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Supplementary Figure 3. Clustal W2 alignment of HIN domains from a range of mammalian species. HIN domain sequences were derived from the two exons encoding the HIN domain. Sequences were obtained from three sources — (i) reference sequences for established
genes, (i1) predicted genes in NCBI or Ensembl databases, (ii1) de novo exon prediction following identification of sequences homologous to human IFI16 or AIM2 using TBLASTN searches. See Table 1 and Online Resource Table 2 for accession numbers for sequences
used. Exon-intron boundaries were well conserved in position and generally aligned well with consensus sequences for splicing. However, the first exon start was unclear for sloth, Tasmanian devil, opossum, and wallaby, and these may instead start from amino acid 3 or 4.



