon.

Disease Symptoms:

Nausea and Dehydration
Rapid heart rate, Fever
Blood or pus in the stool
Abdominal cramping and pain
Watery diarrhea three or more times a day for two or more days

Disease Mechanism:

At the core of CDI pathogenesis is disruption of the microbiota, due to factors such as antibiotic
use, drugs, diet, or inflammation, can lead to the development of CDI.
A dysbiotic microbiota can result in the loss of colonization resistance due to changes in the
structural and/or metabolic environment. The loss of specific community members potentially
affects the levels of microbial and host-generated metabolites, resulting in a different functional
state that promotes spore germination and vegetative outgrowth. A dysbiotic microbiota may also
result in an imbalanced immune response through the loss of immune regulation and a
proinflammatory state, both of which may affect disease development. Toxin production by
vegetative C. difficile can stimulate the production of inflammatory cytokines, neutrophils, and
antitoxin antibodies.

Faecalibacterium, Ruminococcus, Bacteroides,
Bilophila, Salmonella, Escherichia coli.
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OBESITY
 Your current gut microbiome analysis indicates that you are at LOW RISK for Obesity.

 

Disease Information:

Obesity defined to be as accruing too much body fat, which
is largely caused by sedentary lifestyle, socio economic
factors and as studied recently, genetic variations in genes
that are involved in storing and distributing fat.

Disease Symptoms:

Large body frame
Lethargy, Depression
Coronary heart disease
Increased sweating and feeling tired
Difficulty in doing daily activities
High cholesterol, high blood pressure

Disease Mechanism:

Fermentation of polysaccharides by gut microbes results in the production of short chain fatty acids
(butyrate, propionate, acetate), carbon dioxide (CO2 ), and hydrogen (H2 ). Butyrate is an important
energy substrate for the colonic epithelium. Acetate and propionate can be taken up by the liver and
used as substrates for lipogenesis and gluconeogenesis. This result in increased availability of
calories and adiposity to the host leading to obesity.

Prevotella, Bacteroides, Lactobacillus,
Enterobacter, Akkermansia, Bifidobacterium,
Ruminococcus and Enterococcus.
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INFLAMMATORY BOWEL DISEASE
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for
Inflammatory Bowel Disease.

 

Disease Information:

Inflammatory Bowel Disease (IBD) is a chronic
inflammatory disease of your digestive tract. IBD primarily
includes ulcerative colitis and Crohn's disease. Inflammatory
Bowel Disease causes inflammation in the lining of your gut.

Disease Symptoms:

Diarrhea
Pus or mucus in the stool
Painful or difficult bowel movements
Malnutrition with resulting in weight loss
Stomach pain, cramping, and bloating due to bowel obstruction

Disease Mechanism:

The abundant bacteria in the gut needs complex polysaccharides to survive, which if absent in your
gut, starts eating the mucus layer shielding the colon lining which leads to many opportunistic
infections aided by Roseburia and Actinobacteria, which will further activate several enteric
pathogens and triggers inflammatory pathways and causes inflammation in walls of gastrointestinal
tract.

Methanobrevibacter, Eubacterium,
Bifidobacterium, Faecalibacterium,
Akkermansia, Ruminococcus and
Bifidobacterium catenulatum
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DIABETES MELLITUS TYPE 2
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for Diabetes
Mellitus Type 2.

 

Disease Information:

Diabetes mellitus is a metabolic disorder caused by a
combination of hereditary and environmental factors.
Changes in gut microbiota have been implicated in the
development of diabetes.

Disease Symptoms:

Weight loss
Blurred vision
Increased hunger, Fatigue
Increased thirst and frequent urination
Slow-healing sores or frequent infections

Disease Mechanism:

Diabetes mellitus is associated with chronic (slow developing) low-grade inflammation, and gut
microbes have been shown to contribute to this.
Lipopolysaccharides (LPS), which are components of the cell walls of Gram-negative bacteria, play
a key role in the development of such chronic inflammation, resulting insulin resistance in fat, liver
and muscle cells, eventually leading to Diabetes Mellitus type 2.

Collinsella, Oscillospira, Akkermansia,
Coprococcus, Prevotella, Bacteroides, Alistipes,
Eubacterium, Roseburia and Faecalibacterium.
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IRRITABLE BOWEL SYNDROME
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for Irritable
Bowel Syndrome.

 

Disease Information:

Irritable bowel syndrome (IBS) is a functional
gastrointestinal (GI) disorder that is characterized by chronic
abdominal discomfort or pain associated with bowel habit
change such as diarrhea and constipation, without obvious
organic abnormalities.

Disease Symptoms:

Weight loss
Diarrhea at night
Abdominal pain, Cramping or bloating
Mucus in the stool and Rectal bleeding
Diarrhea or constipation (sometimes alternate)

Disease Mechanism:

The gut microbiota is important in the development and regulation of intestinal immunity.
The intestinal immune system interacts with the gut microbiota and helps in maintaining
normal gastrointestinal functions, and any alteration in gut microbiota may be associated
with activation of mucosal immunity and cause inflammation.
Intestinal infection with pathogenic bacteria results in a transient disruption of the resident
gut microbiota which is a risk factor for IBS. Release of these inflammatory mediators are
known to cause irritable bowel syndrome.

Dialister, Fusobacterium, Faecalibacterium,
Akkermensia municiphila, Ruminococcus,
Methanobrevibacter smithii, Bifidobacterium
catenulatum and Lactobacillus.

13

Microbiome Associated



CHRONIC KIDNEY DISEASE
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for Chronic
Kidney Disease.

 

Disease Information:

Chronic kidney disease, also called chronic kidney failure,
describes the gradual loss of kidney function. kidneys filter
wastes and excess fluids from blood, which are then excreted
in urine. When chronic kidney disease reaches an advanced
stage, dangerous levels of fluid, electrolytes and wastes can
build up in the body.

Disease Symptoms:

Sleep problems
Nausea,vomiting
Loss of appetite
Persistent itching
Fatigue and weakness
Decreased mental sharpness
Muscle twitches and cramps
Swelling of feet and ankles
Changes in how much you urinate

Disease Mechanism:

Delivery of undigested protein to the colon results in the proliferation of proteolytic
bacteria. These bacteria ferment proteins and amino acids to generate potential uremic
toxins, including p-cresol, indoxyl sulfate and trimethylamine N-oxide.
Impaired gut barrier function allows translocation of uremic toxin into systemic circulation.
This contributes to chronic kidney disease (CKD) progression.

Bacteroides faecis, Bacteroides salyersiae,
Bacteroides finegoldii, Bacteroides fragilis,
Bacteroides thetaiotaomicron, Bacteroides
uniformis, and Bacteroides vulgatus.
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DEPRESSION AND ANXIETY
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for Depression
And Anxiety.

 

Disease Information:

Depression (major depressive disorder or clinical depression)
is a common but serious mood disorder. On the other hand,
occasional anxiety is a normal part of life. You might feel
anxious when faced with a problem at work, before taking a
test or making an important decision. For a person with an
anxiety disorder, the anxiety does not go away and can get
worse over time. Together, they can affect how you feel,
think, and handle daily activities, such as sleeping, eating or
working and interfere with your job performance, school
work, and relationships.

Disease Symptoms:

Decreased energy, fatigue.
Restlessness, irritability.
Difficulty concentrating, remembering, Insomnia.
Loss of interest or pleasure in hobbies and activities.
Low appetite and weight loss or overeating and weight gain.

Disease Mechanism:

The gut microbiota has been shown to have a profound regulatory effect on several neurotransmitter
systems, specifically the central serotonergic system, which is important for its association with
mood disorders, such as depression and anxiety.
Dysregulation of this serotonergic (serotonin producing) system has been implicated in the
development of depression and anxiety disorders.
Bacteroides and Bifidobacterium aids in releasing tryptophan, a precursor for neurotransmitter
serotonin, hence influence and maintain a fine balance of serotonin production.

Lactobacillus, Bifidobacterium, Bacillus,
Saccharomyces, Candida, Streptococcus,
Enterococcus and Bifidobacterium infantis.
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COLORECTAL NEOPLASM
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for Colorectal
Neoplasm.

 

Disease Information:

Colon neoplasm is cancer of the large intestine (colon), the
lower part of your digestive system. Rectal cancer is cancer
of the last several inches of the colon. Together, they're often
referred to as colorectal cancers or colorectal neoplasms.

Disease Symptoms:

Rectal bleeding or blood in your stool
Weakness or fatigue and Unexplained weight loss.
A feeling that your bowel doesn't empty completely
Persistent abdominal discomfort, such as cramps, gas or pain
A change in your bowel habits, including diarrhea or constipation or a change in the consistency of
your stool, that lasts longer than four weeks

Disease Mechanism:

Gut bacteria like Escherichia coli, Bacteroides fragilis Enterococcus etc., produces toxins that are
reported to be involved in the development of cancers. Specifically, these toxins are called
enterotoxigenic (in simpler terms - toxic to genes), which means these toxins can directly damage
the DNA resulting in activation of uncontrollable cell proliferation, which eventually leads to
cancer.

Enterococcus faecalis, Escherichia coli,
Bacteroides fragilis, Streptococcus,
Fusobacterium nucleatum, Bifidobacterium,
Eubacterium rectale, Clostridium septicum,
Faecalibacterium prausnitzii, Lactobacillus,
Shigella
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ATHEROSCLEROSIS
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for
Atherosclerosis.

 

Disease Information:

Atherosclerosis, clinically defined as hardening of the
arteries, is an early form of heart disease, in which plaque
(hard mass) builds up inside the arteries and limits blood
flow to major organs, including heart, brain, kidneys, along
with some other parts of the body like pelvis, spine, arms,
legs, fingers, and toes. If not treated, these blocks can cause
severe cardiovascular and neurological disorders.

Disease Symptoms:

Fatigue.
Shortness of breath.
Chest pain or angina.
Pain in your leg, arm, and anywhere else that has a blocked artery.

Disease Mechanism:

A chronic (slow developing) inflammatory state, caused by altered intestinal microbiota and
derived endotoxemia, has been reported to contribute to the development of atherosclerosis.
Trimethylamine-N-oxide (TMAO) is a product of microbial-human co-metabolic pathway, which is
derived from dietary (food based) choline and carnitine and converted to trimethylamine (TMA) by
anaerobic bacteria residing within the lumen of the gut. TMA is then oxidized by a liver enzyme to
TMAO. This TMAO is known to be a pro-atherogenic compound, which is directly implicated in
the development of plaques inside the arteries.
A dysbiosis in the intestinal microbiota, resulting in increased anaerobic bacteria, is thought to
contribute to the chronic inflammatory state, production of TMAO and eventually atherosclerosis.

Enterobacteriaceae, Streptococcus, Escherichia
coli, Klebsiella, Enterobacter aerogenes,
Roseburia intestinalis, Faecalibacterium
prausnitzii, Bacteroides, Prevotella copri and
Alistipes shahii.
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ULCERATIVE COLITIS
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for Ulcerative
Colitis.

 

Disease Information:

Ulcerative colitis (UC) is one of the idiopathic forms of
inflammatory bowel disease (IBD), sharing this designation
with Crohn disease (CD). Ulcerative colitis is a chronic,
relapsing inflammatory disease of the colon, and affected
patients may exhibit inflammation from cecum to rectum.

Disease Symptoms:

Malnutrition
Abdominal pain
Ulcerative lesions
Diarrhea, often bloody
Submucosal edema (Swelling)

Disease Mechanism:

Bifidobacterium and Lactobacillus maintains the gut mucosal integrity through the expression of
many tight junction encoding genes (connections that bridge and hold the cells). Reduction of
Bifidobacterium results in marked reduction in the tight junction expression, in turn reducing the
gut integrity. Parallelly, increased abundance of E. coli activates bacterial TLR2 ligands and other
downstream signaling, contributing to colitis pathology.

Bifidobacterium, Lactobacillus, Escherichia coli,
Enterococcus, Barnesiella, Streptococcus,
Blautia and Gemmiger
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HYPERTENSION
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for
Hypertension.

 

Disease Information:

High blood pressure is a common condition in which the
long-term force of the blood against your artery wall is high,
which can lead to many cardiovascular and neuromuscular
health issues. It has been long known that dietary influences
have a huge role to play in the development of hypertension,
while only recently it has been reported that the gut
microbiota has a much bigger role to play.

Disease Symptoms:

Vision problems.
Fatigue or confusion.
Headache or migraine and anxiety
Chest pain and difficulty breathing.

Disease Mechanism:

The fermentation of dietary fiber by gut microbiota generates short-chain fatty acids (SCFAs) like
acetate, propionate, and butyrate.
Butyrate is used by colonocytes (cells of the colon) to maintain the intestinal barrier and decrease
local inflammation, while small amounts are transported with acetate and propionate to the liver
through the portal vein.
Most of the propionate is metabolized by the hepatocytes (liver cells), whereas acetate and
remaining proportions of propionate and butyrate are released into the systemic circulation, they
can reach organs involved in the regulation of blood pressure and help to maintain or reduce the
blood pressure.

Lactobacillus helveticus, Saccharomyces
cerevisiae, Lactobacillus paracasei,
Lactobacillus plantarum, Bacteroidetes, Dorea,
Prevotella, Faecalibacterium, Oscillibacter,
Roseburia, Klebsiella and Bifidobacterium.
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CONSTIPATION
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for
Constipation.

 

Disease Information:

The normal interval of time between bowel movements
varies widely from person to person. Some people have them
three times a day. Others have them only once or twice a
week. However, when these bowel movements are tough or
happen less often than normal, then it is known as
constipation.

Disease Symptoms:

Hard or small stool
Lower abdominal discomfort
Infrequent bowel movements
Straining to have a bowel movement
Rectal bleeding and/or anal fissures caused by hard stools

Disease Mechanism:

There are two important luminal (gut) factors, modulated by the gut microbiota, which maintains
smooth muscle contraction and balanced bowel movements. The factors include short chain fatty
acids (SCFAs) and bile acids.
The absence of SCFAs due to low-fiber diet inhibit mucin secretion by intestinal goblet cells,
reduce stool volume by stimulating water and electrolyte absorption, and inhibit smooth muscle
contraction in the colon, causing imbalanced bowel movements/constipation.

Coprococcus, Faecalibacterium, Oscillospira,
Ruminococcus, Alcaligenaceae, Bifidobacterium,
Fusobacteria and Methanobrevibacter.
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RHEUMATOID ARTHRITIS
 Your current gut microbiome analysis indicates that you are at MODERATE RISK for Rheumatoid
Arthritis.

 

Disease Information:

Rheumatoid arthritis is a chronic inflammatory disorder that
can affect joints. In some people, the condition also can
damage a wide variety of body systems, including the skin,
eyes, lungs, heart and blood vessels.

Disease Symptoms:

Numbness and tingling
Tender, warm, swollen joints
Fatigue, fever and weight loss
Pain and soreness in multiple joints
Joint stiffness that is usually worse in the mornings and after inactivity

Disease Mechanism:

The human gut microbiota and their metabolites can regulate immune cells and cytokines via
epigenetic modifications.
For example, short-chain fatty acids (SCFAs) produced by gut microbiota promote the
differentiation of natural T cell into Treg cells by suppressing histone deacetylases (HDACs). Thus,
resulting bacterial metabolites cause aberrant immune responses via epigenetic modifications,
leading to Rheumatoid arthritis.

Prevotella, Porphyromonas, Faecalibacterium,
Ruminococcus, Escherichia coli, Eubacterium,
Dorea, Roseburia and Megamonas.
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RECOMMENDATIONS
Based on a thorough review of your gut microbiome we have provided the following list of dietary recommendations,
which can be adopted in your daily meal plan. The below-listed foods will aid you to restore, rebuild and maintain good gut
microbiome composition and extend your overall gut health and wellness.

Micro-organism Abundance(%) Foods Recommendation

Prevotella copri Increased Bread

Prevotella copri Increased Western diet

Prevotella copri Increased Barley

Prevotella copri Increased Fish

Prevotella copri Increased Wheat Bran

Escherichia/Shigella Decreased Fat

Faecalibacterium Increased Pomegranate

Faecalibacterium Increased Polyphenols

Faecalibacterium Increased Psyllum husk

Faecalibacterium Increased Apple

Coprococcus Increased Coffee

Coprococcus Increased High-fat diet

Coprococcus Increased Rice

Oscillibacter Increased Fat

Oscillibacter Increased High-fat diet

Oscillibacter Increased HFD and sucrose diet

Eubacterium Increased Beef

Prevotella Increased Beef

Bacteroides Increased Chicken

Clostridium Increased Pork

Bifidobacterium longum Decreased Milk

Bifidobacterium longum Decreased Pineapple
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RECOMMENDATIONS
 

Micro-organism Abundance(%) Foods Recommendation

Bifidobacterium breve Decreased Honey

Bifidobacterium breve Decreased Mushroom

Lactobacillus reuteri Decreased Spinach

Lactobacillus reuteri Decreased Coconut oil

Lactobacillus Decreased Garlic

Lactobacillus Decreased Ginger

 

*Microorganism and *Abundance(%), represent the quantification of Micro-organism identified in your gut

Increased abundance denote that the microorganism is present above the reference range.
Decreased abundance denote that the microorganism is present below the reference range.

Based on the quantification of microorganism, foods are recommended to include/exclude in your diet to
combat/maintain good gut health.

Please Note: Even though these dietary charts are evidence-based recommendations, we would strongly suggest you consult
a physician/nutritionist, before implementing these in your lifestyle. This is specifically true about the extent ofinclusion
and exclusion of specific food and for individuals who are either diabetic, hypertensive and/or have special
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PROBIOTICS IN YOUR GUT
This section lists some of the probiotics that help you metabolize the food you eat and have a positive impact on
your overall gut health. 
 
Your current gut microbiome analysis indicates MODERATELY LOW ABUNDANCE of most of the
probiotic species which need to be increased through probiotic suppliments or through consuming foods
rich in these probiotics to restore and maintain a healthy gut. 
 
To aid you, we have also provided a list of common sources that are rich in these probiotics along with
availability of supplements.

Probiotics Species Recommendation Most Common Sources
Commercially

Available

Bifidobacterium
adolescentis

Maintain Yogurt, Fermented foods, Kefir

Enterococcus faecalis Maintain NA

Enterococcus faecium Maintain NA

Lactobacillus delbrueckii Maintain Greek Yogurt, Goat milk yogurt

Bacillus coagulans Increase Yogurt, Butter milk, Kefir

Bifidobacterium animalis Increase Fermented dairy products

Bifidobacterium bifidum Increase Kefir, Cheese, Yogurt.

Bifidobacterium boum Increase NA

Bifidobacterium breve Increase Fermented Vegetables

Bifidobacterium
catenulatum

Increase NA

Bifidobacterium
coryneforme

Increase NA

Bifidobacterium infantis Increase Yoghurt, Cheese

Bifidobacterium
kashiwanohense

Increase NA

Bifidobacterium longum Increase Buffalo milk(raw), Fermented vegetables
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PROBIOTICS IN YOUR GUT

Probiotics Species Recommendation Most Common Sources
Commercially

Available

Bifidobacterium
mongoliense

Increase NA

Bifidobacterium
pseudocatenulatum

Increase NA

Bifidobacterium
pseudolongum

Increase NA

Bifidobacterium
ruminantium

Increase NA

Bifidobacterium
thermacidophilum

Increase NA

Bifidobacterium
thermophilum

Increase NA

Enterococcus durans Increase Kefir

Escherichia coli Nissle
1917

Increase NA

Lactobacillus acidophilus Increase Yogurt, Fermented milk, Kefir

Lactobacillus brevis Increase Kimchi, Sauerkraut

Lactobacillus casei Increase
Fermented milk, Kefir, Fermented

Vegetables

Lactobacillus curvatus Increase NA

Lactobacillus fermentum Increase Fermented Vegetables and Fruits, Yogurt

Lactobacillus gallinarum Increase NA

Lactobacillus gasseri Increase
Kombucha, Kefir, Yogurt and Pickled

Vegetables like Kimchi.

Lactobacillus helveticus Increase

Italian Cheeses such as Emmental,

Gruyere, Grana Padano and Parmigiano

Reggiano, Fermented dairy products.

Lactobacillus intestinalis Increase NA
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PROBIOTICS IN YOUR GUT

Probiotics Species Recommendation Most Common Sources
Commercially

Available

Lactobacillus johnsonii Increase Yogurt, Fermented milk

Lactobacillus oris Increase NA

Lactobacillus paracasei Increase Yogurt, Kefir

Lactobacillus pentosus Increase Fermented Vegetables

Lactobacillus plantarum Increase Sauerkraut, Kimchi, Brined olives

Lactobacillus reuteri Increase Fermented milk, Kefir

Lactobacillus rhamnosus Increase Yogurt, Butter milk, Kefir

Lactobacillus ruminis Increase NA

Lactobacillus saerimneri Increase NA

Lactobacillus sakei Increase NA

Lactobacillus salivarius Increase NA

Lactococcus lactis Increase Cheddar Cheese, Butter milk

Leuconostoc
mesenteroides

Increase Sauerkraut

Pediococcus acidilactici Increase NA

Saccharomyces bayanus Increase NA

Saccharomyces cerevisiae Increase Kefir

Streptococcus
thermophilus

Increase
Greek yogurt, Goat milk yogurt, Cheddar

Cheese and other regular Cheeses
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PREBIOTIC SUPPLEMENTATION
This section lists some of the prebiotics that help you to increase the abundance probiotic bacteria in your gut
and later to maintain the same. 
 
PREBIOTICS are a special form of dietary fibers that act as fertilizers for the probiotics in your gut, which are
largely beneficial bacteria. 
 
Your current gut microbiome analysis indicates MODERATELY LOW ABUNDANCE of most of the probiotics
species, which need to be increased through supplementation of below listed prebiotics, either in solitary or in
combination.

Prebiotic Recommendation Correspondig Probiotic

Arabinoxylan and Arabinoxylan
oligosaccharides

Frequent Bifidobacterium

Dextran Frequent

Bifidobacterium animalis subspecies lactis,

Bifidobacterium infantis and Lactobacillus

acidophilus

Fructo-oligosaccharides Frequent Bifidobacterium bifidum, Bifidobacterium lactis

Galacto-oligosaccharides Frequent
Bifidobacterium longum, Bifidobacterium

catenulatum

Hemicellulosic oligosaccahride
mixture

Frequent Lactobacillus acidophilus

Inulin Frequent
Bifidobacterium animalis, Lactobacillus acidophilus,

Lactobacillus paracasei

Isomalto-oligosaccharides Moderate
Bifidobacterium adolescentis, Lactobacillus

plantarum

Lactulose Moderate
Bifidobacteria lactis, Lactobacillus bulgaricus,

Lactobacillus acidophilus, Lactobacillus rhamnosus

Mannose and Galactose Frequent Bifidobacterium and Lactobacillus

Resistant starch Frequent Lactobacillus acidophilus

Please Note: Even though these listed prebiotics are evidence based recommendations, we would strongly suggest
you to consult a physician/clinician, before implementing these in your lifestyle.
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YOUR GUT MICROBIOME COMPOSITION

The above bargraph represents the total microbiome composition of your gut. The horizontal
axis (X-Axis) represents all the different groups (kingdoms) of microorganisms identified in your
gut, and Vertical Axis (Y-axis) represents their raw abundance respectively.
Your current gut microbiome analysis indicates that your gut is largely dominated by
bacteria, and relatively low abundances of Fungi, Virus and other microorganisms.
The complete evaluation and report generation, including disease risk estimation, formulated
dietary and probiotics recommendations that are described above, have taken the
presence/absence and the relative abundances of these microorganisms in your gut.
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ARCHAEA

The above bargraph represents the Archeal composition of your gut. The horizontal axis (X-
Axis) represents all the different sub-groups (phyla) of Archaea identified in your gut, and
Vertical Axis (Y-axis) represents their raw abundance respectively.
Your gut microbiome analysis has shown the Archeal population to be present in
"MODERATELY HIGH" abundance, as compared to other microorganisms (please refer
to "YOUR GUT MICROBIOME COMPOSITION" for comparison).
The complete evaluation and report generation, including disease risk estimations, formulated
dietary and probiotics recommendations that are described above, have taken the presence /
absence and the relative abundances of archeal species in your gut.
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BACTERIA

The above bargraph represents the Bacterial composition of your gut. The horizontal axis (X-
Axis) represents all the different sub-groups (phyla) of Bacteria identified in your gut, and
Vertical Axis (Y-axis) represents their raw abundance respectively.
Your gut microbiome analysis has shown the Bacterial population to be present in "VERY
HIGH" abundance, as compared to other microorganisms (please refer to "YOUR GUT
MICROBIOME COMPOSITION" for comparison).
The complete evaluation and report generation, including disease risk estimations, formulated
dietary and probiotics recommendations that are described above, have taken the presence /
absence and the relative abundances of bacterial species in your gut.
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EUKARYOTA

The above bargraph represents the composition of Eukaryota in your gut. The horizontal axis
(X-Axis) represents all the different sub-groups (phyla) of Eukaryota identified in your gut, and
Vertical Axis (Y-axis) represents their raw abundance respectively.
Your gut microbiome analysis has shown the Eukaryotic population to be present in
"MODERATELY LOW" abundance, as compared to other microorganisms (please refer
to "YOUR GUT MICROBIOME COMPISITION" for comparison).
The complete evaluation and report generation, including disease risk estimations, formulated
dietary and probiotics recommendations that are described above, have taken the presence /
absence and the relative abundances of Eukaryotic species in your gut.
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FREQUENTLY ASKED QUESTIONS
1. What is human microbiome?  

2. Where does our microbiome come from?  

3. How big is the microbiome?  

4. Where is, the microbiome located?  

5. What are the functions of microbiomes? 

6. Is our microbiome dependent on our genetics?

7. What is the significance of gut microbiome? 

Human body hosts a huge number of microbes of many different kinds. These microbes play a role in many
fundamental life processes. The collection of microbes that constitute the microbiome is not random; the human
microbiome is made up of a set of microbes that complement each other and the human host

We get most of them from other humans. Like new born babies get it from their mother’s birth canal, by breast
milk, and as the babies become mobile they encounter it from the environment.

Its HUGE! Like as many cells of human body!

Wherever human body is exposed to the outside world, there is a microbial community i.e, entire surface of the
skin, and the linings of the nasal passages, lungs, digestive and urogenital tracts are all home to microbial
communities and each one of these has its own unique characteristic set of microbes.

What the microbiome is doing varies from place to place and many of its functions have not yet been elucidated.
Like for example, bacteria in the mouth and gut helps in digesting complex carbohydrates and lipids and keeps
immune system in check.

Yes, Microbes sense and interact with specific markers that are secreted by cells or found on their surfaces and
use these cues to “decide” where to grow. Thus, there is a role for human genetics in the eventual structure of the
microbiome. The exact mechanisms that govern these selection processes are also under active study, but they
certainly include a great deal of chemical communication, as well as physical cues like temperature and moisture
levels.

The gut is the best-studied site in the human microbiome and it contains the largest, densest, and most diverse
microbial community in the human body. The gut microbiome acts as a highly efficient bioreactor, helping to
extract energy and nutrients from the food we eat. Compounds that humans cannot digest on their own can be
broken down by microbes. Evolutionarily, these microbial capabilities allowed humans to benefit from a wider
variety of foodstuffs. The gut microbiome has complex effects on human metabolism and changes in its
composition have been linked to several diseases including inflammatory bowel disease, Clostridium difficile
infections, autoimmune disorders, and even diabetes and obesity. There are intriguing indications that the gut
microbiome may affect sleep patterns, mood, and other behaviors.
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FREQUENTLY ASKED QUESTIONS
8. Is everyone’s microbiome the same? 

9. Does this mean I am unique with respect to the microbiome?  

10. What is the relationship between the microbiome, human health and disease?

11. Is gut microbiome only known to be associated with diseases?  

12. How to take care of my microbial partners? 

No, they are not the same, it differs from person to person. Though the microbiome carries out many similar
functions, but the jobs are not necessarily done by the same microbial species in each person. Also, the species
carrying out the various functions in any given individual may change over time, differs based on the sex of the
individual, ecological niche etc.

Yes. The microbiomes of various body sites are similar in everyone. Though there is a quite a bit of variation
from one person to the next, but one’s own microbiome is stable over time and also varies by the presence of
functional capabilities.

There are many studies that show a correlation between certain mixtures of microbes and certain disease states,
but evidence that any microbial community causes a disease is still limited. What is clear, however, is that the
microbiome is probably an important factor in many diseases, a factor that has been neglected in the past. Koch
developed a set of postulates laying out the conditions that had to be fulfilled for a disease to be attributed to a
microbe. 

Koch’s postulate #1: 
The microorganism must be found in abundance in all organisms suffering from the disease, but should
not be found in healthy organisms.
Koch’s postulate #2: 
The microorganism must be isolated from a diseased organism and grown in pure culture.
Koch’s postulate #3: 
The cultured microorganism should cause disease when introduced into a healthy organism.
Koch’s postulate #4: 
The microorganism must be re-isolated from the inoculated, diseased experimental host and identified as
being identical to the original specific causative agent.

The gut microbiome is not the only one with a role in disease and health; the microbiomes of the mouth, skin,
vagina, lungs, and stomach are also altered in various disease states. The microbes in these body sites are not
simply passive bystanders but are playing active roles in the dynamic balance between health and disease.

Right now, what we can state is that we just don’t yet know what characterizes a healthy microbiome, or how our
behavior affects it. But still we can avoid taking broad spectrum antibiotics very often, washing hands with
antibiotics; instead switch over to a to a healthy diet and consume more prebiotics and probiotics regularly.
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FREQUENTLY ASKED QUESTIONS
13. What does the normal gut microbiota constitute? Where do you stand with respect to the gut
microbiota?
Normal gut microbiome is a scientifically established baseline of abundance of a certain set of gut microbes,
consistently seen within normal healthy individuals. This baseline may vary depending on the geography
(Indian, Asian, American etc.), gender, culture and demographics, genetics (of your own and that of the race),
diet, and many environmental factors. Hence, the gut microbiome of every individual follows certain larger
patterns. These types and their abundances are not static, and it changes with age, geography, culture, and most
importantly diet, and any shift in the above categories, can lead to a shift in the type and abundance of
microbiota. Largely a healthy human gut contains the following phylum of bacteria. 
Another depiction of gut microbiome diversity, representing the above listed bacterial units, is shown below

Bacteroidetes (~80%)

Firmicutes (~20%)

Proteobacteria (~4%)

Actinobacteria (~2%)

Reference: http://www.ncbi.nlm.nih.gov/pubmed/27059297
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FREQUENTLY ASKED QUESTIONS
14. What is OTUs? 

15. What is Range? 

Every genetic variation and the trait (disease/drug/metabolism) that it is predisposing you to, has been provided
with a reference ID. You can find this ID at the bottom of each page and will look like PMID: 123456. If you
want to understand the underlying biological mechanisms or if your 'Clinician/Physician' wants to validate the
study, this PMID can be used. To get the corresponding article please use the following National Institute of
Health (NIH) link "http://www.ncbi.nlm.nih.gov/pubmed" and within the search bar punch in the PMID provided
as the reference, which should directly lead you to the reference article you seek.

“OTUs” is the abbreviation for “Operational Taxonomic Units”, which are units of microbial diversity, assigned
and used to refer a cluster(s) of microorganisms in a sample/environment. More specifically, microorganisms
with more than 97% similarity in their sequences are clustered as one OTU and assigned a number. So, when
your sample is analyzed, based on the sequence information of the microbiota, we will identify many of these
clusters with OTUs. Further, we will be able compare these with the normal gut microbiota of a healthy
individual (see above), to make logical interpretations about your health.
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DISCLAIMERS
Throughout this Disclaimer (hereinafter referred to as “Disclaimer”), Leucine Rich Bio Private Limited is referred to as “We/Us/Our” and the person
to whom the specimen belongs ( including such person’s guardian or any person acting on his/her behalf) shall be referred to as “You/Your”
 
This is not a diagnostic report (hereinafter referred to as this “Report”) and therefore should be used for Research Use Only (RUO) or Investigational
Use Only (IUO) and should be interpreted or used exclusively by or under the guidance of a practitioner, including but not limited to, certified
physicians, clinicians, dietitians, nutritionists, sports therapists and such other persons in similar profession having appropriate validation to undertake
such practice (from here on referred to as “Professional Practitioners”). It is imperative that any preventative or therapeutic measures taken, by placing
reliance on this Report, for any of the diagnosis should be solely under the guidance of a "Professional Practitioner". In the event of You executing any
preventative or therapeutic measures by virtue of practicing self-medication and/or undergoing diagnosis from persons other than Professional
Practitioners, then We cannot be held responsible in any manner for any loss, liability, counter-effect and so on suffered by You as a result of
ignorance of this Disclaimer. Further, We shall not be held responsible for any misinterpretation by Your "Professional Practitioner" of this Report or
for any other matter arising out of this Report.
 
This Report's role is limited to providing insights of Your gut microbiome, with a general set of dietary recommendations and risk managements.
General risk management strategies provided in Our Report are for information purpose only and in this regard, it is essential to understand that every
person’s resistance, immunity, sensitivity and response to medication is different and therefore not all general risk management strategies may be
suitable to everyone. It is also essential to note that, while assessing Your Report and providing these recommendations, We assume that You are in a
general state of good health, and do not consider Your past or existing health conditions and or any medication taken by You (either in the past or
currently), even if You have provided Us with such information. Therefore, it is essential that, You consult a Professional Practitioners for detailed
recommendations or risk managements that may be specific / customized for You. In other words, information contained in this Report is not intended
to replace medical or professional advice offered by Professional Practitioners.
 
We would like to bring it to Your notice that not all disease‐associated microbial groups may have been identified, validated and recorded by the
scientific community, and the clinical significance of many microbial groups are also not well understood. Hence, it should be noted that this analysis
and this Report does not cover all clinically relevant microbes' that have been identified or reported till date. This Report is limited only to those
variants within Your gut microbiome which has strong evidence of causing or contributing to a disease or a drug response or a metabolism related
issue till date.
 
We would also like to bring to Your attention that the microbiome sequencing data is being constantly updated both with new taxonomic groups and
curation of old microbial databases. Hence, it is subject to revision-based updates, based on the latest scientific research. Therefore, it is important to
note that it is possible that the interpretation of the results that have been reported herein may vary or be altered, subject to these revisions. Hence, We
would recommend that You to undergo periodical reinterpretation of Your microbiome data that You possess, especially when a specific disease is
confirmed through diagnosis or new symptoms arise, in the future.
 
Microbiome information must always be considered in conjunction with other information about Your health, including, but not limited to, Your age,
sex, ethnicity, lifestyle, bio‐medical history, family health history and any other information that You may provide to the “Professional Practitioner”.
This is especially critical with respect to the pharmacogenomics data (therapies and drugs), where a person’s response to various medications is
determined by the above listed factors.
 
We would like to bring to Your attention that very specific and rare microbial groups are not reliably detected by current sequencing methods or
downstream analysis pipelines, hence they are not analyzed and interpreted within the current Report
 
Overall, Your reliance upon this Report is solely at Your own discretion. Adequate care should be exercised in using all health and medical related
information and recommendations provided in this Report. We cannot be held responsible in any manner for non – adherence by You to the terms and
conditions contained in this Disclaimer. Further, We shall not be responsible for any findings in this Report and disclaims any responsibility for any
errors, including but not limited to human error in reporting, and/or omissions by the sampler or agent either during collection of DNA samples (stool
etc.,) or delivery of the DNA sample to Us. With respect to this Report or process undertaken to arrive at the findings reflected or reported in the
Report, We make no warranties of any kind including, without limitation, the implied warranties as to its merchantability, fitness for a specific
purpose, accuracy and non‐ infringement.
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