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Khalid, et al., Supplemental Figure 2
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Khalid, et al., Supplemental Figure 3
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Khalid, et al., Supplemental Figure 4
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Khalid, et al., Supplemental Figure 5

GATA4 SITES IN RANKL ENHANCERS (SEE FIGURE 5)

GATA4 SITES ARE IN RED
100% MATCH USING PATCH (HTTP://GENE-REGULATION.COM)

REGION A
TCTGTCTCCTCCTGTGTAAATAAATATATAACAGTGCTCCAAAATAAAAATAGCAAGTGAGAGCCAGCTTCCTCTGAAT
CATTCAGTACTGGCCAGCATTGAGAGAACAAGGGGTTAGAGGGGCTGTTGGCCCAAACAGAACAACTAACTCTATTC
TCTTAAACAGAAGCATAG

REGION B
GGGGCCAGCCTAGAGAGCCAGAAACCAACCACTGGACCCAACCCACAGCCTCCACCTCAGAGGGCCCTGATGGGG
AGGGAGGAGGCGGGTCCCTGAGAGCGAAGAAGAGTGGGAGGGCGAAGGAAAGGAAGGAGGGCAGATGTGGGAGT
GAAAGAGGCACCCTCCTGGAGGCTGATTGGCTCTGGAGGCCAGCTCTCTCCACGAGGTTTATAAGAGTTAGGGCTG
CCTGGGGTACCC

REGION C
GGACCACTCAACTTACCCCACAACTGTGTCAAGAAGGTCACTTTCTCTGGGACCTAGCTGAGCCCACATCTTTCAGG
GTTCAGTCCCAATGGGACATGGCATGCCACCCCCTATCTTCCTGTTTATCTGGCTGAGTGTTCTCACCATAGACCTGT
AGCCACAGTCATGGT

REGION D
GGTCAGAGCCTTAGCCACAGCTGGAAAACACAAGGTATCAGGTTCTCGGCTAAGCCCCCTTGGTGGGGAGAGCTGG
GAGCTTCTGACCTCCTT

REGION E
GAGCTGTGTCCTAGAAGAATTGTCCCCAAGAGCCCATGAACAGGGATAATGGTTTGCACCACCGCTTTCTGGAAAGC
AAATGGGATTTTGACATGAACTCGGAAAGGGGTCAGACCACACTGACATATATTTTCTGGTTTCTAATCTTACTTTCGC
TACCACTGTGGACTGCATTCCATAACCCTCTAACCTAGCGTCCAGCCATTCTACCGCTTTTTATCAACTCCCAGAATG
GTCTCAGCACAGCATGTCTCTTGCTGAGGGCAGGGGGACCAGTGGGTGGCCAGACCTCAATCTCTGGGCAGCAACA
CCCAGACTTCTACTCTACTCTGAAAAAAGCATTATGACATCACCGCGGGCCAATCAAATCAGTCGTCTCGGATGGCTA
TTCCTAGATGATTTTGTCTATGATACTGTCTCGTAGCCTAAATAACTGACAATGTTAATAAGTGACAAGTATCGTACTTC
TCCATTTTTTAAATTTTTGTCATTTTAATTTGTTTACTATGTGCAGGG

REGION F
GTGCTGTGAAGCAAAAATTCCTATAGCCTCTCCTGACCTGTGTGTTCCCGAAGGAAGCATAATGTCTGTATTTATTTTT
GAGATGAAATTTCTCATTACTGTCAGTGAGACTCAGTCATTCCTGAGGTTCTTCGGAGACAATTCAGCTTTTGTTTTCC
CCAGATGAAAGATTTATTGATGGCACACAGGGGCAGAAGCCAAGGCAAATGATACATGGATGTAAAATAGACAAGGC
CTGCACATCACTTCTGGTGTCTAGGGTCTCACTGCAGTGTGTCGCTGTGATACTGTGTTGTTGGTTCGTTGTCCTCCC
TGGTCAATACAGCCTCGTTACTTCTGAGGCCCATTTCCAAAAGCAACAACTGAGTCTCCCAGGAGAACCACGGGGCA
GCTCAACTGAGTGACGGGACTTTGAGATCGTCTGAATGAGAACCAAGTTTGAAGATAATGATGGGGTTGACATTTGT
GTCACCTGGAACACTCACTGCTGACATACTTCCCTCACATTTGTAGTGC

REGION G
TGCTGTCTTCCCGATGTTCCTGTCACACTGTTCTCAGGGCTCAGACCAATGCATTCATCCAGTGGCCAGAAAGCAGC
TTGCCAACATGACTTGGCAGTACTCCCTGGGGCTGCACTCATTCCTGGTGGCACTGGGCAGGATGCCAGGCATCAC
CCTCCGTGTACAA

REGION H
GAGTTTGCAGGCAGGTGTTGCTCAGGCTTCTTGTTCTCGAGGAATACCATGAACAGTTCAGATAAGGGAGAGTCACC
TGACTCCAGACACAGGATTCGAGCCCAGGGCCTTGGATTGCAGCTACAGGGG
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Khalid, et al., Supplemental Figure 7
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Khalid, et al., Supplemental Table 1

Mouse ChIP primers

CTGAAGCCAAGAGGCAGATT CGCACATCCTTTCAGGTGCT
GTGGCTGCTCTTCGCTGCCA TGCTGCCACCTGGCCTTTGG

RANKL A TAGCAAGTGAGAGCCAGCTT GCCCCTCTAACCCCTTGTTC
RANKL B GGGGCCAGCCTAGAGAGCCA GGGTACCCCAGGCAGCCCTA
RANKL C GACCTAGCTGAGCCCACATC AGGAAGATAGGGGGTGGCAT
RANKL D GGTCAGAGCCTTAGCCACAG AAGGAGGTCAGAAGCTCCCA

RANKL E GAGCTGTGTCCTAGAAGAAT CCCTGCACATAGTAAACAAA
RANKL F GTGCTGTGAAGCAAAAATTC GCACTACAAATGTGAGGGAA
RANKL G TGCTGTCTTCCCGATGTTCC TTGTACACGGAGGGTGATGC
RANKL H GAGTTTGCAGGCAGGTGTTG CCCCTGTAGCTGCAATCCAA

NC GTGGCTGCTCTTCGCTGCCA TGCTGCCACCTGGCCTTTGG

PC ATTGGGCCTCATCACTTGGG GGTCTCTCTCGGAGTCAGGT
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Mouse mRNA primers

AGCCATGTACGTAGCCATCC CTCTCAGCTGTGGTGGTGAA
AGCCGAGACTACGGCAAGTA GCGCTCGAAAGTACAGGAAC
I GTTCCTGCACAGCTTCACAA AAACAGCCCAGTGACCATTC
CACGGTGACTCCCGTTACTT ATACGTGTGACCCAGTGCAA
GCGGGACTTCGAGGCGACAC CGGGACGCTCCGGGTACTCA
GCGGTGACGGCTGCTGAGTT GCACGGGGGTTGACGTGGAG
CACCGAAAGCCCAGCTACGCA GGGGGCAGTGTAGGCTGCAA
AGGGCTACCATGCCAACTTC CCACGTAGTAGACGATGGGC
CTGCCTTCGCCCTCTTTACA CCCCAGCACAGAAGTTAGCA

TGFB3 ATGACCCACGTCCCCTATCA ACTCAGACTCCGAGGTCTCC




