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Age: 36 City: SAN CARLOS
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State: CA For doctor's reference

N Zip #: 94070
Email: support@vibrant-america.com

T

Vibrant Wellness is pleased to present to you, Gut Zoomer testing, to help you make healthy lifestyle choices in consultation with your
physician and dietitian. It is intended to be used as a tool to encourage general healthy lifestyle choices.

Gut Zoomer is a health analytics tool based on the gut microbiome which provides potential risks for leaky gut, intestinal, cardiovascular,
autoimmune, metabolic, and nutritional health conditions. It is intended to be used to improve functions associated with a general state of
health, and where it is well understood and accepted that healthy lifestyle choices may play an important role in these health outcomes.

Interpretation of Report: The following terminologies are used consistently in the report and are explained below.

Relative Abundance is the percent composition of an organism of a particular kind relative to the total number of organisms in your gut
microbiome.

The Abundance of individual bacterial phylum/family/genus/species is calculated by comparing the relative abundance to the healthy
reference range. Reference ranges have been established using 192 healthy individuals.

The abundance results are displayed as HIGH T, LOW { or OPTIMAL<« . A HIGH 1 result indicates that you may have a higher relative
abundance of the particular bacteria corresponding to the healthy reference range. A LOW ! result indicates that you may have a lower
relative abundance of the particular bacteria corresponding to the healthy reference range. An OPTIMAL<« result indicates that you have an
optimal relative abundance of the particular bacteria corresponding to the healthy reference range.

In some cases, a high abundance is potentially associated with an increased risk for a condition and in some cases a low abundance is
potentially associated with an increased risk for a condition. The abundance is always mentioned in the report along with the potential
associated risk, however, it is applicable only when indicated in RED.

Ratings are calculated based on the Impact Factor, Citations, and Study Population of the references which correlate the bacterial organism
with the associated conditions. It is indicated with a star based system (1 star — 5 stars) with 5 stars indicating the best correlation of the
bacteria with the potential associated risk. The Impact Factor of the journal in which the reference is published is the number of citations
received by articles published in that journal during the two preceding years, divided by the total number of articles published in that journal
during the two preceding years. Study population includes the number of samples tested along with gender, age and ethnicity of the
population.

Vibrant Wellness is a personalized health analytics company founded out of our passion to serve patients and providers. The Vibrant
Wellness platform provides tools for you to track and analyze your general wellness profile. All testing offered by Vibrant Wellness is
performed at a CLIA approved lab testing facility and licensed by California Department of Public Health.

Please Note - It is important that you discuss any modifications to your diet, exercise and nutritional supplementation with your physician
before making any changes.

To schedule an appointment with Vibrant Clinical Dietitians please call: Toll-Free 866-364-0963.
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. . Previous
Gut Microbiome and Phylum Abundance (08/20/2015)
Actinobacteria HIGH t HIGH t
Bacteroidetes OPTIMAL« OPTIMAL«
Firmicutes OPTIMAL«+ OPTIMAL«
Proteobacteria LOW ! LOW!
= " Floral Balance Result (0@5%}33135) Rating Potentlaééifouated
o
a g Firmicutes/ Bacteriodetes OPTIMAL« OPTIMAL« %k k
© .
g o Gram+/ Gram- HIGH t HIGH 1 . Obesity
=70
= c
= @© Diversity Index LOW! Fd kK Gut Dysbiosis
O

Potential Risk Mitigation Choices

Consider working with a Vibrant clinical dietitian to optimize your individualized diet and lifestyle recommendations.
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Potential Risk Mitigation Choices

Consider taking prebiotic fibers

Accession ID: 1512010000 Specimen Received: 12-01-2015 00:00
TESTNAME PATIENT 1980-10-10 Male 999994
Genus/Species Abundance (OFS);%}(Z)&SS) Rating Potentiaééifociated
Bacteroides OPTIMAL«~ OPTIMAL«+ %k *k
> Bifidobacterium LOWI LOW1{ 2.2,
= Propionibacterium OPTIMAL« OPTIMAL« Kk k
'c% Eubacterium OPTIMAL«~ OPTIMAL«+ %k *k
GE) Lactobacillus OPTIMAL«~ LOW1{ 2.0.0.¢
E Clostridium LOW{ LOWI{ 2.2.0. ¢ Lower SCFA production
< Roseburia OPTIMAL«~ OPTIMAL«+ %k *k
E Prevotella OPTIMAL«~ LOW1{ Kk k
§ Eubacterium rectale OPTIMAL« OPTIMAL« 2.2.0. ¢
= Butyrivibrio LOW+ LOW ¢ -
-c% Blautia OPTIMAL« OPTIMAL« ok k
(] Enterobacteriaceae (family) OPTIMAL« OPTIMAL«~ %k k
g Akkermansia muciniphila OPTIMAL«~ OPTIMAL«~ Sk kK
% Lactobacillus rhamnosus OPTIMAL«~ OPTIMAL« Kk k
© Lactobacillus reuteri LOW LOW! Kk kK
% Lactobacillus plantarum LOW1 LOW1 %k Uil jlijgti)tgzpeytegrity
8 Streptococcus thermophilus OPTIMAL« OPTIMAL« Kk k
Lactobacillus bulgaricus OPTIMAL«~ OPTIMAL«~ 2.0, 8¢
Lactobacillus acidophilus OPTIMAL« OPTIMAL«~ %k
Bifidobacterium longum OPTIMAL«~ OPTIMAL« 2.0.0. ¢

Consider taking probiotics containing Lactobacillus reuteri, Lactobacillus rhamnosus, Bifidobacterium infantis and Lactobacillus
plantarum

Consider butyrate supplements, further testing to confirm intestinal permeability and working with a Vibrant clinical dietitian to
follow an anti-inflammatory diet.
Consider L-glutamine supplements, colostrum peptides and further testing to confirm intestinal permeability.

Consider a diet supplemented with fermented foods, dietary polyphenols and food sources of butyrate.
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TESTNAME PATIENT 1980-10-10 Male 999994
Genus/Species Abundance (OFS);%}(Z)&SS) Rating Potentiaééifociated
Dorea OPTIMAL«~ OPTIMAL«+ 2.8.8.9.8.¢
Ruminococcus OPTIMAL«~ OPTIMAL« 2.2.0.8. 8¢
< Faecalibacterium prausnitizii OPTIMAL«~ OPTIMAL«~ K%k k
E Bifidobacterium LOW LOW Kk
E Coprobacillus OPTIMAL«~ OPTIMAL«~ *
g Ruminococcus productus OPTIMAL«~ OPTIMAL«~ %k Kk 18S
g Bifidobacterium catenulatum OPTIMAL«~ OPTIMAL« ek kk
E Desulfovibrio piger OPTIMAL« OPTIMAL« 2.8.8.2.8,¢
'g Coprococcus eutactus OPTIMAL«~ OPTIMAL«~ %k Kk
S Escherichia coli OPTIMAL«~ OPTIMAL« >k
e Clostridium leptum OPTIMAL« OPTIMAL« *k
g Enterobacterium OPTIMAL« OPTIMAL« 2.2.0. ¢
g Akkermansia muciniphila OPTIMAL« OPTIMAL« *
S Lachnospira LOWI LOW1{ 2 2. 0.9.0.¢ IBD
5 Phascolarctobacterium OPTIMAL«~ OPTIMAL«~ %k Kk
O Gardnerella OPTIMAL« OPTIMAL«~ >k
Bacillus OPTIMAL« OPTIMAL« ok k
Lactobacillus OPTIMAL« LOW! %k %k %k k IBS-D
Veillonella OPTIMAL«~ OPTIMAL«+ 2.8.8.9.8.¢ IBS-C

Consider taking multi-strain probiotics containing Lactobacillus reuteri, Lactobacillus plantarum and Lactobacillus
salivarius

Possible supplements include curcumin, omega 3's, and Quercetin. Consider working with a Vibrant clinical dietitian
to follow an anti-inflammatory diet.
Consider prebiotic fibers based on individual symptoms and evaluate possible food sensitivities.
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Genus/Species Abundance (0%;%;88185) Rating Potentiaééifociated
Collinsella OPTIMAL«~ OPTIMAL«+ 2.8.8.9.8.¢
Eubacterium OPTIMAL«~ OPTIMAL« Sk kk Atherosclerosis
Lactobacillus reuteri LOW{ LOWI{ %k ok )

Lactobacillus acidophilus OPTIMAL« OPTIMAL«~ 2.2.8.0.8 ¢ High LDL-Cholesterol
= Lactobacillus plantarum LOW LOW | — A}ﬂg{;ﬁgﬁ?&gﬁgg{‘s"
é Prevotella OPTIMAL« LOW ! 2.2.8.9.8.¢
c‘@ Sporobacter OPTIMAL«~ OPTIMAL«~ 2.8.8.9.8,¢
5 Peptostreptococcaceae (family) OPTIMAL«~ OPTIMAL«~ 2.2.8.9.8.¢
-§ Peptostreptocsoecé:gceae incertae OPTIMAL< OPTIMAL< N
'g Clostridiaceae OPTIMAL«~ OPTIMAL« Sk kK
g Fusibacter OPTIMAL« OPTIMAL« 2.2.2.9.8.¢
= Lachnospira LOW1 LOW{ Sk %k k
'% . Clo-stridium - LOW! LOW ! 2.8.0.8.8 ¢ Potentially increased
§ Clostrldlale%glrgﬁ)r/t)ae sedis XII OPTIMAL< OPTIMAL < ——— TMA:;\?hleE!r\geslgléerggilgg to
% Anaerococcus hydrogenalis OPTIMAL«~ OPTIMAL« 2.2.8. 0.1
8 Clostridium asparagiforme OPTIMAL+« OPTIMAL+« * %ok

Clostridium hathewayi OPTIMAL«~ OPTIMAL«~ %k ok *k

Clostridium sporogenes OPTIMAL«~ OPTIMAL«+ 2.2.8. 0.1

Escherichia fergusonii OPTIMAL« OPTIMAL« %k k
Proteus penneri OPTIMAL«~ OPTIMAL«~ %k ok *k
Providencia rettgeri OPTIMAL« OPTIMAL«+ 2.2.8. 0.1
Edwardsiella tarda LOW« LOW« Sk k
Potential Risk Mitigation Choices
Consider prebiotic supplements inulin and fructooligosaccharide fibers.
Consider taking probiotics containing Lactobacillus reuteri, Lactobacillus acidophilus and Bifidobacterium lactis
Consider evaluating clinical cardiovascular tests including lipids and inflammatory markers.
Consider a diet high in plant-based fibers and oils and evaluate the intake of L-carnitine and choline (red meat, eggs, liver).
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: Previous ; Potential Associated
Genus/Species Abundance (08/20/2015) Rating Risk*
o Helicobacter OPTIMAL+ OPTIMAL« kK
o
§ Serratia OPTIMAL«~ OPTIMAL«~ * %
I Lactobacillus OPTIMAL«~ LOW ! * %
(<))
g Bifidobacterium LOW! LOW ! Kk k Celiac Disease
e Streptococcus OPTIMAL«~ OPTIMAL« %k k
% Papilibacter OPTIMAL«~ OPTIMAL«~ Jk
5 Prevotella OPTIMAL«~ LOW! ek kk
_<é Tannerella OPTIMAL«~ OPTIMAL« Kk k
S Yersinia LOWo LOW * %k _ N
. Rheumatoid Arthritis (RA)
GE) Aggregatibacter OPTIMAL«~ OPTIMAL+ Kk k
o Porphyromonas OPTIMAL+ OPTIMAL+ Kk
o o -~
° Coprococcus OPTIMALe | OPTIMALo o Psoriasis and Psoriatic
o itis
> Pseudobutyrivibrio OPTIMAL«~ LOW ! * Psoriatic Arthritis
259' Klebsiella pneumoniae LOW« LOW« K%k k
Veillonella OPTIMAL«~ OPTIMAL«~ >k Crohn's Disease
Dialister LOW! LOW! Sk k
Potential Risk Mitigation Choices
Consider probiotics containing Lactobacillus and Bifidobacterium species.
Consider further testing for celiac/gluten sensitivity and other autoimmune related antibodies.
Consider working with a Vibrant clinical dietitian to follow an anti-inflammatory diet.

MK-0017-19

Page 6 of 17




.f Vibrant\Wellness

Final Report Date:

04-06-2017 11:08

Specimen Collected:

11-30-2015

Potential Risk Mitigation Choices

Accession ID: 1512010000 Specimen Received: 12-01-2015 00:00
TESTNAME PATIENT 1980-10-10 Male 999994
é Genus/Species Abundance (OFS);%}(Z)&SS) Rating Potentiaééifociated
8 Lactobacillus reuteri LOW! LOW ! 28,20, ¢
E Lactobacillus casei OPTIMAL«~ OPTIMAL« ok k
o Lactobacillus paracasei OPTIMAL« OPTIMAL+« Fdkdok ok
:‘3 Methanobacteriales OPTIMAL«~ OPTIMAL« *
g Bifidobacterium Animalis OPTIMAL«~ OPTIMAL« Kk k Obesity
o Methanobrevibacter smithii LOW{ LOWI{ K kk
% Staphylococcus OPTIMAL« OPTIMAL« %k
GE) Blautia OPTIMAL« OPTIMAL« *k
-_g Oscillospira OPTIMAL« OPTIMAL«~ %k %k %k k
e Alistipes OPTIMAL«~ OPTIMAL«+ %k *k
é Roseburia OPTIMAL« OPTIMAL« 2.2.2.9.8.¢
5 Eubacterium OPTIMAL« OPTIMAL« %k ok Type |l Diabetes
O Eggerthella OPTIMAL«~ OPTIMAL«< 2.8.8.9.8.¢

Consider taking probiotics containing Lactobacillus reuteri, Lactobacillus paracasei, Lactobacillus rhamnosus, and
Bifidobacterium animalis.

Consider appropriate weight loss techniques in consultation with your physician
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Previous Potential Associated

g Genus/Species Abundance (08/20/2015) Rating Risk*

= Bifidobacterium bifidum LOW! LOW ! 28,20, ¢

5 Bifidobacterium longum OPTIMAL«~ OPTIMAL«~ Kk k

< Lactobacillus plantarum LOW/{ LOW/ %k k K Vitamins _and B Vitamins
Lo P Production affected
% Bifidobacterium breve OPTIMAL«+ OPTIMAL+ 2.0.8.0.9

GE) Bifidobacterium adolescentis OPTIMAL+ OPTIMAL«+ 2.0.8. 0.9

(o] . - Vitamin K2 production
= Bacillus subtilis OPTIMAL« OPTIMAL« %k o

o

o Lactobacillus reuteri LOW! LOW! *k

p= Propionibacterium freudenreichii Vitamin B12 production
= subsp. shermanii OPTIMAL+ OPTIMAL+ ok affected

O Lactobacillus fermentum OPTIMAL« OPTIMAL« * %

Potential Risk Mitigation Choices

Consider multi-strain probiotic supplements containing Lactobacillus plantarum.

Consider evaluating serum folate levels, genetic MTHFR testing and working with your provider or a Vibrant clinical
dietitian to optimize diet and nutraceutical supplements
Consider working with your provider or a Vibrant clinical dietitian to optimize diet and nutraceutical supplements

Consider increasing the intake of fermented foods, particularly fermented dairy.

Page 8 of 17
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Consider prebiotic fibers

Evaluate dietary oxalate foods

Potential Risk Mitigation Choices

Accession ID: 1512010000 Specimen Received: 12-01-2015 00:00
TESTNAME PATIENT 1980-10-10 Male 999994
Genus/Species Abundance (02733}38135) Rating Potentiaééifociated
Bifidobacteriulrgcz?ir;imalis subspe OPTIMAL< OPTIMAL< Kk
Lactobacillus animalis OPTIMAL«~ LOW ! *
Eggerthella lenta OPTIMAL«~ OPTIMAL« **
z Enterococcus faecalis LOWI LOW1{ *k
g Providencia rettgeri OPTIMAL«~ OPTIMAL«~ *k
= Streptococcus thermophilus OPTIMAL«~ OPTIMAL« **
g Lactobacillus plantarum LOWI LOW1{ *k
E’ Lactobacillus gasseri OPTIMAL« LOW * % Oxalate metabolism
@ affected
o Lactobacillus casei OPTIMAL+ OPTIMAL+ * Kk
g Lactobacillus acidophilus OPTIMAL« OPTIMAL« *k
_8 Lactobacillus rhamnosus OPTIMAL«~ OPTIMAL«~ *k
o Lactobacillus salivarius OPTIMAL« LOW ! F*k
5 Lactobacillus johnsonii OPTIMAL«~ OPTIMAL«+ * %
259' Bifidobacterium infantis OPTIMAL«~ OPTIMAL«~ *k
Bifidobacterium animalis OPTIMAL« OPTIMAL«~ >k
Oxalobacter formigenes OPTIMAL«~ LOW ! * %
Allisonella OPTIMALe | OPTIMALo *okk Z?;%”ﬂ?s"tg%ig‘é'%%@ggggn'
Methanobrevibacter smithii LOW! LOW! S RGN O LTS

Consider working with your provider or a Vibrant clinical dietitian to optimize diet and nutraceutical supplements

affected
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4 : Previous ; Potential Associated
g Genus/Species Result (08/20/2015) Rating Risk*
c‘@ Cryptosporidium NEGATIVE« NEGATIVE« 2.0.0. 8¢
g Entamoeba histolytica NEGATIVE«~ NEGATIVE« Yk %k ok
255 Giardia lamblia POSITIVE t POSITIVE t Kk k Giardiasis
Potential Risk Mitigation Choices
Please consult with your physician and refer to the CDC for recommendations.
O . Previous . Potential Associated
c (wc Genus/Species Abundance (08/20/2015) Rating Risk*
T O
5 > Candida albicans LOW« HIGH * %k k
%]
)
Genus/Species Abundance (035%}33155)
Shigella LOW« LOW«
© Helicobacter pylori HIGH t LOW+
! Clostridium difficile LOWo LOWo
O
S Campylobacter sp LOW« LOW+«
o Enterotoxigenic Escherichia coli LOW« LOW«
GC_, Yersinia LOW« LOW«
()]
o Klebsiella pneumoniae LOW« LOW«
c
T Edwardsiella tarda LOW« LOW«
o Escherichia coli 0157 HIGH 1
Salmonella sp HIGH t
Listeria sp HIGH *

Please refer to the results of the culture based test(s) below for confirmation.
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g Genus/Species Abundance Previous
ot Helicobacter pylori POSITIVE t
Q

g o Escherichia coli 0157 POSITIVE t
o S Salmonella sp POSITIVEt
—

c’S

(5)

=22

g Listeria sp POSITIVE t
©

o
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PROBIOTICS AND PREBIOTICS FOR A HEALTHY GUT

Probiotics support a healthy gut microbiome, as well as maintain the integrity of

(\Q,\\@J‘S“";,,,,,,l, 4 the gut lining, boost immune function, promote healthy inflammatory responses,

fb"“""(\“(& / Q%)/’}'% improve digestive function, help to heal inflammatory bowel conditions, manage
Sy s, [EIRIONE SIOESE HREION, e Tmaienybows e

&% N O o, % and prevent skin conditions, fight food-borne illnesses, and improve psychological
IOtIC ¢ function. Probiotics are friendly bacteria that can be found in a variety of foods.

e 4
18354 di
3?’#:%/"0& %Jf’r/@,e”f : L : "
%13@3,64:@0 f’\’(e,i ©  Prebiotics are carbohydrate-based sources of fiber that are food for beneficial
"‘f;”.gi\.{}p\emenxss\\\\\\\‘@,\g; i bacteria in your gut. These fibers help them grow and thrive. Prebiotic fibers are

Lok o it =

Saping Wie helpful in the treatment of irritable bowel syndrome, inflammatory bowel disease

and intestinal permeability. They also help to regulate bowel function.

Prebiotic rich foods Probiotic rich foods

VEGGIES FRUITS GRAIN AND FERMENTED FOODS
LEGUMES
Artichokes Berries Quinoa Sauerkraut
Tomatoes Bananas Flaxseeds Kimchi
Onions Kiwis Oatmeal Kombucha
Leafy Greens Cherries Lentils Kefir
Asparagus Apples Chickpeas Yogurt (Dairy and Non-Dairy)
Garlic Pears White Beans Lassi (Indian Yogurt Drink)
Leeks Mangoes Black Beans Natto
Miso
Fermented Pickles
Tempeh

PREBIOTICS
Live cultured yogurt and Kefir: Naturally high in

Asparagus: Asparagus is packed with fiber, folate lactobacilli and bifido bacteria, yogurt can also be a
and other B vitamins. healthy source of protein and calcium. Both dairy
and non-dairy varieties are available.

Kombucha tea: Kombucha is a fermented black or green
tea made from live cultures of beneficial bacteria and yeast.
It is high in B vitamins, which can also provide an energy
boost.

Bananas: Bananas contain both soluble and insoluble fiber.
This provides a food source for a variety of beneficial gut
bacteria.

Garlic: Garlic is a good source of inulin as well as Tempeh: Tempeh is a fermented food made from

contains natural antibacterial compour_lds. .It is also a soybeans. Soy is a complete protein, containing all the
good source of sulfur compounds and vitamin B6, which essential amino acids. Look for organic varieties of so
aid in metabolism and nervous system health. : 9 y-

Kimchi: Kimchi is a traditional Korean food rich in
Lactobacillus bacteria. It is also high in fiber and vitamins
A and C.

Onions: Onions are a natural source of inulin, which is a
type of fiber that feeds beneficial bacteria in your gut.

Sauerkraut: Made from fermented cabbage and
other vegetables, sauerkraut contains lactobacilli as
well as soil-based organisms. It is a good source of

vitamins C and K, calcium, magnesium and iron.

Artichokes: Artichokes are a very high fiber, low
glycemic index vegetable. They are also good
sources of folic acid and vitamin K.

All Vibrant Wellness patients have the opportunity to work with our team of Clinical Dietitians.

To schedule an appointment please call: Toll-Free 866-364-0963
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What are Polyphenols?

Polyphenols (pol-ee-fee-nawls) are chemical compounds that come from plants. They are
used by your gut bacteria to make beneficial substances for you, and they help to keep your gut
bacteria balanced by some of their antimicrobial effects.

Eating more polyphenol-rich foods has been shown to create
an optimal gut bacterial balance, which, in turn, can reduce
your risk for many diseases. If you have a decreased
abundance of some beneficial gut bacteria, increasing your
intake of polyphenol-rich foods is one thing you can do to
improve your gut bacteria balance.

48 Highest Polyphenol Foods to Consume Often

Cloves (spice) Peppermint, dried (herb) Celery seed

d Mexican ore%ano, dried | Darkchocolate (70% or
Cocoa powder (herb) higher) *

Ko
(7
£
e E
= 8
]
: 5
& O
=
.20
Is

Soy, tempeh Whole grain rye flour * Apple (fruit)
Spinach (veg.) Black tea Red wine
Green tea Yellow onion (veg.) Pure apple juice
Pure pomegranate juice Extra virgin olive oil Peach

* indicates a food that contains or may contain gluten
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Glossary

Antibiotic — antibiotics, or antibacterial treatments, are a type of antimicrobial product used to target bacteria, and are often used in medical
treatment of bacterial infections. They can either kill or inhibit the growth of bacteria.

Archaea are a kingdom of single-celled prokaryotic microorganisms that are often mutualists (two different species that exist in a mutually
beneficial relationship) or commensals (a species that benefits from other organisms without affecting them).

Atherosclerosis (also known as arteriosclerotic vascular disease or ASVD) is a specific form of arteriosclerosis in which an artery wall thickens
as a result of invasion and accumulation of white blood cells (WBCs) or foam cells and proliferation of intimal-smooth-muscle cell creating a
fibrous fatty plaque.

Bacterial classification - All organisms are classified in a hierarchical manner. For bacteria, we begin with the broadest division, the phylum,
and work all the way down through sub-phylum, class, order, family, genus, and species, to strain. Most bacterial names that we encounter are
described in terms of their genus, species and strain, which provides a very precise description of an individual organism.

Bacteroides are a phylum of bacteria commonly found in the human intestine, where they have a symbiotic host-bacterial relationship with
humans. They assist in breaking down food and producing valuable nutrients and energy that the body needs. However, Bacteroides can be
pathogenic when introduced to parts of the body other than the gastrointestinal area. They can cause or exacerbate abscesses and other
infections.

Diversity index is calculated as the negative sum of each genus and species proportional abundance multiplied by the log of its proportional
abundance and then normalizing the index with respect to the reference diversity index (calculated from running 192 healthy control stool
samples).

Dysbiosis (also called dysbacteriosis) refers to microbial imbalance resulting from a change in the number or types of bacteria on or inside the
body. Dysbiosis is most prominent in the digestive tract or on the skin, but can also occur on any exposed surface or mucous membrane.

Fermentation — a chemical process that converts sugar and carbohydrates into acids, gases, and/or alcohol. It occurs with yeast and bacteria,
but humans also use fermentation to produce certain food and beverages.

Firmicutes are a phylum of bacteria, most of which have Gram-positive cell wall structure. Firmicutes make up the largest portion of the human
gut microbiome. The division Firmicutes as part of the gut flora has been shown to be involved in energy resorption and obesity. Many
Firmicutes produce endospores, which are resistant to desiccation and can survive extreme conditions. They are found in various
environments, and the group includes some notable pathogens.

Fungus refers to any member of a large group of eukaryotic organisms that includes microorganisms such as yeasts and molds, as well as
mushrooms. These organisms are classified as a kingdom, Fungi, which are separate from plants, animals, and bacteria.

Gastrointestinal tract/Digestive System — an organ system responsible for consuming and digesting foodstuffs, absorbing nutrients, and
expelling waste. Bacteria constitute a large domain of prokaryotic microorganisms. They were among the first life forms to appear on Earth, and
are present in most of its habitats. Bacteria also live in symbiotic and parasitic relationships with plants and animals. The majority of bacteria in
the human body are harmless or beneficial, the largest number being in the gut flora. However, some species of bacteria are pathogenic and
cause infectious diseases.

Gram-negative bacteria are a group of bacteria that do not retain the crystal violet stain used in the Gram staining method of bacterial
differentiation. They are characterized by their cell envelopes, which are composed of a thin peptidoglycan cell wall sandwiched between an
inner cytoplasmic cell membrane and a bacterial outer membrane.

Gram-positive bacteria are bacteria that give a positive result in the Gram stain test. Gram-positive bacteria take up the crystal violet stain
used in the test, and then appear to be purple-colored when seen through a microscope. This is because the thick peptidoglycan layer in the
bacterial cell wall retains the stain after it is washed away from the rest of the sample, in the decolorization stage of the test.

Gut microbiota refers to the community of microorganisms that live in the gastrointestinal tract. Gut refers to the intestine. Gut microbiota
consists of tens of trillions of microorganisms, including at least 1,000 different species of known bacteria with millions of genes. Gut microbiota
perform a host of useful functions, such as fermenting unused energy substrates, training the immune system, preventing growth of harmful,
pathogenic bacteria, regulating the development of the gut, producing vitamins for the host, such as biotin and vitamin K, and producing
hormones to direct the host to store nutrients.

Microbiota (or microbiome) is the community of microorganisms that typically inhabits a bodily organ or part. Microbial cells are more abundant
in the human body than are human cells. These microorganisms may be commensal (living in close association that allows one species to
benefit without harming the other), symbiotic (having an interdependent relationship), and pathogenic (disease- producing).

Short Chain Fatty Acids (SCFA), also referred to as volatile fatty acids (VFAs), are fatty acids with an aliphatic tail of less than six carbon
atoms. Short-chain fatty acids are produced when dietary fiber is fermented in the colon.

Trimethylamine N-oxide (TMAO) is the organic compound in the class of amine oxides with the formula (CH3)3NO. This colorless solid is
usually encountered as the dihydrate. It is a product of the oxidation of trimethylamine. The concentration of TMAO in the blood increases after
consuming foods containing carnitine or lecithin if the bacteria that convert those substances to TMAO are present in the gut. High
concentrations of carnitine are found in red meat, some energy drinks, and some dietary supplements.
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Test Risk and Limitations

Gut Zoomer testing is performed at Vibrant Genomics, a CLIA certified laboratory, and utilizes
1ISO-13485 developed technology. However, laboratory error can occur, which might lead to
incorrect results. Some of them may include sample or DNA mislabeling or contamination,
operational error or failure to obtain data for certain genes. Vibrant's laboratory may need a
second sample to complete the testing.

Vibrant Genomics has effective procedures in place to protect against technical and operational
problems. However, such problems may still occur and examples include failure to obtain the
Gut Zoomer abundance result for a specific species due to circumstances beyond Vibrant's
control. Vibrant may re-test a sample in order to obtain these results but upon re-testing the
results may still not be obtained. As with all medical laboratory testing, there is a small chance
that the laboratory could report incorrect Gut Zoomer abundance results. A tested individual
may wish to pursue further testing to verify any results.

Tested individuals should not change their diet, physical activity, or any medical treatments they
are currently using based on the results without consulting their personal health care provider.
These risk factors for Gut Zoomer are based on selected peer-reviewed scientific research
findings as listed under references.

Tested individuals may find their experience is not consistent with Vibrant's selected peer-
reviewed scientific research findings of relative improvement for study groups. The science in
this area is still developing and many personal health factors affect diet and health. Since
subjects in the scientific studies referenced in this report may have had personal health and
other factors different from those of tested individuals, results from these studies may not be
representative of the results experienced by tested individuals. Further, some recommendations
may or may not be attainable, depending on the tested individuals’ physical ability or other
personal health factors.

A limitation of this testing is that most scientific studies have been performed in Caucasian
populations only. The interpretations and recommendations are done in the context of
Caucasian studies, but the results may or may not be relevant to tested individuals of different
or mixed ethnicities. Please note that pediatric ranges have not been established for these
tests. Interference studies have not been established for individuals on immunosuppressive
drugs.

Based on test results and other medical knowledge of the tested individual, health care

providers might consider additional independent testing, or consult another health care provider
or genetic counselor.
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