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Increasing evidence suggests that human papillomavirus (HPV) intratype variants 
(specific lineages and sublineages) are differentially associated with pathogenesis and 
progression from HPV infection to persistence and the development of cervical 
cancer. 

This study aimed to verify the prevalence of HPV infection, distribution of HPV types 
and intratype variants in Southern Brazil in women with and without cervical lesions. 

Table 1. HPV genotyping of cytology samples negative from HIV-1-positive and -negative women 

v? In the HIV-1- samples with LSIL (n = 6), the genotypes detected were HPV6, HPV31, 
HPV33 and HPV82; in the sample with HSIL (n = 1), HPV16 was identified. 
v?From the HIV-1+ women, HPV16 was detected in the sample with HSIL. 

Table 2. Human papillomavirus (HPV) genotyping of biopsy samples  (n = 77) *

* Seventy-seven (94%) of the 82 HPV-positive biopsy samples were genotyped. 

v? 75% of the HPV16-positive samples were classified into lineages

Table  3. .  HPV16 lineage distribution in cervical samples according to histopathology

v? Double or multiple infections were detected by NGS in 53% (8/15) of the previously 
typed samples, and 14 infections of different HPV types were found in some samples that 
had not been previously detected by Sanger sequencing. 

Table 4. Distribution of HPV types, multiple infections, percent nucleotide distance of each HPV complete genome and 
identified lineages and sublineages by next-generation sequencing infecting women followed-up at University Hospital of 
the Federal University of Rio Grande 

This study identified highly diverse HPV oncogenic types (HPV 16, 18, 31, 33, 45, and 82) and 
identified a high frequency of European and North American HPV16 lineages, consistent 
with the genetic background of the human population in Southern Brazil. This is also the 
first report describing the distribution of HPV intratype lineages of high and low oncogenic 
risk in asymptomatic women from Southern Brazil.


