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Supplemental Table Legends (see Excel files): 

 

Table S1. Whole genome sequencing of SHR-A3 and SHR-B2 was performed and aligned 

to the rat reference genome. Annovar software was used to interrogate sequence differs 

between the rat reference genome and the genomes of SHR-A3 and SHR-B2 to determine 

coding sequence differences compare to the reference. This table lists all detected variants by 

chromosome and position. SHR-A3 variants are indicted in red font and SHR-B2 variants are 

indicated in green font. 

 

Table S2. Single nucleotide polymorphisms in SHR-A3 and SHR-B2 were obtained by the 

STAR Consortium1. Here available SNP genotypes for Rnor Chr1 are presented with 

chromosomal position indicated.  For each SNP and each SHR line, the presence of rat 

reference genome allele (BN) and the existence of alleles derived from Wistar rat genetic 

background (W) are indicated.  

 

Table S3. HuProt Array. The supplementary Excel file includes worksheets indicating the 

HupProt 3.1 array data Z scores 1) detected by fluorescent anti-IgM, 2) detected by fluorescent 

anti-IgG and 3) a worksheet examining the signals with high Z scores in SHR-A3, comparing 

IgM and IgG signals and showing signals for the same array features in SHR-B2 and SHR-

A3(Stim1-B2). 
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