Background and Objectives  Commensal and pathogenic E. coli can acquire antimicrobial resistance to antibiotics used for the treatment of pig diseases and commensal strains may serve as reservoirs of resistance genes for pathogenic ones. The aim of the study is to evaluate and compare the antimicrobial resistance (AMR) of enterotoxigenic E. coli (ETEC) and commensal E. coli isolated in piglets affected by neonatal diarrhoea.  Material and Methods  In 2017, one-hundred seventy-six E. coli strains were isolated from intestines and faecal swabs of piglets with neonatal diarrhoea belonging to Italian pig holdings in Northern Italy. Among these isolates, 36 were identified as ETEC by multiplex PCR for virulence factors (F4, F5, F6, F18, F41, STa STb, LT and Stx2e), while 140, negative for virulence factors were considered commensals. Pathogenic and commensals E.coli were analysed for their susceptibility to 10 antimicrobials using the disc diffusion method, following the procedures of Clinical and Laboratory Standards Institute (CLSI). All strains were classified as sensitive, resistant or intermediate to the antimicrobials by interpreting the zones of growth inhibition. Intermediate strains were grouped with the resistant ones.  Results  The highest resistance rates in ETEC were found for tetracyclin (94%), trimethoprim + sulphametoxazole (69%), ampicillin (67%) and enrofloxacin (64%), while in commensal E. coli the highest resistance rates were found for ampicillin (100%), tetracyclin (94%), enrofloxacin (79%), trimethoprim + sulphametoxazole (74%) and cephazolin (73%). Multi-drug resistance was observed in ETEC (92%) and commensal isolates (94%).  Discussion and Conclusion  AMR of pig’s ETEC and commensal E.coli strains represents a concern, especially to critically important antimicrobials. In enterobacteria, one of the major mechanism of resistance to fluoroquinolones, beta-lactams and cephalosporins is mediated by plasmids, which may be transferable to animals’ and humans’ pathogenic strains. The results obtained represent a concern not only for animal health, compromising the control of colibacillosis at farm level, but also for human health 
