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causal variants and their phenotypic effects. Researchers increasingly
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Pre-processing steps involve marking adapter sequences, alignment to the new
rat genome reference mRatBN7 and marking duplicates.

Base Quality Scores Recalibration corrects biases introduced by sequencing
platforms and assigns scores empirically determined from the read data using

validated variants.

Variant calling is accomplished by running the GATK HaplotypeCaller that
simultaneously detects SNVs and indels via local de-novo assembly of haplotypes
(method to increase accuracy of the variant call comparing with position-based

algorithm).

low-confidence read alignment.

In the filtering process we remove less reliable variant calls: variants with low
coverage, low quality, strand biased,

located in SNV clusters, and supported by

Genes per rat strain with number of variants after exclusion of shared variants with reference Brown Norway strain.

SNPs and Indels

and phenotypic data

Summary

1 Whole genome sequencing of rat diversity panel provides high confidence variants that represent the sequence
i cohort heterogeneity but also variants that require additional quality testing.
1 Genetic variation analysis in rat strains selected for HRDP helps to generate high resolution association mapping
and complete systems genetics on complex traits
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We are building the HRDP Portal within RGD that will provide data mining and visualization functions for genomic



