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[bookmark: OLE_LINK5][bookmark: OLE_LINK6][bookmark: _Hlk55591399]UDSMProt is a universal deep sequence model pretrained on unlabeled proteins of Swiss-Prot, and can be fine-tuned for a specific prediction tasks in various fields. Here, I suggest the use of UDSMProt model for predicting anti-CRISPR protein from the amino acid sequence. Anti-CRISPR embraces a group of proteins that inhibit CRISPR-Cas system of the prokaryotic immune system. Recently, anti-CRISPR has emerged as a natural inhibitor of CRISPR-Cas system, which enables the post-translational regulation of CRISPR-Cas systems for various applications. Although experimental techniques for the discovery of anti-CRISPR have been developed, computational prediction can provide cost-effective screening strategy. However, the lack of labeled anti-CRISPR data and their low sequence similarity render the algorithm development challenging. In this study, I build an anti-CRISPR protein predictor by fine-tuning the pretrained model for anti-CRISPR data set. The performance is evaluated for an independent data set by using various metrics, in comparison with conventional predictors. While the conventional predictors use additional feature computations and pre-filtering steps, the present approach just requires protein sequence.


