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EXON # SNP aa/aa position Number of reads in F1/no LPS log p-value Number of reads in F1/LPS log p-value
B6 MOLF B6 MOLF

ENON 3 C/G R/R 14,165,843 49 2 -11.92 43 7 -6.67
EXON 4 C/T T/T 14,170,474 56 8 -9.25 36 13 -2.83
EXON 4 G/A P/P 14,170,468 61 8 -10.38 34 15 -2.02
EXON 5 C/G S/T 14,178,692 49 18 -3.71 94 6 -20.69
EXON 6 C/T P/P 14,182,836 40 15 -2.99 57 10 -8.39
EXON 10 C/T N/N 14,197,997 50 13 -5.52 49 9 -7.04
EXON 16 G/A P/P 14,225,773 51 14 -5,35 46 2 -11,07
EXON 17 A/G A/A 14,227,018 23 3 -4.05 17 0 -4.8
EXON 19 C/T D/D 14,229,524 21 3 -3.55 23 4 -3.5
EXON 22 T/G A/T 14,236,927 22 6 -2.40 29 2 -6.31
EXON 25 C/T N/N 14,243,532 38 4 -7.24 41 7 -6.20
EXON 26 A/G T/T 14,246,965 33 1 -8.39 36 2 -8.27
EXON 30 G/T R/R 14,252,946 47 5 -8.89 39 7 -5.73

Table S1: Asessment of cis-regulation of MRC1 allele using massive parallel RNA-sequencing

The RNA from not activated and LPS-activated macrophages from F1 hybrid mice was used in NGS (next generation 
sequencing) analysis to identify polymorphism (SNPs, column 2 ) in several exons of MRC1.  For each SNP, we calculated  
the number of reads corresponding to either B6 or MOLF allele of MRC1 and used binomial distribution and null hypothesis 
to calculate p-value for the allelic expression of MRC1. 

D
ow

nloaded from
 http://journals.aai.org/jim

m
unol/article-supplem

ent/38968/pdf/13-01438_s-3_t1/ by guest on 31 M
arch 2023



.

D
ow

nloaded from
 http://journals.aai.org/jim

m
unol/article-supplem

ent/38968/pdf/13-01438_s-3_t1/ by guest on 31 M
arch 2023



D
ow

nloaded from
 http://journals.aai.org/jim

m
unol/article-supplem

ent/38968/pdf/13-01438_s-3_t1/ by guest on 31 M
arch 2023


