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Figure S1. Mapping and variant calling pipeline. Software and modules used are
shown in blue. The CanFam3.1 reference genome assembly was used for the
mapping. For the base quality recalibration step (BQSR), the CanFam3.1 germline
variation release 104 of Ensembl was used. The NCBI annotation release 105 for the
CanFama3.1 reference genome was used for variant annotation.



