
Suppl. Table 3. (A) Bisulfite primer sequences and (B) MS-MLPA probe design for candidate gene panel. 
A. 

     
Gene Forward (5´→3´) Reverse (5´→3´) Ta 

Size 
Reference 

(bp) 
DKK1 TTTTTTGAGTTTTTTTGAGATGATG CTAACTACAAAACCTAAATACCCC 54°C/56°C 249 This study 

SFRP2 AATTAGATTTAGAAAGTAGTGATTAGT AACCAAAACCCTACAACATCRTAAAC 54°C 381 [1] 
CDH1 ATTTATTTAGATTTTAGTAATTTTAGGTTAG CAAATCAAAAAATCCRAAATACCTACAACA 50°C 393 This study 

HOXD1 GTAGAGGATTTAGAAGAGGGGA AAAAAAACAAAACTAAACRCTTAAATAAAAACC 52°C/54°C 221 [2] and this study 
SFRP5 GGGAGGTAGGGAGTTTTGGGGAGAA CCCAAATAAATAACAACCTACRCTAC 56°C 277 [1] 

SLC5A8 GAGGTTTTATATTTGGGTTTGAGG TAAACCCTACRCRCAAACTAATAACCC 54°C/56°C 222 [3] and this study 

SFRP1 GTTTTGTTTTTTTAAGGGGTGTTGAG ACACTAACTCCRAAAACTACAAAAC 54°C/56°C 209 [4] 
B. 

Gene Probe lengtha (bp) Left hybridizing sequence (LHS)b Right hybridizing sequence (RHS)b Distance of the HhaI site 
from ATG 

DKK1 97 GGGAGTGAGCGCCACCTTGAACTCGGTT   CTCAATTCCAACGCTATCAAGAACCTG  + 91 bp 

SFRP2c 114 AACGGCTCATTCTGCTCCCCCGGGTCGGA   GCCCCCCGGAGCTGCGCGCGGGCTTGCA  - 198 bp 

CDH1 119 CGACCGCACCCGGCGCCTGCCCTCGCT   CGGCGTCCCCGGCCAGCCATGGGCCCT  - 29 bp 

HOXD1 124 CACCGGCCGCGCGTCACGCTCCCATTTAAC   CTTTTCCATGCCGCGACGCCCACACTCCGC  - 546 bp 

SFRP5c 133 CCGAGCCGGGAGAGGGGCGCAAGACCT   GGCGCTGGGCGGGACGCTCGGGCAGGG LHS - 333 bp & RHS - 318 bp 

SLC5A8 139 CTGGAGGACGCCTCCAGTCCCCGCGGGAC   GCCACGCCTGCGCGCCAGGGATCCGGGAT  - 91 bp 

SFRP1 158 GATTGGCTGCGCGGGGCGGCTCCGA   GGGC TCGGC CGTAGGAGCC CC GC     - 348 bp  
a Each MS-MLPA probe pair consists of two separate hybridizing sequences (LHS and RHS).   
b Hha1 restriction sites (GCGC) are in bold.     
cProbe sequence published by Niskakoski et al. 2014 [5]. 
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