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Human papillomavirus (HPV) types 101 and 103 isolated from cervicovaginal cells lack an E6 open

123 reading frame (ORF) and are related to gamma-papillomaviruses. Virology, 2007, 360, 447-53 36 55

Reconsideration of systematic relationships within the order Euplotida (Protista, Ciliophora) using
new sequences of the gene coding for small-subunit rRNA and testing the use of combined data
sets to construct phylogenies of the Diophrys-complex. Molecular Phylogenetics and Evolution, 2009

Characterization and experimental transmission of an oncogenic papillomavirus in female

126 macaques. Journal of Virology, 2007, 81, 6339-45 66 54
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go inferred from the complete SSrRNA gene sequence, with establishment of a new order 36 22
Loxocephalida n. ord. (Ciliophora, Oligophymenophorea). European Journal of Protistology, 2006, 42, 107-14

Evaluation of Oral Cavity DNA Extraction Methods on Bacterial and Fungal Microbiota. Scientific
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Journal of Virological Methods, 2021, 289, 114032 26 18
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Genome Sequences. Journal of Virology, 2016, 90, 5503-5513



(2009-2016)

In vitro inhibition of human papillomavirus following use of a carrageenan-containing vaginal gel.
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based on RAPD fingerprinting and ARDRA riboprinting. European Journal of Protistology, 2002, 38, 383-3@?

6 Impact of inter- and intra-individual variation, sample storage and sampling fraction on human stool
4 microbial community profiles. PeerJ, 2019, 7, e6172

Bacteria pathogens drive host colonic epithelial cell promoter hypermethylation of tumor
suppressor genes in colorectal cancer. Microbiome, 2020, 8, 108

Role of polycyclic aromatic hydrocarbons as a co-factor in human papillomavirus-mediated 3 1
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