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Clinicians’ Guide

GutID microbiome tests have been created
with clinicians in mind, to assist you in
understanding the complex microbiome
results of your patients.

GutlD has been designed to target specific
areas of concern so that you do not have to
worry about determining the kind of impact an
imbalanced abundance of specific bacteria is
having on your patients’ symptoms, or will
have in the future.

Key Characteristics

MICROBIOME SCORE . SUMMARY

An overall microbiome score to A quick overview of the microbiome’s
check if your patient’s profile is health, including indications of areas
typical to review, enterotype and resistome
TARGET PLOT AREAS OF CLINICAL INTEREST
Colourful graph that illustrates all Clinically relevant sections which
bacteria detected in the stool, up indicate which function and type of
to the strain level bacteria need to be addressed

For more information, visit us at www.GutlD.com
© 2024 GutlD, Inc. All rights reserved. All trademarks are the property of Intus Biosciences, LLC 1
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How does our tech compare?

GutID test analysis
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GutlD tests identify and analyze ALL bacteria present in a sample and interpret the main
indicators of microbiome health and balance, such as diversity, resistome, etc.

The GutID CGl test, focuses primarily on gut health and the bacterial causes of intestinal
symptoms. The GutID CMA, on the other hand, interprets any bacterial imbalance in terms
of its potential impact on any body system from a “gut axis” point of view.

Although the two tests interpret the microbiome composition from slightly different
perspectives, the analysis of the bacteria present in the stool sample is complete and
unbiased. Similar tests are available on the market, but they are not comprehensive
analyses of the entire microbiome, but rather provide a snapshot of a few bacteria
considered to have clinical significance.

The tests may contain additional markers, such as calprotectin or Short Chain Fatty Acids
(SCFAs), but they cannot be considered microbiome tests in the traditional sense.

For more information, visit us at www.GutID.com
© 2024 GutID, Inc. All rights reserved. All trademarks are the property of Intus Biosciences, LLC 2
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GutlD Technology Vs Others

CGl

ID of ALL bacteria in sample

CMA Other Tests
@

Strain Level ID

Resistome Score

FODMAP Sensitivity Score

Association with major chronic
intestinal disorders

Association with major systemic
chronic diseases

Additional Fungi,Parasites &
Viruses

State-of-the-art

microbiome testing for the identification
of bacterial causes of intestinal issues
and general health improvement.

For more information, visit us at www.GutID.com

© 2024 GutID, Inc. All rights reserved. All trademarks are the property of Intus Biosciences, LLC

Resilience & Biodiversity
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Overview of the Report Key Sections

I Resilience and Biodiversity

The purpose of this section is to describe the most well-known markers of microbiome health and
balance, including alpha and beta diversity, the Firmicutes/Bacteroidetes ratio, and the relative
abundance of potentially pathogenic bacteria such as Proteobacteria and Fusobacteria.

Moreover, it provides a new indicator of microbiome health, the resistome, which measures the
abundance of bacteria likely to carry antibiotic-resistance genes. Finally, the top ten species
reveal a snapshot of the individual's microbiota at a glance.

Clinical Utility

Quick overview of patient microbiome composition and balance. Practical
recommendations are also provided to improve these indicators.

Resilience & Biodiversity

Alpha Diversity Value: Typical Range:
Index of a microbiome’s resilience and diverse composition, also 7.48 8.07-146.13
ki a5 Shannon Indes. Higher values sre generally associsted with

Feterresiiense poenist IZE_

L 5 12 15
) Richness Value: Typical Range
31.00 35.25-70.50

Index refesring to the number of unique speces pretent within a

wmple. i

Evenness Vahue: Typical Range:
Index refesring to the distribution of species identified in a 0.5% 0.57 -1.00
microbiome sample, Values doser 1o 1 indicate a mone desirable

SESICRERS . I:_

k] L2} -1 (-2

Beta Diversity Walue: Typical Range:
Indix guantifying how different & microbial comemunaty is 1o the o 0.465 - 0.83
referencn population, with values closer 1o 0 representing mone
e _:I
oz om 0s 1
Firmicutes/Bacteroidetes (F/B) Ratio Value: Typical Range:
-0.37 -0.26-0.18

Megative scores cormespond to Bacteridetes dominance, and
postive scores comespond to Firmicutes dominance. A balanced F/8

doli sasochcadnilh ipsinslhonsssises I:—il

a4 02 '] -3 04
Fusobacteria Value: Typical Range:
Bacterial species that may become opponunistic pathogens, most 0.00 0.00 - 0.67

commonly found in the mouth. i detected in the gut. they may be

adsacisled with inteatingl inflammation, 185, 1BD and chronic desded —:’

Resistome Score Value: Typical Range
This score inchudes the number and types of bactesia ihol are lkely 1o 352 0.00 - 2.31
contain antibiotic-resistant genes, which may play a rale in spreading

e A o b _il
compares the relative abundance of species associated wah

srlistic resstant genes and does nol sequence these genss L] t i 3 4
directly.

For more information, visit us at www.GutlD.com
© 2024 GutlD, Inc. All rights reserved. All trademarks are the property of Intus Biosciences, LLC 4
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Entero e Value:
typ Bacteroides

In microbiome research, enterotypes sarve as a classification method
for identifying particular clusters of microbial species that tend to be

mare prevalent: Bacteroides (Type 1) is most likely to be observed in = T
individuals consuming a diet high in protein and animal fat, Prevotella - e
(Type 2) s usually associated with a plant based diet rich in —
carbohydrates and simple sugars, whereas Ruminococcus (Type 3)is S
found in individuals consuming a diet nich in complex carbohydrates, 1E- F-

fruits, and vegetables. Bifidobacterium-dominant enteratypes (Type 4)
hawve also been observed, thowgh their significance s unclear.

Relative Abundence (36)

26=

Pathﬂ'ge ns _ _ Ralative

Bactarial species that may cause severe gastrointestinal symptoms = - Abundance [%]
and be associated with intestinal or systemic chronic illnesses. Ditrimerttal
027 0.17- &35
species - '
Escherichia coli 022 0.04-533
iliaphil
Bilophila 0.06 0.1-1.24

wadsaorthia

Protecbacteria - Relative
Bacterial species that may exhibit toxic and pathogenic mechanisms Hegory Abuncance (%) Rang
of action including lipopolysaccharide (LPS) and endotoxin synthesis R — .
and promate gastrointestinal and systemic inflammation. They are spacies Tz 0.32-1239
strongly associated with I1B5, SIBO, IBD and immune dysregulation Parasustaralls
. . T3 Q.07 - 1025
excremenrtibominis
Escherichia coli o2 004 . 533
Turicimanas muris D02 0.02-4.18

Top 1D SpEcles Relative Abundance |Reference Range
An indication of the overall composition ol a microbiome can be (5] %)

obtained from a list of the ten most abundant species. The F/B ratio, Phocasicola vulgatus 42.90 3.7%5 - 51.08
enterclype, and alpha diversity index alone cannot determing which

Flag

i . B Phocasicola donei 16,65 012 -37.69

species are overabundant. A review of the top 10 can very quickly _ _ ) )

reveal the presence of pﬂl&ﬂliiﬂ |’Ji.11|1lf.‘l biants ar an overabundance of Farasutterells excrementibormanis 7.03 007 - 1025

certain species. Megasphaera massiliensis 6.8 064 - .22
Fascalibacillus mtastinalis ] 008 -514 high
Faecalibacterium sg. 14-3-84 5,04 01-399 high
Eifidobactern
Bifidobacteim 465 0.13-10.02
pseudacatendlatum
Farcalibactarium prausnitzii 254 03z -37e
Eifidobacterium longum N 07 -21.93
Phascolarctobactenium faecium 1,68 043 -11.78

For more information, visit us at www.GutlD.com
© 2024 GutlD, Inc. All rights reserved. All trademarks are the property of Intus Biosciences, LLC
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I Beneficial Bacteria

Listed under this section are tables that show the relative abundance of bacteria most
commonly associated with a positive effect on the host, such as probiotics, Short Chain Fatty
Acids (SCFAs) producers, and mucosa protective bacteria.

Clinical Utility

The tables can be used to detect the absence of beneficial bacteria as well as to
monitor the effectiveness of supplements and treatments

Beneficial Bacteria

Probiotics =
: : : . - - N Referance
Well-characterized bacterial species and strains that can either be Probiotic Species Range (%)
ingested via supplements and/or foods or cccur naturally in the (%

human gut. Other Owerall 0o 00-00 lovwe
Akkermansia Crearall o0 0.24-2515 low
Lactobacillus Cwarall a0 0.0Z-1.66 low
Bifidobacterium Owerall 708 044 . 2925

Ty e 485 0.12-10.02
peeudocatenulaturm

Bifidobacterium
lesngum

2 0.17-21.93

Akkermansia,

Mone detected
Laciobacillus, Other

Mucosa Protection

Bacterial species that support normal gut barrier funetion. Abnarmally Abundance (%) |Range (%)
!UW or high levels of these bdr.'t»t;'riu may lead to alterations in the Akkermansia | Oweral 0.0 0242505 low
intestinal mucosa and be associated with inflammation and immune

Relative Reference

Faecalibacterum Cwerall 2.58 0.32-3.7%
dysregulation.
Faccalibacteri
Faccalibacterium oo T g g 0.32-3.7%
prausnitzii
Akkermansia MNone detected

Short-Chain Fatty Acids (SCFAs) Production

n Relative
Anaerobic gut bacteria producing SCFAs such as acetate, propionate, - Abundance (%)
and butyrate, which play a crucial role in maintaining gut and systemic Benehial
357
health. A balanced presence of SCFA-producing bacteria is strongly spacias 4.99 2.36-36.71
associated with decreased inflammation, reduced risk of disease, and Faacalibactarium
improved immune and metabolic function. prausnitzii ot EXEE Tk
Bifidobactarium 299 0.17-21.93
lengum
R ia
oeeburia 0.23 0.09-1.31
inulinivorans

For more information, visit us at www.GutID.com
© 2024 GutlD, Inc. All rights reserved. All trademarks are the property of Intus Biosciences, LLC
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I Nutrients and Dietary Components Metabolism

The last section focuses on bacteria that are involved in the metabolism of some nutrients of
interest. The FODMAP sensitivity score as well as the abundance of major bacteria
fermenting them are provided to help you optimize the symptoms of your patients. In addition,
bacteria involved in indole production and vitamin B metabolism and biosynthesis are present.

Clinical Utility

The tables can be used to detect the absence of beneficial bacteria as well as to
monitor the effectiveness of supplements and treatments.

Nutrient and Dietary Component Metabolism

FODMARP Sensitivity Score Value: Typical Range:
1.38 0.00 - 1.65

This score assesses the potential response to foods high in FODMAP
{fermentable oligosacchandes, disacchandes, monosacchandes, and
polyols). An excessive representation of certain bacterial taxa and
altered |)|_>|uu|a|io|| |j}'nur|1|u'_; May cause an increased :,l:ll:,illl.'il},l %)
foods high in FODMAFs as compared to the general population.

FODMAP Fermentation o
This list includes bacteria fermenting FODMAPs that create commaon vpo of Abundance ::E:?:I Flag
undesirable symploms. I is pu:,'_;ll_:lq_: for the sarme species 1o lerment (%) : -
maore than one type of FODMAFP. Use this list to identify foods that are OIS Charall 10,09 2063441
mare lkely to be problematic, but doen't exclude entire categories of 05 Crverall 7.08 0973047
foods based on it Inulin Owerall o1z 153 3063
komal Chverall 7.hb 0343209
Lactose: Overall 7.06 047 . 2907
Hylitol Ol .0 0.07 - 0.07
Fructose Cherall P62 132-26.0
Maltitol Chrerall 7.06 047 - 2907
Manmitol Oherall 0.38 0.04-4.15
Sorbitol Cherall 0.22 004 - 5.33
FOS5 Bactarsides ovatue Q.04 0.04-0.55
briilir Bossburia imilinivorans (.23 0.079-1.3
Remebuia recibacier 006 o Ene
stablishad
FOI5, inuskin Bactercidas uniformis 022 0.07-2.76

Straptococcus

4 i 0.05- ¥
lomalt, Mannitol e 0.36 0.05-1.22
5 = - -
FD_., Fructose, Faiccalibactariam 256 0.32-3.79
Inulin PSRz
FOS lmomalt, g harichia coll n.22 0.04-533
Sorbitol
—— il
("Lﬁ',lym i, Streptococcus salivarius (.02 0.04-3.47 T
Blammitol
FOS, Fructose,
GO, Invulin, Bifidohacterium 865 0431002
omal, Lactese,  peeudocatenulatum
Maltimol
Bifidohactarium 27 017-21.93
kxnguam
Hylitnl Mone datacied

Indole Production

- Relative Reference
Indale produced by the bacterial metabalism of dietary tryptophan Ipocin Abundanco (%)  |Range (%)
may have beneficial effects on intestinal mucosa and barrier functions. Ernedicial
However, an excess of some indole-denved compounds (especially species 40 et-is

For more information, visit us at www.GutlD.com
© 2024 GutlD, Inc. All rights reserved. All trademarks are the property of Intus Biosciences, LLC
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B» Gut System Bacterial Group

Among the bacteria listed in this section are those which the scientific literature strongly
associates with chronic intestinal disorders such as IBS, IBD, and SIBO. Additionally, we
present the relative abundance of bacteria that produce key metabolites and molecules that
affect the health of the host, including LPS, indoles, and TMA.

Gut Systems Bacterial Groups

Clinical Utility |ff>

Quick identification of bacteria or
metabolites out of balance that may
affect the most common intestinal
disorders or symptoms in order to
provide targeted treatment.

Irritable Bowel Syndrome (IBS) Summary:

Small Intestinal Bacterial Overgrowth (SIBO) Within typical range.
Inflammatory Bowel Disease (IBD)

Bile Acids (BAs) Metabolism

Trimethylamine (TMA) Production

Lipopolysaccharide (LPS) Production

IB» Gut Body System-Axis

In this section, the most well-studied gut axes systems are analyzed to provide the clinician
with an indication of any imbalances in bacteria that may increase the risk of chronic diseases.

Gut-Brain Axis

Within typical range.

Clinical Utility @

&) writable B

Gut-Gastrointestinal Axis

This section is especially helpful for
clinicians working in the areas of

Surmmany
Within typical range.

prevention, longevity, and personalized T
medicine and nutrition, in order to N

Summary
2 Diabetes (T20) Within typical range.

holic Fatty Liver Disease

incorporate the risk of chronic disorders
caused by gut bacteria into their holistic
approach and comprehensive treatment
plans.

For more information, visit us at www.GutlD.com

SuPrsmany
Within typical range.

Gut-Immune Axis

e (LPS) Production

& Lipop

Y
Within typical range.

© 2024 GutID, Inc. All rights reserved. All trademarks are the property of Intus Biosciences, LLC



