Building a Pangenome Graph for the HXB/BXH Recombinant Inbred Rat Strain Family:
Enhanced Discovery of Complex Variants and Validation with Sanger Sequencing
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On average 97% of coding genome is in haploid assembly
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12 novel SNPs validated with PCR-sequencing
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Two SNPs identified using the pangenome
are significantly associated with 4
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GeneNetwork https://genenetwork.org/

GeneNetwork is a comprehensive platform comprising interconnected
datasets and powerful tools designed to investigate intricate networks of
genes, molecules, and higher-order gene functionalities and phenotypes
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