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With the exponential increase in prevalence of schistosomiasis, Praziquantel remains the only effective drug in the anti-schistosomal arsenal. However, no significant approaches have been made in recent years in the discovery of new and unfortunately, resistance to this drug has been reported in some parts of the world. Therefore, it is imperative to develop a new drug for this debilitating disease using bioinformatics based tools utilizing the broad-spectrum therapeutic potentials of Antimicrobial peptides (AMPs). AMPs are natural antibiotics produced by all living species. Due to multifunctional properties, they are currently explored as a vital source for development of new drugs. In this study, six putative AMPs (TAK1-TAK6) were identified as anti-schistosomal. We also identified glycosyltransferase and axonemal intermediate chain has Schistosome proteins using in silico methods. The 3D-structures of the AMPs and proteins were modelled using I-TASSER server. Finally, PatchDock was employed to ascertain the interaction between these schistosome proteins and the AMPs. As revealed by the docking server, all the forecasted putative AMPs have good binding affinity to the proteins. However, TAK3 (15206) and TAK6 (15888) showed the highest binding affinities to glycosyltransferase and Axonemal intermediate chain respectively. On the whole, all the generated AMPs are potential therapeutics target in schistosomiasis remedy and could prove effective against drug-resistant schistosome strains.  
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