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REFERENCE AMPLICONS 
 
(3)chr12:118725604-118725889(NCBI36/hg18) 
Target3 
AGAAGCCTGAGGGGCTCAGCTGGCACGGAGAGGATGAAACCCACGAATTCTTCTCTGGTTCATCAAAATTGGAGGTGTCATCGTCAGACTTGAGGGTGGGAACGAAGGGGGGAGGAGCTGGTTAAAGAAAAACAAGAAAGGAG
GCGGGGAGGAAAAAAAATTTCAGCCGGATTCAACACTGTTGCGGAGAAGATCGTCTTACTCCTTCGGCGCTGGCGATGGCACTGCAGCGCCTGCTTTCAATCTAGCTCGCAACCTCGGCTCCTACAGCAACAAGAGATTAACC
CCTTCTCTGCCAACATGGCCACCAACCCGCAGACAGGCTGCCTTCCCGCCTGGGGTAAACTGAAGAGCAAACTCAAACAGGTCACTTGGGCCAACGAAAGCACTTGGGCCAACGAAAGCACTTGGGGAACTCGTGGGGAAGCC
GCTCCTTCCTGCTGTTTCCAGAAGGCTC 
 
(5)chr12:28015205-28015607(NCBI36/hg18) 
Target5 
AGAACTGCTGGGAGACATCTGGAGCCGGTCCCAAAAAACCCGCGCACAGGAGAGATCCCCCTTTTGAATTGCAGAGGGGGACCGACACTCCTGGAGCACGCACACGGCCCTTTTCACTCATGGTCGGGAGTCTAACCCATCCT
TTCTCTGATACCCTACCTGCTTGTCCCCTCCCCCTCAAAAGTCCCAGGTTACAGATTCTTGGAAGACTGTATCCGAGTCGCTGCAGCCAGCGGACAGATGCAGTGGAACTATGGTTATGTGCTGCTCTGCCTGGGAGAAGCGA
CGGGAAAGCCGAGGTTCTTTCCAAAGCTAATGGGCGGGGAAGAAAGACTGCTCGGAATTACTGGGTAGTATCATCTAGGAAAGGATTGCAGCGGGAGTGGATACCCTCCCCAGGGCTCCTCTAACTTTTTGAAAAGAGCGCGA
GTGGACTGGGAACCATTCAAGGGATATTTGTCTTCTAGGCAATCCTGCTGGTAGGG 
 
(6)chr11:2511670-2512178(NCBI36/hg18) 
Target6 
GAGACCCTGCCCTGGCCCAGGTGAGGGCCTGGCTTTTGTCTCCAGGATCACAGCTTTTGTCAAACTCCACACAAAGAGAGAGGCACTCAAAAGCACAACACAAACACGGCTAGTCCGCGCCTTTGGTGGTGAACATACCAGGG
AATTGTCCTGCAATGCCTGTGGTTAAAAAACCCCGTGAGCTGCGGCCCCGGAGGCCTAGGGGATGAGGTCATCGCTGCGGCTTCCTCCCCTCTGCTGAGGCTCCCTCCGCCCCGCCCGGTGGCCCACCCCTCCCGCCAGCTGC
AGCCTCCACTGCCTGGGTTTCTGCTGCGCCTTCAGCACACAGCGAGGCCTCAGTTTCCCTCCCAGCTCAGAGCAAGGCCTCAGTTTCCCTCCCAGCAGCAAAGTGAGACCCTGTAGGGAGTCTCTGGGCCTCCGTGACGGCCC
TGGGCGGCCCTCTCTGTGGAACAAGGTCGGGTCCTGTCCTCAGCGCCCTGGCCTCCACTTGCTCAGGGCGCCCGCAGGCCCGCAGGTCCTCACCTGGTGTTTTTCACCTGGGACCCGCAGCTGCTCTGATGAGGAGCCTGCTC
TGCGCACGGCCTGGGGCGGTTTCCCGCAGCACCATTTCTGCCGCTGCCGGGAAAAGACGCAGAGCAAAGGCACCTTTGCCCAGGTTGGGGAACCAGTGGGTGACTCAGGATTT 
 
(7)chr1:8194584-8194818(NCBI36/hg18) 
Target7 
GGTTGGGCTCTGCACCCCAAATGCCATAGCGGCCTCCGGGGGAGGCGGGGAGCGCTGTGTTGGCCCCTCACGCTCGCTGGACTTTCTGCCAGCCTGCCCTCTTTAGCGCTGGTCGGGCTCTGTGGTGGATATGTCGAAAGTTA
GGGGAACATTGAGTCATCTCCTCCCTTTCAGCTGCGGCATATTTCTGGGAATGCGAAGCACATTTGAGCGACGTGACATTCCTTACCTCGCGGCAGCAAGGCAACTGCCCACTTCCTTTCGAGTCATGTTGCATCATCTTTCA
GAACAGGACTAAACAAATAGTCTCGATACATGGCTTTAGGAAAGAAAAGCAAGTGTGCACGTTTGAACCCCACCCTCTCCGTGTGCTAGGGCACGATTCTCCTGCCCCCGAGGGAGAGAGGGCACACACCGTTGTGGTTAGTC
TCCTGCCTTTCCACAGATAAGAACCACGTATATGTGTTCTATGCGCATCTCATAATCACAAAAAAGAGGCATGTGACATTCAATATAGGTGTGTTTCCTAACACATGTGTCAGAGGCGTCTATGGCTACGTCAGTTCTAGTGA
TGGGCATTGCAGTTTTTAAAATTCCTTGTCCTTGTCATCTTGGAATAAGTCACAGGAAAGGTAAATGATCTGTGTAAACCCTTTGGCCTGT 
 
(8)chr12:110319267-110319654(NCBI36/hg18) 
Target8 
TGGTGGCTGAGAGGCATCCAACCTGGAGCCTGGGAAGCTTCCAGGAAGGCTTGGGGGGAATCCAAGAGGAAGGTTCTTTGCGGGAGAAAGAGTGAGGCAGGGGAGTTTAGGAGGCCGCTTCCCAGCCCTCGATCGCCCCACAG
CCACCAGGGGGCGCCAGAGCCCCGCGCAAAGCGGCTGCCACCAAGTGGCTGCCACCGCGCGTTACCACCCTCAGGGCCTGATGCCTGGGACTGCGGCCAAGTCCCGGCCCCAGGAGCTCGCGTGCCCCACGTTGATCCCGGGT
CACGGGTGGGGACGGCTGGGGTAACTGGGTTGTACGTCCTCTGCGGAGCTATTAGGGACTCTAATTACCGGGATTGGAAGTGAATAATTATCTACTGGGCCTCAGGCTACTGAGTCACTTCCCCCAGAAACCAGATTCCCCAG
GCTAGCGGAAGAGGGGGCGGCTCGCAGGCTGAGGTTGGGGCGGGGGAAGGTGGAAGCGGGGGTCTGGGGTTGGGGTGCGCGGCCGCCGCTGTTTTTGGTCAAGATCAGAACTGGGGAGCCTGG 
 
(10)chr19:5538686-5538939(NCBI36/hg18) 
Target10 
GGAAGTGAGGAGCAGGAGTGAACCACCGTCCTCCACGGACGACACACCTTACCCCGCCACTCCACCGCGGCTTGCCATGTGCCCCGGCCCCGAGGGCCCAGACAGGCCCCTCTCGCCACCTAGAAGAGAAGAAGGGTCTGCAA
ACACTCCGTTCCTGGGGAAGCCCCTGGACACATGTGGGGGCCACAGCCACCCTCGTCCCTGGAGCCAGCCCCGTACCTTGCCACCTGGCGTGCTCCCGGCTAGCCGCGCCTGCGTCCATGGCACCCTGCCAGGCGCGTGCCTG
GTGCTCCTCTAGCCGCTGGTTGTGCTCTCCCCAGTCACGGCCACCCCTTTGCCAAAAGAAAAAGACATGCAGCCATCTAATGAGCCTCCAGGGTTGTGT 
 
(11)chr6:25135475-25135786(NCBI36/hg18) 
Target11 
CAGGTGTGAGTCTGTGCTGATTTGCTGACATCACCTCACAAGCCTCACAAGTCCTGACACAGCAAGGCCAAAAGAAACCACTCAGGCAAACGGCACATTCTGGGATCTACAAGTCTCCTATAAGTAGCTGTTCCAATTTCCAA
ATATTAAAACAAAAAAGCAAGCTCATTAAGAACTTGCTGATGCATTCTATTTTTAAAATAATAATAAAAAATAATTTAGGTGATACTGCATAGCTCACAAAATATTTCCACGTGCATTATCTTACTTAATGCAAACGACAATC
GCGTAGGGGTGGATTCGATTCACCTAGCTTTGCTTACAAGACGGCCCAAGCATCGAGAAGCGAAGAAAAGCACTTAGCACACAGGACTGCACAGCCACCCAGCCCTCTGCGGGTTCCCAGGGGGAGGCGCTCGAGGGTGAAGT
ACAAACCCATCCCCAGGCTGCGAAAGAAAAGTCTACGAGCTGGCCTCTGTGGGAGGGTCAGGGCCCAGGGTATAAACATAGACATGCTGTGCAGCGGTTTCTGTTTCTTTCACGCACGGCACAGAAGGAAAAGCGTTTGGGGT
TCAGCTCTGCCAGGAAATAAATACATAACCGGCCTCGTGGTGGCCATGCTGCAGGTGGCACACTCCGAGCAGGCCCCTTGGGGGATGAGAGGGGCATCTTCTGCTAAGCATGGGAACAGCCTTGGG 
 
 
 



	 2 

(13)chr1:10818517-10818704(NCBI36/hg18) 
Target13 
TTTCCCTTGGGGAGAAGCAGGAGTCCGGACCCCCAGCCCCACTCGCAGGAGGCAGTGGGCGGCTCCTCTCAGCCAGGCGGGTGAGGGTCTGTGCCGGCGGGGCATGCGACCCGCCAGGCAGGTGTCGGAGCCCTCACAATGGT
GCACCTGGCGTGGGCGTCAGGCCTGCCCATTCAGCCCGGAACAATCACTGCTCTGCAGCCGCCGGCCCAGCGGCCTCCAGGGGCGGGAGGACCGCGGGCGGCAGAGCGGCAGATGGGCCTCGGGTGTCAAGTTTCCAGCTGGA
GGAGGGG 
 
(14)chr1:1385949-1386143(NCBI36/hg18) 
Target14 
CCTGAGGGGGCTGAGGAGCACCTGTTCCCCTGGGGACAGCTCGGCCGGCAGCCCCAGCGTTTCCTTCCCCATCCCCGCCCCGCAGATTCATGCTGATCCTGGCCAGCTGCCACCCCGAGCAGTTCGACTGGGCCATCAATGCC
TGCATCGACGTGATGGTCCACTTCGACCTGCCAGGGCAGGAGGAGCGGGCGCGCCTGGTGAGAATGTATCTTAACGAGTATGTTCTTAAGCCGGCCACAGAAGGAAAGCGGTAAGTGTCCCGCCCCACCAGCCCCCGTCCAGG
GGCCCTCGCTCAGGGTCCACCCCTGCTCCTGTTCTCCGGACACACCCAGCAGGCCCTGTCTCCAGGATGGG 
 
(15)chr10:53743705-53744974(NCBI36/hg18) 
Target15 
GAGGGGCAAAAAGTGCTTTTGCAGAGCCTATCACCCCTCGGCTCTGTAAAGTATTTCAGATCCGGATAATTCAACCCTTACTGCCAGGCAAGGGCACCCAAGTTCCCAGAGTTCCTGCTGCCGCCTGCATTTATTAAAGTCGT
CTGCTATAACGCTCGCTGGTAGCCTTCACCCCGAAGGTGAGCCGGGCCAGCCGAGCGACTAAGCAAGGGAGGGGCGGGGTGAAGAGTGTCAAAGGCCCCCCTTCATGTACACAAACACACCCCCTCCCAGCCCCTCCCAGCGC
TTTGAAATCCCATCCCGGCTTTGTTGTCTCCCTCCCAAGGGGCCGGAATGCTCCGGGCCCGCGGTATAAAGGCAGCCGCGGTGGCGGTGGCGGCGCAGAGCTCTGTGCTCCCTGCAGTCAGGACTCTGGGACCGCAGGGGGCT
CCCGGACCCTGACTCTGCAGCCGAACCGGCACGGTTTCGTGGGGACCCAGGCTTGCAAAGTGACGGTCATTTTCTCTTTCTTTCTCCCTCTTGAGTCCTTCTGAGATGATGGCTCTGGGCGCAGCGGGAGCTACCCGGGTCTT
TGTCGCGATGGTAGCGGCGGCTCTCGGCGGCCACCCTCTGCTGGGAGTGAGCGCCACCTTGAACTCGGTTCTCAATTCCAACGCTATCAAGAACCTGCCCCCACCGCTGGGCGGCGCTGCGGGGCACCCAGGCTCTGCAGTCA
GCGCCGCGCCGGGAATCCTGTACCCGGGCGGGAATAAGTACCAGACCATTGACAACTACCAGGTGAGAGGGGTCGGGCACTCAGAGGATGCTCTGACCTTGAAAGGGTCCTATCTGGAGACGAGGGAGTAGAACGTGCTGAAT
GTGTGCGGTTCAGGGAGCATTTGGTAACCCTGCATTTGGGAGCAGTGGGCAGTAACAGGTTTTGGAGAGGTGGACAGATAAGGACTGTGATCAGCGCCCGGGTCCAAGAGGGCGGGTACCTGGACGTCTGGGTGCCTCACCCT
CTCCCCGAACCCTTCCCACAGCCGTACCCGTGCGCAGAGGACGAGGAGTGCGGCACTGATGAGTACTGCGCTAGTCCCACCCGCGGAGGGGACGCAGGCGTGCAAATCTGTCTCGCCTGCAGGAAGCGCCGAAAACGCTGCAT
GCGTCACGCTATGTGCTGCCCCGGGAATTACTGCAAAAATGGTGAGTCCTG 
 
(16)chr11:20588323-20588561(NCBI36/hg18) 
Target16 
GGAGAATGACTAGTCTGTGCCCTGTCAAGTGAGACCAGCGGCTTTACGTGAAAATAGGAGCTAGCTGGGTCACGTAAAATAGGAACAACATAAATATCATTTCTATTTCCGGAATGGCTTCATTTTCATTACAACTTTTAATT
AAATGATTCCTTTTCTCCCTGGTCTTTCATGTGCTTTCATTTATTAATAATTGCCCAAGTAAAGAGAATCCCATTCCACAGCTTCCAATTTAGCACGATCATTATCGCTGTTCTTTGTTCGGGGTTGCTGGGCCGCAGAGCTC
TCTGATGAGATGGCCCATCATTCCCTCGCGGGTGGACCCGAAGGCTCCGGGCGCTGGGAAGCATGCTCCTGCCGCCCGGTGGTGGGAGGGGATATTGCAGGAGGCTTGGGGCTGCGGAGCGAGCGAGCGGGGAGCCTGGGAAC
CCTGCTGCATTGCTGCAGGAACGGTGACCTTGTGCTGCTGCGGCGGCAGTGATCTACAGACATCCAGAGACGCTCTCTAGTGAGGCTGCCTGCGTGCTTCACAATTGCAACTTGGGAATCGAGAGATTTGGTGTTTGCCCTCG
TGTTAGTGATCTCTCCCGTCTTGGGTGGACGTAATGTTTGGCAGGAGGGCTAGAAATAACTTATGTGC 
 
(17)chr10:134210902-134211265(NCBI36/hg18) 
Target17 
TCCCACCTTGCATGGTGGCTCAGGGTGGTCAGGGAGGGCGTGGCTGTCACATGGTTTCTGGACTGTCAGCCTTTGGGCTGAGTGAGGCGTTACTGCCATCAGGGGTCCCTGGAGGGGCTCTCTCCATCCTCTTCCTGGCGTCA
GGTGTTCTCGGCGGCCTCTCGGTAACAGCCTGGCCTTTGCTTCTGTCCGGGGCGCGTGGCCCAGGCTGAGCAGTGCACTCGGCTGCCTAGGTGGTGTGAGGTTCTGTGAGCCCGGGCCCAGCTGCCGTGGTGAATATAACCGG
GAGGGAGTGCCCGCCTCTGCCCACCTGCCTGGCATCTGGGGTTCCCGGGAGGCCGGGCACCTGCACCCTCGCCGTCGCCCTGGGCTGACCTCCCATCTCCTCCTTCTCTACCCAAGCGCCCGTGGCCTGAACAGGACTTGGTT
TTTCAGGCCTTCATGCCTCAGCTTGAGGGGCTCTTTTTTCAAAGGGTTCCTCCGGGACGCCTCGCCTAGGCAAGCAGGGTTTTCCTCCTTCACGGGACAGCCCGCGTGCCCCCAGCCCTGTGACGCGCTCTTGGTGACTCACC
AAGTGAGTCCCAA 
 
 
(18)chr5:10702368-10703458(NCBI36/hg18) 
Target18 
GCAGTCTGTTAGGAGGCTTGGGGCCAGGGGTGGGGGGTGGGGGCAGTTTTGCCTTTGCCCCAGGCTCTGCCTGGGAGGGAAGAGTCCTTGTTGCCGCCACCCACTTCTGTTTGTGTTTTGCGTTTTGCAGGGGCGGATGTCCA
CGCGAGGGACCCCCGCCGTGGGATGTCGCCGCAGGAGTGGGCCACTTACACGGGCCGCGTGGATGCCGTCCGTCTCATGCAGAGGCTGCTGGAGCGCCCCTGCCCGGAGCAGTTCTGGGAGAAGTACCGGCCCGAGCTGCCGC
CGCCCCCTGAAGCGGCGCGGAAGCCCGCGGGCTCCAAGAACTGCCTGCAGAGGCTCACAGACTGCGTGCTGTCCGTGCTGACGCCGCGCTCCGTGCGGGGCCCGGAGGACGGGGGCGTCCTGGACCACATGGTCCGGATGACC
ACGAGCCTCTACAGCCCCGCCGTGGCCATCGTGTGCCAGACCGTGTGCCCTGAGAGCCCTCCGAGCGTGGGGAAGAGGCGGCTGGCGGTGCAGGAGATCCTGGCGGCGCGGGCTGCACGGGGCCCCCAGGCGCAGGAGGAGGA
TGAGGTGGGGGGCGCGGGGCAGCGCGGGCGGACCGGACAGGAGGACGCGGACTCCCGGGAGGGCTCCCCGAGAGCCGGCCTCCCTCCCGCCCTGGGGTCCCGGGGCCCCGCAGCGCCCGCCCCGCGGAAGGCCAGCCTCCTGC
CCCTGCAGCGCCTGCGGCGGAGAAGCGTGCGGCCCGGTGTGGTGGTGCCCCGGGTCCGAGTCAGCAAGGCGCCCGCGCCCACCTTCCAGCCCGAGCGGCCGGCGCGGAAGGGCAGCACCAAGGACAGCGGCCACCTGCAGATC
CCCAAGTGGCGGTACAAGGAGGCCAAGGAGGAGAAGAGGAAGGCAGAGGAGGCCGAAAAGAAGCGCCAGGCCGAGGCGCAGAAGGAGAGGCGCACTGCGCCCTGGAAGAAGAGGACGTGAGGGCCCGTGTGCCTGGCGCTGGG
GCCGGGGCTGGGGCCGGGGCGGGGCCGCAGGGCTGGGCGCGGAGAAGGAGGCGGCCCCGTTGCGCATCGCACCACTTCCGCTCCATGGACCACGGGGCTGCGCGCATTTCCAGGCTGTTTGTCCAGGCTGCTTCCAAGAGAGG
GCTGAGGGAGCCACATGGATTCGCTTGTCGCCAGCCCTCCTAGCAATCAGTACACCTAGCGGGCACGTTGCCTAAAAGGCTCCCTTTAGAGAACCT 
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(19)chr16:85994896-85999172(NCBI36/hg18) 
Target19 
ACTTTCAGGAAAATGACTAAGTACTTGAAAGGGTCAGTATGTTCTGTGTTTTCAGATGAGGAAGTCTGATGACCGCAAAACGCTCTTCAGACGCGCCGACCTTGGTGGCTTTTGGAGAGATGCATCCGAGCTCGCTGCTGGCA
AACTCTCAAGTCCAAGTGTGCGGCTCCCTCCGGAAAGAGGCCTCACGGATGGGTGGTTCCATTTTCTCTGCGCTGTGTAGCTCCTACTTACAGCTGACGATTCTCGACTTCGGACGGCCTCCCTGGAGATGTCACACGCCGCC
CATGCACGTTCAAGACGACTGGCAGCTCCGCAGAGGCCTTCGCTGCTGGGAACACAGCCGTGACAGTGTCGGAACTCATCTACCTCAACGCTGAATGGCAGGCTCCAAGTTGAAA 
 
(21)chr5:1010475-1010610(NCBI36/hg18) 
Target21 
GGGGCCAAGAGAACCCTCAAAGGCTGAGGTCACCCCGCCAGGGTCGGTTTAGGTGTGGCGCCTCCTCTGGACGCCCCTGGGATTGCCTGCGCGCCCGGCCCGGAGCTCCTGTTCCAAGCAGGGAGCATCCCTGGACCGTGCCC
TCGTTCCTTTGAGGTTTTCTGTGGCACGCACCACAGTTTAATGCGACTCACCCCAGCCATGCTGGGGCTGGTTTCCTGTTAC 
 
(22)chr2:216945117-216945376(NCBI36/hg18) 
Target22 
GGCACTTGGCTCCAGCTTGGTCCTCGCGACTCCCCAAAACCGTATATAAATATATCTCTTATAAAAGCCGAGAGGAAGCAAATCAGATTCCAGGCTGCTGCCAGGTGTTGTCTCGTCTTCCGCCGTTGCTCAGCACCCGCCGC
TGCCCCCACTGGCTCGATTCCCAAAGGGGTGGTGCTGGAAGGGAGGTGGCGGGGCGGCGAGCTGACCGTCCGAGAACTGGAAACAAGGTTCTTGCAGCGAGGGAGGCTCTCGGCTATCTCCGCCGCCGGCGCCGCGGCCGCCG
CTGCTGCATTCAGCACCCCGGGCGAGTGGACAGCTCCCACCCAGACCCCGCGCGTCACGCTCGTGGGGGCCTGACGCAGACGCCGCGGAGGGATGGAGGAGGGAAAGGGGATGAGAGGAAAAGAAGCTGGAGGGAGAGGGAGC
AAGAGGAGGAGAGAACTGTGCGAGGGAAGGGGATGGGGAGGGACCAAGGGAAAGGGAGGTAACCA 


