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BACTERIA INFORMATION

Expected / Beneficial bacteria make up a significant portion of the total microflora in a healthy & balanced GI tract. These beneficial bacteria
have many health-protecting effects in the GI tract including manufacturing vitamins, fermenting fibers, digesting proteins and carbohydrates,
and propagating anti-tumor and anti-inflammatory factors.
Clostridia are prevalent flora in a healthy intestine. Clostridium spp. should be considered in the context of balance with other
expected/beneficial flora. Absence of clostridia or over abundance relative to other expected/beneficial flora indicates bacterial imbalance. If C.
difficile associated disease is suspected, a Clostridium difficile toxins A/B or GI Pathogens PCR test is recommended.
Commensal (Imbalanced) bacteria are usually neither pathogenic nor beneficial to the host GI tract. Imbalances can occur when there are
insufficient levels of beneficial bacteria and increased levels of commensal bacteria. Certain commensal bacteria are reported as dysbiotic at
higher levels.
Dysbiotic bacteria consist of known pathogenic bacteria and those that have the potential to cause disease in the GI tract. They can be present
due to a number of factors including: consumption of contaminated water or food, exposure to chemicals that are toxic to beneficial bacteria; the
use of antibiotics, oral contraceptives or other medications; poor fiber intake and high stress levels. Aeromonas, Campylobacter, Plesiomonas,
Salmonella, Shigella, Vibrio, Yersinia, & Edwardsiella tarda have been specifically tested for and found absent unless reported.

BACTERIOLOGY CULTURE

NG = No Growth

Dysbiotic flora
1+ Corynebacterium aurimucosum

1+ Staphylococcus aureus

2+ Streptococcus salivarius

1+ Streptococcus constellatus

Commensal (Imbalanced) flora
4+ Bacteroides family

4+ Bifidobacterium family

4+ Escherichia coli

NG Lactobacillus family

2+ Enterococcus family

3+ Clostridium family

Expected/Beneficial flora

SPECIMEN DATA
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Microbiology
Beneficial Flora
One or more of the expected or beneficial bacteria are low in this specimen. Normally abundant bacteria include Lactobacillus spp,
Bifidobacteria spp, Clostridium spp, Bacteroides fragilis group, Enterococcus spp, and Escherichia coli. The beneficial flora have
many health-protecting effects in the gut, and as a consequence, are crucial to the health of the whole organism. Some of the roles
of the beneficial flora include digestion of proteins and carbohydrates, manufacture of vitamins and essential fatty acids, increase
in the number of immune system cells, break down of bacterial toxins and the conversion of flavonoids into anti-tumor and anti-
inflammatory factors. Lactobacilli, bifidobacteria, clostridia, and enterococci secrete lactic acid as well as other acids including
acetate, propionate, butyrate, and valerate. This secretion causes a subsequent decrease in intestinal pH, which is crucial in
preventing an enteric proliferation of microbial pathogens, including bacteria and yeast. Many GI pathogens thrive in alkaline
environments. Lactobacilli also secrete the antifungal and antimicrobial agents lactocidin, lactobacillin, acidolin, and hydrogen
peroxide. The beneficial flora of the GI tract have thus been found useful in the inhibition of microbial pathogens, prevention and
treatment of antibiotic associated diarrhea, prevention of traveler's diarrhea, enhancement of immune function, and inhibition of the
proliferation of yeast.

In a healthy balanced state of intestinal flora, the beneficial bacteria make up a significant proportion of the total microflora. Healthy
levels of each of the beneficial bacteria are indicated by either a 2+, 3+ or 4+ (0 to 4 scale). However, in some individuals there is
an imbalance or deficiency of beneficial flora and an overgrowth of non-beneficial (imbalance) or even pathogenic microorganisms
(dysbiosis). This can be due to a number of factors including: consumption of contaminated water or food; daily exposure of
chemicals that are toxic to beneficial bacteria; the use of antibiotics, oral contraceptives or other medications; poor fiber intake and
high stress levels.

A number of toxic substances can be produced by the dysbiotic bacteria including amines, ammonia, hydrogen sulfide, phenols,
and secondary bile acids which may cause inflammation or damage to the brush border of the intestinal lining. If left unchecked,
long-term damage to the intestinal lining may result in leaky gut syndrome, fatigue, chronic headaches, and sensitivities to a
variety of foods. In addition, pathogenic bacteria can cause acute symptoms such as abdominal pain, nausea, diarrhea, vomiting
and fever in cases of food poisoning.

Antibacterial and antifungal susceptibility testing to a variety of prescriptive and natural agents may be provided for the pathogenic
organisms that are cultured from this patient's specimen. This testing is intended to provide the practitioner with useful information
to help plan an appropriate treatment regimen. A comprehensive program may be helpful in individuals in whom a dysbiotic
condition has caused extensive GI damage.

Note: Not all genera or species can be tested for susceptibilities in the laboratory due to their specific growth requirements. In
addition, the Centers for Disease Control and Prevention recommend not testing certain organisms such as those associated with
food poisoning. If a practitioner has specific questions, please contact customer service.
Clostridium spp
Clostridia are expected inhabitants of the human intestine. Although most clostridia in the intestine are not virulent, certain species
have been associated with disease. Clostridium perfringens is a major cause of food poisoning and is also one cause of antibiotic-
associated diarrhea. Clostridioides difficile is a causative agent in antibiotic-associated diarrhea and pseudomembranous colitis.
Other species reported to be prevalent in high amounts in patients with Autistic Spectrum Disorder include Clostridium histolyticum
group, Clostridium cluster I, Clostridium bolteae, and Clostridium tetani.
Imbalanced Flora
Imbalanced flora are those bacteria that reside in the host gastrointestinal tract and neither injure nor benefit the host. Certain
dysbiotic bacteria may appear under the imbalanced category if found at low levels because they are not likely pathogenic at the
levels detected. Imbalanced bacteria are commonly more abundant in association with insufficiency dysbiosis, and/or a fecal pH
more towards the alkaline end of the reference range (5.8 - 7.0). Treatment with antimicrobial agents is unnecessary unless
bacteria appear under the dysbiotic category.

Introduction
This analysis of the stool specimen provides fundamental information about the overall gastrointestinal health of the patient. When
abnormal microflora or significant aberrations in intestinal health markers are detected, specific commentaries are presented. If no
significant abnormalities are found, commentaries are not presented.
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