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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.

Clinically relevant
microbes. 



These links provide important
information about the pathogens in
the sample 



Clicking on these links opens the
associated information in the
MiDOG Animal Infections Database
(AID).



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)



Other parasites, such as Giardia,
tapeworms, and roundworms, will
be reported here.



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.



Lists clinically relevant pathogens
identified on page 1, along with
detected resistance and efficacy.
Antibiotic efficacy is found in the
key and based on previously
published antibiogram studies.



To make the AMR information easy
to interpret, we provide a color key
explaining the different
results/recommendations



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.



IR: We detected a moderate to weak
AMR gene in this microbe within the
sample. Not all AMR genes are enough to
confer resistance above clinical
breakpoints, but they provide evidence
that resistance may be accumulating in
this pathogen. If multiple IR genes
accumulate in a pathogen, they can
function together to confer resistance,
and the key will automatically update
from IR to R



“-”: No resistance genes were detected
against this drug, and this drug has not
been sufficiently described in existing
literature to be effective against this
pathogen.



“P”: No resistance genes were detected
against this drug, and this drug has been
shown to work on < 50% of strains.



“F”: No resistance genes were detected
against this drug, and this drug has been
shown to work on 50-75% of strains.



“G”: No resistance genes were detected
against this drug, and this drug has been
shown to work on >75% of strains.



Here we show the most abundant microbes (bacteria and fungi) observed in the sample, including
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.

Potential pathogen species are
colored red and commensals are
blue



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.



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.



Here we highlight all non-fungal
eukaryotes detected in the sample,

including parasites.



Organisms that are unable to be classified down to the
genus level are identified down to the closest phylogenetic

rank: phylum (p), class (c), order (o), family (f)



The identity of the pathogens are
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. 



Here, we show that Clostridium
perfringens possesses several

different toxin genes



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 UTIs. Biofilms
help bacterial pathogens
colonize the host and resist
medical treatments.



Here, we demonstrate that
Helicobacter rappini
possesses genes required to
form biofilms, illustrating it
potential for prolonged and
difficult to treat infection.
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