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LIMSTILL (LIMS for Identification of Mutations by Sequencing and TILLING) is an open-source software designed to streamline the informatics and
management parts of the Hubrecht Laboratory facility for high-throughput screening for induced mutations in model organisms. It includes steps for
amplicon selection, primer design, sequence analysis, and annotation of mutations. The platform is universal and can be used for any resequencing or
TILLING (target induced local lesions in genomes) project for any organism of interest.
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