
Supplementary table 1S. Genomic sequences analyzed by Sequenom EpiTyper technology and 

the CpG dinucleotides highlighted. 

Gene Genomic sequence 

CD36 

 

NC_000007 REGION: 

80231554..80232032 

gene ID: 948, updated 

on 09-02-2012 

GGGTTGAGAGCCTGTGCCTCATTTCTGAGTTCTCAGCTGCTATGCCGTGGAAATCCTGTTTACTTTC

TGCATCTGCTCCTGCAAGACTCTGGAGCCAGTCTTGAGGTCCTACATCTCCGAAAGCAAGCTCTTCT

AGAAGTTGGTGAGCAGAATGCTTTTTGTTTAGAAGTGTGGCTATAAATGTCTTTGTAGTTGATGCAC

TCTCATCTAGTAAGTAACTATTATTTTTGGGCTCTCTAGAAAGGTAATTATTATCTGATATAATAGT

TTAGTCTGTGATGCTTCTTTTAACATATTTGTAAGTTTTAACCAAATGGTTAAAGAAATTTGCTTTT

TAACCCTTAAACCTCACATATCCACAAGTCTCTAAATTCCATAGGATGCTATGGATTTCTAGTTGCC

TAGTTCATGTCTTTTACTTAGAAAACGTCAGAAAACCCAAACTTCTCGTGACTTCAAAAAGTGTAAT

TGTACCTGAA 

FFAR3 

 

NC_000019 REGION: 

35849221..35849605 

gene ID: 2865, updated 

on 08-16-2012 

GGCAAATTGGATAAATGCCATTCTAGAGAAGCAGACAAAATTCAAGTGAAGAAGGGGAGAGGAAGAC

GTCGGCTGGGGCCTGCTTAGAGCATCCCAGCTGAGACTGCATGAGGAGGGAGGCACGCAGTTGTGGA

ATTTGTTCCCCTTTTAGCATGCTGACCAGCCCTGGCAACGGAGCTCAAGGCATCTATGTGCCACTGC

TCAACAGTGAGTGACGTCATGGGCACGGCCAGGTCTTTATCAGTTCTGCCGGATAAATAGCCAACTG

CACTAGGTCTGGAGAGACAGCAAGGTGCTGTGCGGCAGAGCATTTGGGGTCTCAAAGAAGCAGGTGA

GCCTGGGCCCGAGGGGCTGGGTGGAGGAGCACCTTGGTGCTTCTCTGCTG 

+95 

+167 

+477 +498 

-202 

-199 -146 

-96 

-53 -42 -18 

+33 

+77 



CD14 

 

NC_000005 REGION:  

140012391..140012819 

(complement) 

gene ID: 929, updated 

on 09-06-2012 

GGAGGGAACTGAATGACATCCCAGGATTACATAAACTGTCAGAGGCAGCCGAAGAGTTCACAAGTGT

GAAGCCTGGAAGCCGGCGGGTGCCGCTGTGTAGGAAAGAAGCTAAAGCACTTCCAGAGCCTGTCCGG

AGCTCAGAGGTTCGGAAGACTTATCGACCATGGTGAGTGTAGGGTCTTGGGGTCGAACGCGTGCCAC

TCGGGAGCCACAGGGGTTGGATGGGGCCTCCTAGACCTCTGCTCTCTCCCCAGGAGCGCGCGTCCTG

CTTGTTGCTGCTGCTGCTGCCGCTGGTGCACGTCTCTGCGACCACGCCAGAACCTTGTGAGCTGGAC

GATGAAGATTTCCGCTGCGTCTGCAACTTCTCCGAACCTCAGCCCGACTGGTCCGAAGCCTTCCAGT

GTGTGTCTGCAGTAGAGGTGGAGATCC 

PDK4 

 

NC_000007 REGION: 

95225885..95226284 

(complement) 

gene ID: 5166, updated 

on 08-16-2012 

CCCTGCTCTGAGCAAGGACCAATGAGCACGCGGAGTCCAAACTCTTGGAAACAGTTTGTGGCCAGGA

GTACTTGACATTGAGACAGCCTCCGAGTTGTAAACAAGGGCGAGCCTGGGCGGGACCCCAGCCCACG

CGACTCGGAGCCCCGTCCCAAGAGGCTAATCTTAAGCCCACGTTGCCCCAGATACCTGTTTCTGCTT

CCTCTTCCCTGTTCTTCCCACCCTTTTTCCGTCACAGCCGCGGGCACCGGTGCCAGGGCACTCCGTG

GTCACCGTGCCAGGCCATTCTGTGATGACCGCGGCTGGAGGGGCGGAGCCCATAGTTCTTTCTCTGA

TCTGATTGGCGCGACCTGGAGTTCAGGACGCGTTTCCAAGTTCCAGTGACTCCTCCTGTTTGGGA 

FADS1 

 

NC_000011 REGION: 

61584453..61584871 

(complement) 

gene ID: 3992, updated 

on 08-25-2012 

CTGCAACTTTCAAGGGCTCTCAGGCTGCTACTTCGGGCAGCACAATTGGCGGCACGACGTGGCAAGC

AGGCAGTAGTTTCCAACCCTGGAGGGTCAGCGTCTGGAGACCCCGGCCAAGGCATCCACAGCCTAAA

GATGATGTCCGCGACCGCCCGGGCAGCCTCGTGCACGGAAAAACCTCAACCCCGGCCCCGCCCACCC

TTCCTGCGGCCACCCCGCAGCCCTGGCCCCTCAGTCCATTCACTCCTGCAGCGCGGCCCCGCACCCA

GGGCCTGCACTAGAACCGCTGTTCCTACCGCGGCGCCCCCTGGGAGCCAACGCCGCGATGCCCGCCT

GACGTCAGGAAGTCGAATCCGGCGGCGACGCCTTTAGGGAGCCCGCGAGGGGGCGCGTGTTGGCAGC

CCAGCTGTGAGTTGCCC 

 

 

 

+516 

+547 +550 +557 +598 

+613 +625 +654 +658 +660 

+669 +724 +726 +728 

+755 +765 +773 +779 +801 

+814 +819 +834 +846 +855 

-333 -331 

-271 -254 -244 -229 

-214 -222 

-131 

-186 -227 

-122 -120 -113 -97 

-64 -62 

+3 +5 -17 -15 

-50 -88 

-200 -198 

-47 -45 -22 -20 

+46 +48 +36 +38 

-310 -289 

-174 -180 -190 -194 

-127 

-59 

-136 

-6 

-42 -25 -13 

-83 

-151 -157 

-91 -89 

+6 +12 +15 +18 +21 

-294 -286 

-246 -233 


