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Background and Objectives
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Dental plague mainly consists of a community of different bacteria. Characteristic fatty acids oiraves = = Bacteria 7R TR
(FAs) as a constituent of bacterial membrane lipids can be used to characterize certain bacterial N Qees ¢ _FAME profile_
groups (e.g. Gram+ and Gram- bacteria). The composition of the bacterial community could  eg. predominanty . onamg
. : : : : : : : : ydroxylated-, ram -
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fast method facilitating routine use in a toxicological laboratory was adopted and optimized for cyclopropane-FAMEs .

: . . i Ow Or ni
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Fig. 1: Correlation of FAME profiles, bacterial composition and drug results.

Methods Results and Discussion
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[4,5] led to the program displayed in Tab. 1. | ranges from 5.0 to 4,000 ng/mL. Accuracy and
Baseline separation was achieved for all FAMEs | precision were within a 20% margin. The LOQ
Plaque collection and drug analysis [3]: In single lon monitoring mode. ranged from 5.0 to 50 ng/mL.
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Drug concentrations and FAME profiles of 10 subjects

ACRZXgaction Q‘iﬁé‘iﬂfé‘é‘ﬁ;"f The total amount of FAMESs detected In the authentic plague samples varied from 4.0 to 37 ug/mg with
LC-MS/MS EDDP C16:0 (1.9 to 13 pg/mg) and C18:1n-9c (0.5 to 13 ug/mg) as the most prevalent FAMEs. Among the 13

FAMEs of exclusively bacterial origin the highest responses were obtained for iso-C15:0 and

cyclopropane-C19:0.

he amount of methadone and EDDP showed high variations even in the plague of subjects that

received the same daily dose (e.g. subjects 4 to 6, Tab. 2). Variations were also visible in the FAME

profiles. Especially the profiles of bacterial FAMEs showed high variations between the subjects.
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[ explain the variations in drug concentrations even If no exact match between a specific FAME profile

FAME preparation and analysis: These variations are an indication for differences in the bacterial composition of the plague. This could
Evaporation, FAME extraction: and low or high methadone/EDDP concentrations was found in the 10 subjects that were investigated.
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Conclusion

The presented method is well suited for routine laboratories and offers a tool to indirectly characterize the bacterial composition of dental plaque via FA
profiles. Thus, the method enables to investigate correlations between drug concentrations and the bacterial composition of dental plague. This may
help to better interpret drug results and to establish plague as novel alternative matrix in forensic toxicology.
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