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ABSTRACT
Objective: Our aim was to compare the subgingival microbiome composition in samples
collected by curettes and paperpoints.
Methods: Subgingival plaque of rheumatoid arthritis patients with periodontitis (N=66) or
gingivitis (N=15) was collected at two timepoints by sterile curettes and paperpoints. Unused
sterile paperpoints were included as controls. The microbial DNA was processed for 16S rRNA
gene amplicon sequencing. The data was processed and clustered into Operational
Taxonomic Units (OTUs) and assessed by multivariate analyses.
Results: Unused paperpoints showed various levels of DNA contamination. The OTUs specific
for unused paperpoints were classified as Exiguobacterium, Enterococcus, Methylobacterium,
Aquabacterium and Pseudomonas and were removed from the dataset.
Microbial profiles of curette samples differed significantly from the paperpoint samples
(PERMANOVA, p=0.0009, F=3.167). The paperpoint samples had significantly higher propor-
tion of OTUs classified as Streptococcus, Gemella, Parvimonas, Haemophilus, Aggregatibacter
and Clostridiales family XIII incertae sedis (p<0.05). Curette samples harbored higher propor-
tion of Corynebacterium, Prevotella, Selenomonas, Actinomyces and Treponema (p<0.05).
Curette samples had significantly higher species richness (p=0.01) and Shannon Diversity
Index (p=0.009) than the paperpoint samples.
Conclusions: Different subgingival plaque sampling techniques result in different micro-
biome profiles. Samples by paperpoints introduce microbial DNA contaminants and show
underestimated microbial diversity compared to samples obtained by curettes.
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