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The Hybrid Rat Diversity Panel (HRDP) is a group of 96 rat inbred strains selected to study
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analyzed the HRDP whole genomic sequencing data (Illumina short reads) using the high-quality 3 StrandOddsRatio (SOR)
rat reference mRatBN7.2 and variant discovery GATK4 Best Practices recommendations (Broad A Rete IRt anI AN e aadaaRaRERATATITINNG T i ML T (U 4 Rusvappingguaity Q)
Institute 2019). The average sequence coverage ranges from 15x to 69x per rat strain sample. > MappingQualityRankSumTest (MQRankSurm)
6. ReadPosRankSumTest (ReadPosRankSum)

We have found that more than 21 min of germline variants, ~8 min of short indels and ~13 min of
SNVs, characterize the rat cohort. In addition, we observed a remarkable drop in the humber of
indels discovered with the new genome reference compared with the old rat assembly from S| 17550340
2014, Rnor6. Our results provide high confidence variants that represent the sequence cohort AIlINDELs | 5,428,708
heterogeneity but also variants that require additional quality testing. Low coverage variants, a SELESS
fraction of private variants of Brown Norway reference rat strain and genomic regions with i | S

accumulation of heterozygous variants will require further analysis. Currently we are High confidence variants - Number of

variants decrease after applying hard
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pages, in Variant Visualizer tool and in genomic browser. The data in vcf format are available for
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retrieval in the ‘Download’ section of the RGD site.
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