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SilkMD (sitkworm Mutant Database)

SilkMD is a database developed for silkworm (Bombyx mori) functional genetic
studies. We established the first genome-scale CRISPR mutagenesis platform at the
whole-animal level in a non-model multicellular organism. A plasmid library
containing 92,917 sgRNA-expressing vectors and a collection of 1726 sgRNA
transgenic lines was established. By generating and analyzing 300 CRISPR mutant
lines, we showed that the CRISPR library is a powerful resource for the rapid
discovery of unknown gene functions and for investigating long-standing questions . P
in silkworms and entomology. The phenotypic and genotypic data of these mutants 8 i N AN A/l A Tt o -
were available in our database. ! 1
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Supplemental Fig S11. Overview of how to use the Silkworm Mutant database. The
database provide photographs displaying the phenotypes of the mutants, assisting
researchers in their selection of genes and materials of interest. By retrieving the Sample
ID, users can access the photographs. By retrieving the silkworm gene ID, users can
gain access to functional annotations, such as KO, GO, KOG, Pfam and KEGG enzyme,
as well as related PubMed links. Moreover, exons, untranslated regions (UTR), and
introns are displayed to provide a viewer with the genomic architecture of the chosen
gene. To explore more information about a specific gene, users can simply click on the
eFP module, which shows the expression values of selected genes in various tissues
during distinct growth phases, represented by different color shades.



