Background and Objectives Pleuropneumonia remains an important challenge to swine production worldwide. Country Ap serotype prevalence can change over time. Previous Ap prevalence studies in Italy using coagglutination in 1987 found Ap serovars 1, 2, 3, 4, 5, and 7 with 5 being dominant (Dubreuil 2000), and on 50 farms in 2016-17 Ap serovars 2 (28%), 5 (11%), 7 (10%), and 9 (55%) (unpublished data IZSLER). The objective of this study was to identify the clinically relevant serovars of Ap currently present in Italy. Material and Methods Forty-nine samples of lung lesions typical of Ap infection were collected during clinical outbreaks of swine pleuropneumonia in finishers between January and October 2021. Ap isolation was performed at IZSLER, transferred to FTA-cards and shipped to Imperial College London. All significant swine producing regions of Italy were represented in the 49 samples collected at 44 farms. Three integrators contributed with 32 samples of 27 farms: 25 of 21, 5 of 4, and 2 of 2, respectively. Serotyping, based on capsular loci, was carried out by multiplex-PCR as described by Bossé et al. (2018). Results Seven serovars and one non-typable (nt) were detected from the 49 Ap isolates: Serovar 2 (7/49=14.3%), 5 (26/49=53.1%), 6 (1/49=2.0%), 8 (4/49=8.2%), 9 (6/49=12.2%), 13 (3/49=6.1%), 18 (1/49=2.0%), and nt (1/49=2.0%). One farm had serovars 5 and 13, another 9 and nt (nt in sequencing.) Discussion and Conclusion Although representing all swine producing regions of Italy, 49 Ap isolates of 44 farms (two with two serovars), cannot be considered truly representative; the rate of serotype identification cannot be translated into a country prevalence. However, the quality of data obtained from PCR serotyping is high; at present state-of-the art, so the identification of Ap serovars 2, 5, 6, 8, 9, 13, and 18 as causes of clinical Ap in Italy is highly reliable 
