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Supplementary File 1a. Genes within the Irm3 QTL interval
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Supplementary File 1b. Pycard gene sequencing PCR primer pairs 
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Forward_1   GTCCCCATCCCTGCTTCCTCTCAC	4855 bp after TSSa
Reverse_1   CCAAACAGCCCTACGCATCTCCAG	3467 bp after TSS

Forward_2   GTGGGGCTTGAGACTGCTGGTGA	4063 bp after TSS
Reverse_2   TGGAGGGAATGAAGTTGATAGGTG	2836 bp after TSS

Forward_3   CCAGGGCTTGTATGTAGAGGTCA	3100 bp after TSS
Reverse_3   ATTTTGGGGGTGGGGCTGTTCATA	1806 bp after TSS

Forward_4   TATGAACAGCCCCACCCCCAAAAT	1829 bp after TSS
Reverse_4   GGCCTCCCCACCCTACCACACC	757 bp after TSS

Forward_5:   GAAGCCTTTGCACTAGAATGGAGA	1387 bp after TSS
Reverse_5:   ATGGGGCGGGCACGAGATG		213 bp after TSS

Forward_6:  TGCGCCCATAGCCTTCTCG		329 bp after TSS
Reverse_6:  AGCCTTAGCCCTTCCAACCCAACC	456 bp before TSS


a, TSS, transcription start site.
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Bcl7c 7 134.81 B cell CLL/lymphoma 7C  0.00 - 0 0 0 0

Mir762 7 134.85 microRNA 762  0.05 - 0 0 0 0

Ctf1 7 134.86 cardiotrophin 1  0.05 - 0 0 0 0

Ctf2 7 134.86 cardiotrophin 2  0.06 - 0 0 0 0

Fbxl19 7 134.89 F-box and leucine-rich repeat protein 19  0.09 - 0 0 0 0

Orai3 7 134.91 ORAI calcium release-activated calcium modulator 3  0.11 - 0 0 0 0

Setd1a 7 134.92 SET domain containing 1A  0.12 - 0 1 0 0

Hsd3b7 7 134.93 hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 7  0.13 - 0 0 0 0

Stx1b 7 134.95 syntaxin 1B  0.14 - 0 0 0 0

Stx4a 7 134.97 syntaxin 4A (placental)  0.16 - 0 0 0 0

AC149222.1 7 135.00 - 0.20 - 0 0 0 0

Zfp668 7 135.01 zinc finger protein 668  0.20 - 0 0 0 0

Zfp646 7 135.02 zinc finger protein 646  0.22 - 0 0 1 0

Prss53 7 135.03 protease, serine, 53  0.23 - 0 0 0 0

Vkorc1 7 135.03 vitamin K epoxide reductase complex, subunit 1  0.23 - 0 1 0 0

Bckdk 7 135.05 branched chain ketoacid dehydrogenase kinase  0.24 - 0 0 0 0

Myst1 7 135.06 MYST histone acetyltransferase 1  0.25 - 0 0 0 0

Prss8 7 135.07 protease, serine, 8 (prostasin)  0.27 - 0 0 0 0

Prss36 7 135.08 protease, serine, 36  0.27 - 0 0 0 0

Fus 7 135.11 fusion, derived from t(12;16) malignant liposarcoma (human)  0.31 - 0 3 0 0

Gm17468 7 135.13 predicted gene, 17468  0.32 - 0 0 0 0

B230325K18Rik 7 135.13 RIKEN cDNA B230325K18 gene  0.32 - 0 0 0 0

Pycard 7 135.14 PYD and CARD domain containing  0.33 20 323 200 0 0

Gm15533 7 135.15 predicted gene 15533  0.34 - 0 0 0 0

Trim72 7 135.15 tripartite motif-containing 72  0.34 - 0 0 0 0

Itgam 7 135.21 integrin alpha M  0.40 - 2 17 0 0

U1 7 135.21 U1 spliceosomal RNA  0.40 - 1 9 0 0

Itgax 7 135.27 integrin alpha X  0.47 - 1 1 0 0

Itgad 7 135.30 integrin, alpha D  0.49 - 0 0 0 0

Cox6a2 7 135.35 cytochrome c oxidase, subunit VI a, polypeptide 2  0.55 - 0 0 0 0

9130023H24Rik 7 135.38 RIKEN cDNA 9130023H24 gene  0.57 - 0 0 0 0

Armc5 7 135.38 armadillo repeat containing 5  0.58 - 0 0 0 0

Tgfb1i1 7 135.39 transforming growth factor beta 1 induced transcript 1  0.59 - 0 3 0 0

Slc5a2 7 135.41 solute carrier family 5 (sodium/glucose cotransporter), member 2  0.61 - 0 1 0 0

BC017158 7 135.41 cDNA sequence BC017158  0.61 - 0 0 0 0

Mir3103 7 135.43 microRNA 3103  0.63 - 0 0 0 0

Rgs10 7 135.52 regulator of G-protein signalling 10  0.71 2.6 0 0 0 0

Gm15503 7 135.55 predicted gene 15503  0.75 - 0 0 0 0

Tial1 7 135.58 Tia1 cytotoxic granule-associated RNA binding protein-like 1  0.78 - 0 2 0 0

AC130474.1 7 135.62 - 0.82 - 0 0 0 0

Bag3 7 135.67 BCL2-associated athanogene 3  0.86 - 0 0 1 0

Inpp5f 7 135.75 inositol polyphosphate-5-phosphatase F  0.95 - 0 0 0 0

Gm16044 7 135.84 predicted gene 16044  1.03 - 0 0 0 0

Mcmbp 7 135.84 MCM (minichromosome maintenance deficient) binding protein  1.04 - 0 0 0 0

U6 7 135.88 U6 spliceosomal RNA  1.07 - 0 2 0 0

Sec23ip 7 135.89 Sec23 interacting protein  1.08 - 0 0 0 0

n-R5s158 7 135.92 nuclear encoded rRNA 5S 158  1.11 - 0 0 0 0

AC136741.1 7 135.97 - 1.17 - 0 0 0 0

Ppapdc1a 7 136.40 phosphatidic acid phosphatase type 2 domain containing 1A  1.60 - 0 0 0 0

Wdr11 7 136.74 WD repeat domain 11  1.93 - 0 0 0 0

U6 7 137.18 U6 spliceosomal RNA  2.37 - 0 2 0 0

Fgfr2 7 137.31 fibroblast growth factor receptor 2  2.50 - 0 4 0 0

Gm5903 7 137.50 predicted gene 5903  2.69 - 0 0 0 0

Ate1 7 137.54 arginyltransferase 1  2.73 - 0 0 0 0

Nsmce4a 7 137.68 non-SMC element 4 homolog A (S. cerevisiae)  2.87 - 0 0 0 0

Tacc2 7 137.72 transforming, acidic coiled-coil containing protein 2  2.92 - 0 1 0 0

Etos1 7 137.91 ectopic ossification 1  3.11 - 0 0 0 0

Btbd16 7 137.92 BTB (POZ) domain containing 16  3.11 - 0 0 0 0

Mir5102 7 137.98 microRNA 5102  3.17 - 0 0 0 0

Gm5602 7 138.00 predicted gene 5602  3.20 - 0 0 0 0

Plekha1 7 138.01 pleckstrin homology domain containing, family A (phosphoinositide binding specific) member 1  3.21 - 0 0 0 0

Htra1 7 138.08 HtrA serine peptidase 1  3.28 - 0 1 0 0

Dmbt1 7 138.18 deleted in malignant brain tumors 1  3.37 - 0 0 3 0

4933402N03Rik 7 138.28 RIKEN cDNA 4933402N03 gene  3.48 - 0 0 0 0

5430419D17Rik 7 138.32 RIKEN cDNA 5430419D17 gene  3.51 - 0 0 0 0

Cuzd1 7 138.45 CUB and zona pellucida-like domains 1  3.65 - 0 0 0 0

a, LOD score for cis-eQTL based on our prior BMDM strain intercross (Reference: J Hsu & JD Smith, PMID: 23525445  DOI: 10.1161/JAHA.112.005421)

b, total number of PubMed hits for Boolean queries of the respective gene name and terms of interest. 

c, non-synonymous SNPs between AKR and DBA/2 mice.

d, PROVEAN, number of SNPs predicted to be deleterious by PROVEAN software.

Yellow highlighting, top candidate gene.


