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ASSOCIATIONS BETWEEN THE GA-MAP DYSBIOSIS 
INDEX AND FAECAL BACTERIAL PROFILE DEVIATIONS

Background/Aim. The human gut bacterial microbiota contributes to metabolic, immune, and intestinal barrier homeosta-
sis. Alterations in its composition are associated with gastrointestinal disorders. This study characterised deviations in pre-
defined bacterial profile blocks and explored their associations with the GA-map Dysbiosis Index (DI) and age. Methods. We 
retrospectively analysed 156 anonymised GA-map Dysbiosis Test reports from stool samples were submitted for routine 
laboratory testing between 22 November 2024 and 30 March 2026. As the dataset lacked clinical indications, symptoms, di-
agnoses, dietary data, and information on recent antibiotic or probiotic use, it was treated as a laboratory-based referral 
sample; findings were descriptive and not population- or disease-specific prevalence estimates. According to the GA-map 
Dysbiosis Test Lx v2 report form, predefined blocks A1–E5 representing core microbiota and diversity, diet-associated groups, 
carbohydrate- and probiotic-related bacteria, epithelial integrity and short-chain fatty acid producers, and potentially patho-
genic or inflammation-associated bacteria. C1 comprised markers associated with complex-carbohydrate fermentation and 
cross-feeding, including Bacteroides spp., Parabacteroides spp., [Clostridium] methylpentosum, and Ruminococcus bromii. 
C2 included lactic acid bacteria and probiotic-associated markers, including Bifidobacteriaceae, Lactobacillaceae, Lactobacil-
lus spp., Streptococcus spp. Descriptive statistics, Pearson’s chi-square or Fisher’s exact test, and Spearman’s correlation 
were used (p < 0.05). The data were anonymized before analysis; consent for personal data processing had been obtained. 
Results. At least one profile-block deviation occurred in 120 participants (76.9%), of these, 72 had DI 1—2 and 48 had DI 
3—5. The most frequent deviations were detected in block C2 in 84(53.9%) and in block C1 in 83 (53.2%). followed by B1 — 
54 (34.6%), D2 — 41(26.3%), and D1 — 32 ( 20.5%). DI values of 1—2, 3, and 4—5 were observed in 108 (69.2%), 42 
(26.9%), and 6 (3.8%), respectively. A1–A2 deviations were descriptively more frequent at higher DI levels, reaching 5/6 
(83.3%) in the DI 4—5; however, this subgroup was small. Age was weakly correlated with the number of profile deviations 
(Spearman’s ρ = 0.211; p = 0.008). Among the participants aged ≥60 years (n = 21), 16 had at least three deviations. The age 
association for C2 was nominal (p = 0.049). Conclusions. Profile-block deviations were frequent in participants with DI 1—2, 
whereas DI >2 was observed in 48 (30.8%). Owing to unavailable clinical and microbiota-modifying data, the findings are 
descriptive and not population- or disease-specific.
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