Legends SI
Fig. S1 Evaluation of the syntenic arrangement of lr8 based on the CIBA_Mcephalus_1.1 Ensembl assembly.
Fig. S2 Evaluation of the syntenic arrangement of si:dkey-88l16.3 (i.e. lrp13) based on the CIBA_Mcephalus_1.1 Ensembl assembly.
Fig. S3 Visualization of gene models from the Ensembl Genome Browser, showing the Ensembl genome genebuild for gene ENSMGCG00000004079.1 (red features) overlaid with RNA-seq-based gene predictions obtained from additional tissue transcriptomes (blue features). Gene models are displayed with exon-intron structures, where boxes represent exons and connecting lines represent introns. Solid blue-filled boxes are coding sequences, while empty boxes indicate non-coding untranslated regions (UTRs).
Table S1 NCBI accessions of the sequences used for building a non-redundant database containing 501 Very Low Density Lipoprotein Receptor (A) and 243 Lrp13 (B) teleost proteins.
Table S2 Number of protein sequences displaying given KO annotations per species. Description and details on KO profiles are available in Table 2.
