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Introduction: HPV 16 is the leading oncogenic genotype, but its independent contribution to CIN2+ 

risk at colposcopy beyond cytology grade has not been well quantified in large real-world cohorts. This 

study evaluated the adjusted association between HPV genotype and CIN2+ in women undergoing 

colposcopic biopsy.

Methods: We conducted a retrospective study of 11,307 colposcopic biopsies from Assuta clinics 

during 2020 2026 in women with documented HPV status. HPV was classified as HPV 16, HPV 18, 

other high-risk HPV, or HPV-negative. Cytology was categorized as HSIL, ASCH, ASCUS, LSIL, or 

normal. The outcome was CIN2+ based on SNOMED histopathology. Multivariable logistic regression 

adjusted for cytology grade, age, clinic site, and visit type. Ethics approval: ASMC-0021-26.

Results: CIN2+ was identified in 835/11,307 women (7.4%). HPV 16 was the strongest independent 

predictor beyond cytology (aOR 6.65, 95% CI 4.22–10.48; p<0.001), followed by HPV 18 (aOR 3.24) 

and other high-risk HPV (aOR 3.16). After adjustment for HPV genotype, LSIL and ASCUS were not 

independently

associated with CIN2+. The highest CIN2+ rate was observed in women with HPV 16 plus HSIL 

(43.2%), and the lowest in HPV-negative women with normal cytology (1.6%). Rishon LeZion was the 

strongest site-level predictor (aOR 2.82).

Conclusions: HPV 16 independently and substantially increases CIN2+ risk beyond cytology grade. In 

contrast, LSIL and ASCUS are not significant after adjustment for HPV genotype. These findings 

support HPV genotype-based colposcopy risk
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