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Clinically relevant
microbes.

Lists the detected microbes from
each taxa that are suspected to be
clinically relevant, based on
established literature, cell counts,
and relative abundance. Literature
citations appear next to the
microbe’s name as a bracketed
number.

MIDCOG All-in-One Microbial Test S

Animal Diagnostics

Patient Name: Health Status: Other Account #:

Owner's Mamie: Ordered by: Internal 1D: md1290_54
Ereed: Email: Sample Type: Faces

Age: Hospital: Received Date:  226/2026
Specles: Dog Location: Report Date: 030226

Potential Clinically Relevant Microbes Detected:

Top 5 potential Bactenal and Eukaryolic pathogens are listed. Tha comprehensive kst of all microbes are shown in page 3. "Inferred” column indicates
the dilference of the species’ abundance from “Mormal Range®, i.e. its abundance in clinical healthy animals. Less than 1000 cells of Bacleria or less
than 10 cells of Fungi are often not clinically significant.

1. Bacteria

Species Detected AlD* Percentage Cells per Sample| MNormal Range | Inferred Status
Anaerobiospiriffum sp. [1] - 2.8 % 280,000,000 MNA MNA
Clostridium perfringens [2] == 1.1% 110,000,000 MA MA
Helicobacter rappini [5] [Link] 0.1 % 10,000,000 NA NA
Campylobacter helveticus [6] [Link] 0.1% 5,000,000 0-4.6 % ® Normal

2. Fungi

No Known Eukaryotic Pathogen Detected!

3. Parasites

Species Detected AlD* Percentage Cells per Sample | Mormal Range | Inferred Status
Tritrichomonas foefus [7] - 96.0 % 2,100 NA MNA
Giardia duodenalis [8] = 3.5 % 78 MNA NA

Abbreviation Key:

@ Normal Range. Species detected within the reference range of cinically healihy animals.
@ Abnormal Range. Species detected outside the reference range of clinically healthy animals.
@ Disease Range. Species detected significantly higher than the reference range of clinically healthy animals.

* AlD stands for Animal Infection Database. It is a resource center to provide more information for microbes in animal microbiome settings.
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These links provide important
information about the pathogens in
the sample
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Patient Name: Health Status: Other Account #:

Owner's Mamie: Ordered by: Internal 1D: md1290_54
Breed: Email: Sample Type: Faces
Age: Hospital: Received Date:  226/2026
Specles: Dog Location: Report Date: 030226

Potential Clinically Relevant Microbes Detected:

Top 5 potential Bacterial and Eukaryotic pathogens are listed. The comprehensive list of all microbeas are shown in page 3. “Inferred” column indicates
the difference of the species’ abundance from "Mormal Range®, i.e. its abundance in clinical healthy animals. Less than 1000 cells of Bacteria or less
than 10 cells of Fungi are often not clinically significant.

1. Bacteria

Species Detected AlD* Percentage Cells per Sample| MNormal Range | Inferred Status
Anaerobiospiriffum sp. [1] - 2.8% 280,000,000 MNA MNA
Clostridium perfringens [2] == 1.1% 110,000,000 MA MA
Helicobacter rappini [5] [Link] 0.1 % 10,000,000 MA NA
Campylobacter helveticus [6] [LY] 0.13% 5,000,000 0-4.6 % ® Normal

2-Fongi

No Known Eukaryotic Pathogen Detected!

3. Parasites

Species Detected AlD* Percentage Cells per Sample | Mormal Range | Inferred Status
Tritrichomonas foetus [7] - 96.0 % 2,100 NA MNA
Giardia duodenalis [8] = 3.5 % 78 MNA NA

Abbreviation Key:

@ Normal Range. Species detected within the reference range of cinically healihy animals.
@ Abnormal Range. Species detected outside the reference range of clinically healthy animals.
@ Disease Range. Species detecied significantly higher than the reference range of clinically healthy animals.

* AlD stands for Animal Infection Database. It is a resource center to provide more information for microbes in animal microbiome settings.

Microbial Composition Overview:
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Clicking on these links opens the

associated information in the
MiDOG Animal Infections Database
(AID).

MiDCG

Animal Diagnostics

All-in-One Microbial Test

Sample 1D
MiZ2Ea2 74001373

Patient Name:

Owner's Mame:

Ereed:

Age:

Specles: Dog

Health Status: Other

Ordered by:
Email:
Hospital:
Location:

Account #:

Internal 1D: md1290_54
Sample Type: Feces
Received Date:  226/2026
Report Date: 030226

Potential Clinically Relevant Microbes Detected:

Top 5 potential Bacterial and Eukaryotic pathogens are listed. The comprehensive list of all microbeas are shown in page 3. “Inferred” column indicates
the difference of the species’ abundance from "Mormal Range®, i.e. its abundance in clinical healthy animals. Less than 1000 cells of Bacteria or less
than 10 cells of Fungi are often not clinically significant.

1. Bacteria

MIiDCG

Animal Diagnostics

Vieterinary Resource Center for Microbes in Animal Microbiome

g.- Animal Infection Database (AID)

Helicobacter

(Thas is NOT a diagnosas. AID 15 prmanly intended for informational purposes only.)

Introduction:

Helicobacter species are Gram-negative, spiral-shaped or curved rod bacteria with flagella, which provide motility and allow them to navigate through the mucous linmg of the gastromtestanal
tract. They are mucroacrophilic, requanng low levels of excypen (typically 5-10% cotygen) for growth, which aligns vath the conditions found i thewr primary habitats. Melicobacter species ane
commonly found in the tomachs and intestines of vanous mammals and birds, where they persist as pan of the natural microbiota or establish themaelves under specific conditions. These
bactena are notable for thewr production of urease, an enzyme that hydrolyzes urea to produce ammonia, helping neutralize stomach acid and allowing them to survive i the harsh acidic
envuronment of the stomach. Helicobactor species exhibit a lugh degree of genetic diversity and adaptation, enabling them to colomze diverse hosts and environments withan the gastromntestinal

tract (Kusters ot al , 2006; Lee et al., 1997; Solnsck & Schaves, 2001)

Infections:

Helicobacter species are msocinted with vanious mfections across different animal species and body sites, often affecting the gastrointestinal tract but also being mnplicated in extra- intestinal
mnfections

Species Detected AlD* Percentage Cells per Sample| MNormal Range | Inferred Status
Anaerobiospiriffum sp. [1] - 2.8% 280,000,000 MNA MNA
Clostridium perfringens [2] == 1.1% 110,000,000 MA MA
Helicobacter rappini [5] [Link] 0.1 % 10,000,000 MA NA
Campylobacter helveticus [6] [LY] 0.13% 5,000,000 0-4.6 % ® Normal

2-Fongi

No Known Eukaryotic Pathogen Detected!

3. Parasites

Species Detected AlD* Percentage Cells per Sample | Mormal Range | Inferred Status
Tritrichomonas foetus [7] - 96.0 % 2,100 NA MNA
Giardia duodenalis [8] 3.5 % 78 MNA NA

Abbreviation Key:

@ Normal Range. Species detected within the reference range of cinically healihy animals.

@ Abnormal Range. Species detected outside the reference range of clinically healthy animals.
@ Disease Range. Species detecied significantly higher than the reference range of clinically healthy animals.

* AlD stands for Animal Infection Database. It is a resource center to provide more information for microbes in animal microbiome settings.
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These columns indicate the percentage of the microbiome of each pathogen, their cell counts within
the sample, and the normal range of the pathogen in clinically healthy individuals.
(Please note, normal ranges are not available for all pathogens, sample types, or animal species)

1. Bacteria
Species Detected AlD* Percentage Cells per Sample| MNormal Range | Inferred Status
Anaerobiospirifium sp. [1) 2.8% 280,000,000 MNA MNA
Clostridium perfringens [2] 1.1% 110,000,000 MA MA
Helicobacter rappini [5] [Lirk] 0.1% 10,000,000 MA NA
Campyfobacter helveticus [6] [Link] 0.1 % 5,000,000 0-4.6 % ® Mormal
2. Fungi
No Known Eukaryotic Pathogen Detected!
3. Parasites
Species Detected AlD* Percentage Cells per Sample| Normal Range | Inferred Status
Tritrichomonas foetus [7) 96.0 % 2,100 MNA MNA
Giardia duodenalis [8] 3.5 % 78 MNA NA
Abbreviation Key:

@ Normal Range. Specias detected within the reference range of clnically healihy animals.

@ Abnormal Range. Species detecied outside the reterence range of clinically healthy animals.
@ Disease Range. Spacies detected significantly higher than the reference range of clinically healthy animals.

* AID stands for Animal Infection Database. It is a resource center to provide more information for microbes in animal microbiome settings.

Microbial Composition Overview:
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Other parasites, such as Giardia,
tapeworms, and roundworms, will
be reported here.

MIDCOG All-in-One Microbial Test s

Animal Diagnostics

Patient Name: Health Status: Other Account #:

Owner's Mamie: Ordered by: Internal 1D: md1290_54
Ereed: Email: Sample Type: Feces
Age: Hospital: Received Date:  226/2026
Specles: Dog Location: Report Date: 030226

Potential Clinically Relevant Microbes Detected:

Top 5 potential Bacterial and Eukaryotic pathogens are listed. The comprehensive list of all microbeas are shown in page 3. “Inferred” column indicates
the difference of the species’ abundance from "Mormal Range®, i.e. its abundance in clinical healthy animals. Less than 1000 cells of Bacteria or less
than 10 cells of Fungi are often not clinically significant.

1. Bacteria

Species Detected AlD* Percentage Cells per Sample| MNormal Range | Inferred Status
Anaerobiospiriffum sp. [1] - 2.8% 280,000,000 MNA MNA
Clostridium perfringens [2] == 1.1% 110,000,000 MA MA
Helicobacter rappini [5] [Link] 0.1 % 10,000,000 MA NA
Campylobacter helveticus [6] [Link] 0.1% 5,000,000 0-4.6 % ® Normal

2. Fungi

No Known Eukaryotic Pathogen Detected!

3. Parasites

Species Detected AlD* Percentage Cells per Sample | Mormal Range | Inferred Status
Tritrichomonas foetus [7] - 96.0 % 2,100 NA MNA
Giardia duodenalis [8] = 3.5 % 78 MNA NA

Abbreviation Key:

@ Normal Range. Species detected within the reference range of cinically healihy animals.
@ Abnormal Range. Species detected outside the reference range of clinically healthy animals.
@ Disease Range. Species detected significantly higher than the reference range of clinically healthy animals.

* AlD stands for Animal Infection Database. It is a resource center to provide more information for microbes in animal microbiome settings.

Microbial Composition Overview:
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Here, we show the microbial
overview. This demonstrates what
percentage of the microbiome is
dominated by Bacteria vs. Fungi vs.
Other Eukaryota like protists and
parasites.

MIDCOG All-in-One Microbial Test s
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Patient Name: Health Status: Other Account #:

Owner's Mamie: Ordered by: Internal 1D: md1290_54
Ereed: Email: Sample Type: Feces
Age: Hospital: Received Date:  226/2026
Specles: Dog Location: Report Date: 030226

Potential Clinically Relevant Microbes Detected:

Top 5 potential Bacterial and Eukaryofic pathogens are listed. The comprehensive list of all microbes are shown in page 3. "Inferred” column indicates
the dilference of the species’ abundance from “Mormal Range®, i.e. its abundance in clinical healthy animals. Less than 1000 cells of Bacteria or less
than 10 cells of Fungi are often not clinically significant.

1. Bacteria

Species Detected AlD* Percentage Cells per Sample| MNormal Range | Inferred Status
Anaerobiospiriffum sp. [1] - 2.8% 280,000,000 MNA MNA
Clostridium perfringens [2] == 1.1% 110,000,000 MA MA
Helicobacter rappini [5] [Link] 0.1 % 10,000,000 MA NA
Campylobacter helveticus [6] [Link] 0.1% 5,000,000 0-4.6 % ® Normal

2. Fungi

No Known Eukaryotic Pathogen Detected!

3. Parasites

Species Detected AlD* Percentage Cells per Sample | Mormal Range | Inferred Status
Tritrichomonas foefus [7] - 96.0 % 2,100 NA MNA
Giardia duodenalis [8] = 3.5 % 78 MNA NA

Abbreviation Key:

@ Normal Range. Species detected within the reference range of cinically healihy animals.
@ Abnormal Range. Species detected outside the reference range of clinically healthy animals.
@ Disease Range. Species detected significantly higher than the reference range of clinically healthy animals.

* AlD stands for Animal Infection Database. It is a resource center to provide more information for microbes in animal microbiome settings.
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Antimicrobial Resistance for Detected Clinically Relevant Microbes

The sample was soroened lor anlibiohc resistance genes and ininnsic rosistances Please loliow antimicrobial stowarcship guiselines for cautious anibiolic use.
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To make the AMR information easy
to interpret, we provide a color key
explaining the different
results/recommendations

Antimicrobial Resistance for Detected Clinically Relevant Microbes

The sample was screened lor anlibiolic resislance gones and ininsic resislances . Please lollow antimicrobial stowaraship guiselnes lor caulious anibiolic use.
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R: These drugs are not
recommended for the indicated
pathogen due to either wide-spread
intrinsic resistance, a powerful AMR
gene in this pathogen, or this drug
has been shown to work on <10% of
strains.

Antimicrobial Resistance for Detected Clinically Relevant Microbes

The sample was soroened lor anlibiohc resistance genes and ininnsic rosistances Please loliow antimicrobial stowarcship guiselines for cautious anibiolic use.
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INot Recommended (resistance genes detected, intrinsic resistance, or <10%
effectiveness in antibiogram studies)

“ Intermediate Resistance Predicted

- |No resistance detected/no info

P |No resistance detected and Poor Efficacy (< 50% effectiveness in antibiogram studies)
“ No resistance detected and Fair Efficacy (< 75% effectiveness in antibiogram studies)
No resistance detected and Good Efficacy (> 75% effectiveness in antibiogram studies)
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Antimicrobial Resistance for Detected Clinically Relevant Microbes

The samgle was screened lor anliblolic resislance genes and intdnskc rosisiances. Ploase lollow anlimicrobial slowardship g_]mdn-lnnﬁ for caulious anibiolic use.
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INot Recommended (resistance genes detected, intrinsic resistance, or <10%
effectiveness in antibiogram studies)

“ Intermediate Resistance Predicted

- No resistance detected/no info

P |No resistance detected and Poor Efficacy (< 50% effectiveness in antibiogram studies)
.- No resistance detected and Fair Efficacy (< 75% effectiveness in antibiogram studies)
No resistance detected and Good Efficacy (> 75% effectiveness in antibiogram studies)
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Antimicrobial Resistance for Detected Clinically Relevant Microbes e

The sample was soroened lor anlibiohc resistance genes and ininnsic rosistances Please loliow antimicrobial stowarcship guiselines for cautious anibiolic use.
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INot Recommended (resistance genes detected, intrinsic resistance, or <10%
effectiveness in antibiogram studies)

“ Intermediate Resistance Predicted

- |No resistance detected/no info
P |No resistance detected and Poor Efficacy (< 50% effectiveness in antibiogram studies)

“ No resistance detected and Fair Efficacy (< 75% effectiveness in antibiogram studies)
No resistance detected and Good Efficacy (> 75% effectiveness in antibiogram studies)

MiDCOG

Animal Diagnostics




Antimicrobial Resistance for Detected Clinically Relevant Microbes

The sample was screened lor anlibiolic resislance gones and ininsic resislances . Please lollow antimicrobial stowaraship guiselnes lor caulious anibiolic use.

Grug ;
Tiees" Aot T Sugpuited Doss [Ny Sv—
Colarcin 15 myieg, o 12 s v, oG
e gdadathir 470 myuy o B s o
Cegdadian 77 My, o 12 hes =)
Cebaerel 77 may'eg, o 12 hes PO
Celzin 15 migeg, & 12 Mot ™, 5C
Periclin B 10mghg. o B s PO
Fenchn G : :
Caalir 72 Mgy, 4 B v
Amealin 2 myg q Bk W, SC
Arrcw olin 72 mg'g. o Bhm 3]
Clirrwron 'llErn;'iq.qI!‘h: 7]
1] CARa—C I 1 } B mgieg g 24 b v, 8¢
T ctwameyzin | MiTopicl U
Heormyar i ] . Foocsi Uos
ek e = L] 1 Eimgegq iz 3]
Licomycin : i | 1575 myg. q 74Ts 3]
Donyydne ' Tmgeg g 120 0
. : 10 mgeg. G 12 es =)
RN — . 20 mgeg, q 12 his =53]
S Bor amon . 3 mgeg. q 12 hes )
Y/} n . T i e - = P
P": No resistance genes were detected stamtcuc | 5 3amie a2
e : 10 mgeg. § Bhe W
1 H : Celovean . R -
against this drug, and this drug has been s : Sers c7iea =
° . T TTTEL 5C
shown to work on < 50% of strains. o = —— T
O e 257 5 mgiag, g 24 hes [ 8]
G ormmpden ool HmgggBhes (]
Fostoricsd 70 mgyeg, q 12 his [C3]
AT 15 mgiag, g 24 his v, 5

INot Recommended (resistance genes detected, intrinsic resistance, or <10%
effectiveness in antibiogram studies)

“ Intermediate Resistance Predicted

- |No resistance detected/no info
- P |No resistance detected and Poor Efficacy (< 50% effectiveness in antibiogram studies)

“ No resistance detected and Fair Efficacy (< 75% effectiveness in antibiogram studies)
No resistance detected and Good Efficacy (> 75% effectiveness in antibiogram studies)
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Antimicrobial Resistance for Detected Clinically Relevant Microbes
The sample was screened lor anlibiolic resislance gones and ininsic resislances . Please lollow antimicrobial stowaraship guiselnes lor caulious anibiolic use.

Drug . [r—
Theen" Aritiiatics "‘"""""“"F"n r ,“’"" Buggested Dose Brug
Cotazcin 15 mg'eg. q 12 hes v, 5C
e tfakahi d-T0mghg. g B hrs Fo
Cegdadian 77 My, o 12 hes =]
Cebaerel 77 may'eg, o 12 hes PO
Tl 15 migeg, & 12 Mot ™, 5C
Fev B B-10 mgg. o B s O
Fenabn G : :
Caalir 72 Mgy, 4 B v
=T 72 mg'eg. b W, SC
Amoralin =2 mpieg q Bl 7]
Cirrwroa 'llErn;'iq.qI!‘h: =]
15l Gorfamar | 1 i B mgieg g 24 b Y, 5C
T ctwameyzin . iMool Usa
hecmmran F = I Topacal Uss
Gincasmeyoin = " 1 St mpig g 12hs (5]
LinCoumeysin i il 1575 mgeg, g F4lrs ]
Doxysydre . % mgeg. q 125 3]
. : 10 mgeg. G 12 es =)
Tetiacydrs . 70 mgeg. o 12 s =53]
S Bor amon . 3 mgeg. q 12 hes 7O
o T o 0 [ L]
: No resistance genes were detected = lantorat [ BN .
[T z 10 mysg. q Bhes ™
. . . Celzvear ; B Mg o SC
against this drug, and this drug has been s : Sers c7iea =
. CeRchur 22 mgig qidbe 5C
shown to work on 50-75% of strains. Timont _ Topheates
o A thioemymin IR Smgig g 12 s ]
O e 257 5 mgiag, g 24 hes [ 8]
G ormmpden ool HmgggBhes (]
Flerten zol 0 mgg, q 17 his 5
AT 15 mgiag, g 24 his v, 5

INot Recommended (resistance genes detected, intrinsic resistance, or <10%
effectiveness in antibiogram studies)

“ Intermediate Resistance Predicted

- |No resistance detected/no info
- P |No resistance detected and Poor Efficacy (< 50% effectiveness in antibiogram studies)

“ No resistance detected and Fair Efficacy (< 75% effectiveness in antibiogram studies)
No resistance detected and Good Efficacy (> 75% effectiveness in antibiogram studies)
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Antimicrobial Resistance for Detected Clinically Relevant Microbes
The sample was screened lor anlibiolic resislance gones and ininsic resislances . Please lollow antimicrobial stowaraship guiselnes lor caulious anibiolic use.

Drug 1 [r—
Theen" Aritiiatics "‘"""""“"F"n r ,“’"" Buggested Dose Brug
Cotazchn 15 My, § 12 fes W, 5
e gdadathir 470 myuy o B s FO
Cegdadian 77 My, o 12 hes =]
Cebaerel 77 may'eg, o 12 hes PO
Tl 15 migeg, & 12 Mot ™, 5C
Fev B B-10 mgg. o B s O
Fenchn G : :
Caalir 72 Mgy, 4 B v
Remcs hr 72 mgeg. qBbex W, SC
Amoralin =2 mpieg q Bl 7]
Cirrwroa 'llErn;'iq.qI!‘h: =]
15l Gorfamar | 1 i B mgieg g 24 b Y, 5C
T ctwameyzin . iMool Usa
Hecemyan | R I Topcal Use
Gincasmeyoin = " 1 St mpig g 12hs (5]
LinCoumeysin i il 1575 mgeg, g F4lrs ]
Doxysydre . % mgeg. q 125 3]
Mrccydeg . 10 mgieg. q 12 his )
Tetiacydrs . 70 mgeg. o 12 s =53]
S Bor amon . 3 mgeg. q 12 hes 7O
Y/ n 0 T o -~ [
G": No resistance genes were detected = lantorat [ BN
[TTr=y=rn : 10 mysg. q Bhes ]
. . . Celovearn - B g g or SC
against this drug, and this drug has been s : Sers c7iea =
. Celola 2.2 mgieg. 24 brs SC
shown to work on >75% of strains. L : L
o A thioemymin IR Smgig g 12 s ]
O e 257 5 mgiag, g 24 hes [ 8]
G ormmpden ool HmgggBhes (]
Flerten zol 0 mgg, q 17 his 5
AT 15 mgiag, g 24 his v, 5

INot Recommended (resistance genes detected, intrinsic resistance, or <10%
effectiveness in antibiogram studies)

“ Intermediate Resistance Predicted

- |No resistance detected/no info
- P |No resistance detected and Poor Efficacy (< 50% effectiveness in antibiogram studies)

“ No resistance detected and Fair Efficacy (< 75% effectiveness in antibiogram studies)
No resistance detected and Good Efficacy (> 75% effectiveness in antibiogram studies)
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Here we show the most abundant microbes (bacteria and fungi) observed in the sample, including e
commensals and potential pathogens. We include the percentage of the microbial community occupied
by each microbe to demonstrate the proportion of the community made up by potential pathogens.

ESpecIEs Detected AlD* Percentage |Cells per Sample| Normal Range | Inferred Status
Segatella copri - 23.6% 2,400,000,000 0-28.0 % @ Normal
|Blautia sp. - 9.9% 1,000,000,000 NA MNA
|Catenibacterium sp. - 9.8 % 980,000,000 NA NA
Alloprevolella sp. s B.79% 870,000,000 MA MA
|Prevotella sp. - 4.8% 480,000,000 MNA NA
|Peptacetobacter sp. - 4.1% 410,000,000 0-13.0% ® Normal
|Holdemanelia biformis - 3.0% 300,000,000 0-29% ® Abnormal
Anaerobiospiriflum sp. [1] - 28% 280,000,000 NA MNA

Fungi Composition 5 ;
Potential pathogen species are

oot ; colored red and commensals are
100 0%} H
; blue

: Your Sample Clinically Healthy Reference -
{ |Spacla=s Detected AlD* Percentage |Cells per Sample| MNormal Range | Inferred Status

|Periconia cookei - 100.0 % 1 0-02% ® Abnormal

Donut plots above depict the relative abundance of all detected Baclerial or fungal species. Each color represents a different species. The larger the
colored segmen is, the more abundant thal species is in the specimen.

The tables above ksts lop 8 bacterialfungal species detected within the kmit of detection. The absolute and relalive abundances of each species is
shown. Polenlial clinically relevanl microbes are highbghted in red.

Abbreviation Key:

@ Mormal Range. Species dolectod within th relerence range of chmcally healthy animals.
® Abnormal Range. Species detected outside the relerence range of clinically healthy animals.
@ Disease Range. Species detected significantly higher than the reference range of chinically healthy animals.

* AlD stands for Animal Infection Database. Il is a resource cenler 1o provide more information for microbes in animal microbiome seltings.
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The donut plots visualize the overall
composition and diversity of each
group (bacteria, fungi, other
eukaryota), and if known, how it
compares to clinically healthy
reference. Each color represents a
different microbial species.

Supplemental Data

Bacteria & Archaea Composition

................................................................................................................................

: Your Sample Clinically Healthy Reference '
is:necins Detected AlD" Percentage |Cells per Sample| Normal Range | Inferred Status
Segatella copri 23.6 % 2,400,000,000 0-28.0 % @ Normal
|Blautia sp. 9.9% 1,000,000,000 NA NA
|Catenibacterium sp. 9.8 % 980,000,000 NA NA
Alloprevotefla sp. 8.7 % 870,000,000 MA MA
|Prevotella sp. 4.8 % 480,000,000 NA NA
|Peptacetobacter sp. 4.1% 410,000,000 0-13.0 % @ Normal
|Holdemaneiia biformis 3.0 % 300,000,000 0-2.9% ® Abnormal
Anaerobiospirillum sp. [1] 2.8 % 280,000,000 NA NA
Fungi Composition

Pericones

’ faaa s
; Your Sample Clinically Healthy Reference '
ISpeclas Detected AlD* Percentage |Cells per Sample| MNormal Range | Inferred Status
|Periconia cookei 100.0 % 1 0-02% @ Apnormal

Donut plots above depict the relative abundance of all detecled Baclerial or fungal species. Each color represents a different species. The larger the
colored segment is, the more abundant that species is in the specimen.

The tables above kists top 8 bacternalfungal species detected wilthin the limit of detection. The absolule and relative abundances of each species is

shown. Polenlial clinically relevant microbas are highlghted in red.

Abbreviation Key:

@ Hormal Range. Spacies colectod within the relerence range of chrcally hoalthy ansmals.

@ Abnormal Range. Species detected outside the relerence range of chinically healthy animals.
@ Discase Range. Specios detected significantly higher than the reference range of clinically healthy animals.
* AlD stands for Animal Infection Database. Il is a resource cenler 10 provide more information for microbes in animal microbiome seltings.
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Supplemental Data
Bacteria & Archaea Composition

................................................................................................................................

[

Microbes belonging to previously
undescribed species that have been
classified down to the genus level
will include the 'sp' suffix to
illustrate their status as novel
organisms.

_ Your Sample Clinically Healthy Reference '
i5pecins Detected AlD" Percentage |Cells per Sample| Normal Range | Inferred Status
Segatella copri - 23.6 % 2,400,000,000 0-28.0 % @ Normal
|Blautia sp. 1 - 99% 1,000,000,000 NA NA
|Catenibacterium sp. - 9.8 % 980,000,000 NA NA
|Alioprevotella sp. - 8.7 % 870,000,000 NA NA
|Prevotella sp. = 4.8% 480,000,000 NA NA
‘Ptemacembaﬂer 5p. - 4.1% 410,000,000 0-13.0 % @ Normal
Holdemaneiia biformis - 3.0 % 300,000,000 0-2.9 % ® Abnormal
Anaerobiospiriflum sp. [1] - 2.8% 280,000,000 NA NA
Fungi Composition

o=

(10 5

: Your Sample Clinically Healthy Reference
|Speclas Detected AlD* Percentage |Cells per Sample| MNormal Range | Inferred Status
|Periconia cookei - 100.0 % 1 0-02% ® Abnormal

Donut plots above depict the relative abundance of all detecled Baclerial or fungal species. Each color represents a different species. The larger the
colored segment is, the more abundant that species is in the specimen.

The tables above ksts top 8 bacterialfungal species detected within the kmil of detection. The absolule and relative abundances of each species is
shown. Polenlial clinically relevant microbas are highlghted in red.

Abbreviation Key:

@ Hormal Range. Spacies colectod within the relerence range of chrcally hoalthy ansmals.

@ Abnormal Range. Species detected outside the relerence range of chinically healthy animals.

@ Discase Range. Specios detected significantly higher than the reference range of clinically healthy animals.

* AlD stands for Animal Infection Database. Il is a resource cenler 10 provide more information for microbes in animal microbiome seltings.
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Here we highlight all non-fungal
- o eukaryotes detected in the sample,
including parasites.

Eukaryota (Excluding Fungi) Composition

Tritrichamonas

foelus
0, 0N

: Your Sample -

[Epwin Detected AID* Percentage | Cells per Sam _plnr_ Normal Range l_ Inferred Status
Tritnchomonas foelus - 96.0 % 2,100 MA MNA

Giardia duodenalis -- 3.9 % 78 MA MNA
(c)Cestoda sp. - 0.5 % 11 MA MA

Donul plots above depict the relative abundance of all detected eukaryole or virus species. Each coler represents a ditferent species. The larger the
colored segment is, the more abundant thal species is in the specimen.

The tables above lisis lop 8 species detected within the limit of deteclion. The absolule and rélalive abundances of each species is shown. Polenlial
chrically relevani microbes are highlighted in red.

* AID stands for Animal Infection Database. Il is a resource center 1o provide maore information for microbas in animal microbiomea setlings.

MIiDCOG

Animal Diagnostics




Organisms that are unable to be classified down to the
r o genus level are identified down to the closest phylogenetic
rank: phylum (p), class (c), order (o), family (f)

Eukaryota (Excluding Fungi) Composition

Tritrichamonas
foelus
(00, 0%}

Your Sample
Tritri as foelus -~ | 96.0% 2.100 NA NA
Giardia duodenalis o 3.5 % 78 NA NA
(c)Cestoda sp. - 0.5 % 11 NA NA

Donul plots above depict the relative abundance of all detected eukaryole or virus species. Each coler represents a ditferent species. The larger the
colored segment is, the more abundant thal species is in the specimen.

The tables above lisis lop 8 species detected within the limit of deteclion. The absolule and rélalive abundances of each species is shown. Polenlial
chrically relevani microbes are highlighted in red.

* AID stands for Animal Infection Database. Il is a resource center 1o provide maore information for microbas in animal microbiomea setlings.
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The identity of the pathogens are

- o important, but it's equally important
to know what they are capable of. On
this page we show the toxin genes
and biofilm genes detected in the
sample.
Toxin/Biofilm Genes Detected
Gene Virulence | Read
Predicted Host Species Symbol Class Counts Description
nagH Toxin a6 hyaluronidase
nagl Toxin [ 20 Ihyalumnlﬁasﬂ
colA Toxin 50 collagenase
nag.J Toxin 40 hyaluronidase
Closiridium perfringens (1.03%) nagl Toxin 34 hyaluronidase
nagk Toxin 3 hyaluronidase
ploA Toxin [ 21 Ipuﬂringulrsin O
plc Toxin 20 phospholipase C
plo Toxin 4 Perringolysin O
hiyB Toxin 10 [Hemolysin B
el Toxin 4 cylotoxic necrotizing lactor 1
Escherichia coli (0.03%) hyC_ | Toxin | 4 [HemolysinC
hily A Taxin 2 Hemaolysin A
senB Toxin | 1 enteroloxin
cdiB Toxin 3 CdiB
sopE Toxin 2 Toxin SopE
. limbrial biogenasis outer mambrana usher protein mrkC
mrkC Biofilm 19
Helicobacter rapping (0.1%) Precursor
mrk.J Biofilm 5 phosphodiesterase
mrkH Biofilm 4 transcriptional activator
mirkl Biofilm 2 LuxR family regulalory protein
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Toxin/Biofilm Genes Detected

Here, we show that Clostridium
perfringens possesses several
different toxin genes

Predicted Host Specles Description
50 hyaluronidase
50 collagenase
40 hyaluronidase
Clostridium perfringens (1.03%) naglL Toxin 34 hyaluronidase
nagk Touxin 3 hyaluronidase
pioA Toxin 21 Ipuﬂringulysin 6]
plc Toxin 20 phospholipase C
plo___ 1 _Toxin 4 Padringolygin O
hiyB Toxin 10 Hemolysin B
cnil Toxin 4 cylotoxic necrotizing lactor 1
Escherichia coli (0.03%) hiy Toxin 4 |Hemolysin C
hily A Toxin 2 Hemolysin A
| senB Toxin 1 _mmmlnxin
cdiB Toxin 3 CdiB
sopE Toxin 2 Toxin SopE
| - moke: Biofilm 19 limbrial biogenasis outer mambrana usher protein mrkC
Helicobacter rapping (0.1%) Precursor
mrk. Biofilm 5 phosphodiesterase
mrkH Biofilm 4 transcriptional activator
mirkl Biofilm 2 LuxR family regulalory protein
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Biofilms are structures that
allow bacterial pathogens to
adhere to surfaces, such as
medical implants. They are
critically important in several
infection types, including
wounds and UTls. Biofilms
help bacterial pathogens
colonize the host and resist
medical treatments.

Toxin/Biofilm Genes Detected

Prodicted Host Specles sﬁml ”'E":“““ m. Description
nagH Toxin 86 hyaluronidase
nagl F Toxin S0 Ihyalurnnlduasﬂ
colA Toxin 50 collagenase
nag. Toxin 40 hyaluronidase
Closiridium perfringens (1.03%) nagl Toxin 34 hyaluronidase
nagk Toxin ] hyaluronidase
ploA [ Toxin 21 Ip-urlringulysin O
plc Toxin 20 phospholipase C
plo Toxin ) Periringolysin O
hilyB Toxin 10 Hemaolysin B
eni Toxin 4 cyloloxic necrotizing lfactor 1
Escherichia coli (0.03%,) hiyC | Toxin 4 [Hemolysin C
hlyA Toxin 2 Hamaolysin A
| senB | Toxin 1 enteraloxin
cdiB Toxin 3 CdiB
sopE Toxin 2 Toxin SopE
: fimbrial biogenasis ouler membrane usher protein mrkGC
TICTICOnacTer Faepain (0.1 ] L '°Bhnhm s I:""ﬂ*-'-‘l-"ﬁ":'l:l'mEI ’
mrk.J Biofilm 5 phosphodiesierase
mrkH Biofilm 4 ranscriptional aclivalor
rmirkl Biohilm 2 LuxR family regulatory protain
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Here, we demonstrate that
Helicobacter rappini
possesses genes required to
form biofilms, illustrating it
potential for prolonged and
difficult to treat infection.

Toxin/Biofilm Genes Detected

Virulence

Predicted Host Species Symbol Class Counts Description
nagH Toxin 86 hyaluronidase
nagl Toxin [ S0 Ihyalurnnlﬂasﬂ
colA Toxin 50 collagenase
nag. Toxin 40 hyaluronidase
Clostridium periringens (1,03%) nagl Toxin 34 hyaluronidase
nagk Toxin ] hyaluronidase
ploA Toxin [ 21 Ipuﬂringulysin o
plc Toxin 20 phospholipase C
plo Toxin ) Periringolysin O
hiyB Toxin 10 Hemaolysin B
eni Toxin 4 cyloloxic necrotizing lfactor 1
Escherichia coll {0.03%) hiyG [ Toxin [ 4 [Hemolysin G
hlyA Toxin 2 Hamaolysin A
e ———— e e e e e e e e ] __saﬁ._._lmu___l___wawuin_ _______________ —
cdiB Toxin 3 CdiB
sopE Toxin 2 Toxin SopE |
| - mrkC Biofilm 19 fimbrial biogenesis outer membrane usher protein mrkC
Helicobacter rapping (0.1%) PIeCUrsor
mrk.J Biohilm 5 phosphodiesterase I
mrkH Biofilm 4 ranscriptional aclivalor
rmirkl Biohilm 2 LuxR family regulatory protain |
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