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Abstract:

B. Rossetti1,2, P. Lorenzini3, A. Cingolani2, A. Tavelli4, M. Puoti5, G. Cassola6, G. Angarano7, G. Taliani8, E. Girardi9,
A. Antinori3, A. d’Arminio10, A. De Luca1,11

Background: We previously documented that female gender was independently associated with a
higher probability of a positive HCV-antibody (HCVAb) status. Here we detail how gender and social
and behavioral determinants are associated with positive HCVAb, HCVRNA and HCV genotype in HIV
+ patients enrolled in ICONA from 1997 to 2016.
Methods: All pts enrolled in ICONA with a known HCVAb status (n=13,756) were analyzed. The
association with HCVAb+ and with HCVRNA+ status were analyzed by multivariate logistic
regression. Models were used either by splitting risk behaviors for HIV acquisition by gender or not.
Changes of HCV genotype over calendar year were analyzed in different genders by Χ2 test for
trend.
Results: Females were 24%; 3,575 (26%) were HCVAb+: 911/3,349 females (27%) and
2,664/10,407 (26%) males (p=0.07). Median age was 37 years (IQR 31-44), 15% had AIDS, 19%
had a history of IDU, 6% were HBsAg+, 22% antiHBc+, 84% Italian-born. HIV transmission modes
were heterosexual contacts in 38%, MSM in 35% and IDU in 19%. A positive HCVRNA was available
in 1,684: 431/3,349 females (13%) and 1,253/10,407 (12%) males. Secondary school education
was reported in 9%; 63% were employed. Among 1,491 with known HCV genotype (G), 49.7% had
G1, 31% G1a, 13% G1b, 5% G1 not specified, 34.7% G3, 11.3% G4, 3.6% G2 and 0.7% mixed. G3
was more frequent in females (39.7% vs males 34.7%) while G1 in males (49.7% vs 41.4%, 1a
31.4% vs 26.1%). Based on calendar year of HIV diagnosis, HCVAb+ status declined from 1991-2 to
2015-6 from 69% to 6.6% in males and from 53% to 7.1% in females. During the same period HCV
G1a increased in males from 24% to 48% (p=0.01) while G3 remained stable and high in women.
After adjusting for risk behaviors, females had a independent higher probability of being HCVAb+
(AOR 1.34; 95%CI 1.13-1.60) and HCVRNA+ (AOR 1.39; 1.12-1.73). In models splitting risk
behavior by gender (tab), as compared to heterosexual men, heterosexual women, IDU men, IDU
women as well as MSM who were also IDU were all independently associated with a higher adjusted
odds ratio of HCVAb+. Other independently associated factors were older age, HBsAg+ status, lower
education levels, stable partnership with HIV+ as compared to occasional partners with unknown HIV
status, native vs immigrant and smoking status. The same factors, except HBsAg, were very
similarly associated with HCVRNA+. The same associations were found after excluding MSM. When
only women were analysed, IDU, smoking status, lower education, native vs immigrant but not the
type of partnership, age or HBsAg+ status were associated with HCVAb+.
Conclusions: Although prevalence of HCV infection is declining during recent years, females show a
higher risk of HCV infection, independent from other measurable confounders and are more
frequently infected with genotype 3, known to be a difficult to treat genotype. This more vulnerable
population requires specific preventive and treatment interventions for HCV.




