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Table S1, related to Figure 1.  List of 64 BMD GWAS SNPs used in the analysis 
from Estrada et al. 2012. 

Table S2, related to Figure 1.  The BMD GWAS Implicated Gene list (BGIG). 

Table S3, related to Figure 1.  List of significant gene ontology terms in the 
BGIG. 

Table S4, related to STAR Methods. Primer and siRNA sequences 

Primers or siRNAs Sequence 

Genotyping primer: Common-lox-
P-F 

GAGATGGCGCAACGCAATTAAT 

Genotyping primer: Mark3-3’R CTTTGCAGGACCCCAACAGG 

Genotyping primer: Common-en2-3’R CCAACTGACCTTGGGCAAGAACAT 

Genotyping primer: Mark3-5’ F GCTTCCTGTGCACTGGGGTTA 

Genotyping primer: Mark 3-172-5'  CACTCCTTTTGACGGAGAGAA 

qPCR primers: Mark3-F CCAAACAGTGACCTCAGCAA 

qPCR primers: ; Mark3-R TCCACACCAGATGCTGTGTTA 

qPCR primers: 36B4-F ACTGAGATTCGGGATATGCTGT 

qPCR primers: 36B4-R TCCTAGACCAGTGTTCTGAGCTG 

siRNA: Mark3_1, MARK3MSS206517  sense-strand=GGAGGAUGAGCUUAAGCCAUUUGUU 

siRNA: Mark3_2, MARK3MSS206518 sense-strand=GAGUCAGACCAGCACUGCAGAUAGU 
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Module 9
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Module 6

Figure S1, related to Figure 1.  Modules 6 and 9 were not enriched for genes implcated by GWAS for a
wide-range of phenotypes and diseases not directly related to bone.

Supplementary Figures



Random Gene Sets (median correlation)

Fr
eq

ue
nc

y

0.05 0.15 0.25

0
50

10
0

15
0

20
0

25
0

OFM

Figure S2, realted to Figure 1.  The median correlation among OFM genes is higher than 
would be expected in random gene sets.



A C

Figure S3, related to Figure 4.  Expression profiles for 4930505A04Rik and Sptbn1.  
A) Expression of 4930505A04Rik  across 96 different mouse tissues and cell-types
/cell-lines.  B) Expression of 4930505A04Rik in purified osteoblasts across differentiation.  
B) Expression of Sptbn1 across 96 different mouse tissues and cell-types
/cell-lines.  B) Expression of Sptbn1 in purified osteoblasts across differentiation.Red boxes in A and C 
highlight gene expression in osteoblasts at day 5, 14 and 21 of osteogenic differentiation.  Data images
in A and C were downloaded from http://biogps.org.  Data in B and D are from GSE54461.
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