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Methylation patterns in CD34 positive chronic myeloid leukemia blast crisis cells
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Online Supplementary Table S1. Recognition sequences for MS-MLPA. Eighteen genes are represented by two probes, each recognizing a different HhaI
restriction site. Probe mixes were purchased from MRC-Holland (Amsterdam, The Netherlands).
gene sequence Distance between Hha1 site and startcodon TSG*
APC CAGCTGTGTAATCCGCTGGATGCGGACCAGGGCGCTCCCCATTCCCGTCGGGAGCCCGC 17110
ATM-1 GGAGGGAGGAGGCGAGAGGAGTCGGGATCTGCGCTGCAGCCACCGCCGCGGTTGATACTACTTT 4487
ATM-2 GCGGAGACCGCGTGATACTGGATGCGCATGGGCATACCGTGCTCTGCGGCTGCTTGGC 4657
BRCA1-1 TTCTCAGATAACTGGGCCCCTGCGCTCAGGAGGCCTTCACCCTCTGCTCTGGGTAAAGG 1211
BRCA1-2 CCCCTTGGTTTCCGTGGCAACGGAAAAGCGCGGGAATTACAGATAAATTAAAACTGCGACT 1317
BRCA2-1 CGGGAGAAGCGTGAGGGGACAGATTTGTGCCGGCGCGGTTTTTGTCAGCTTACTCCGGCCAAAAAAGA 848
BRCA2-2 CGGGTTAGTGGTGGTGGTAGTGGGTTGGGACGAGCGCGTCTTCCGCAGTCCCAGTCCAGCGTGG 763
CASP8 CTTTCCAATAAAGCATGTCCAGCGCTCGGGCTTTAGTTTGCACGTCCATGAATTGTCTGCCACA 307
CD44-1 CTCCTTTCGCCCGCGCCCTCCGTTCGCTCCGGACACCATGGACAAGTTTTGGTGG 25
CD44-2 GGAGAAGAAAGCCAGTGCGTCTCTGGGCGCAGGGGCCAGTGGGGCTCGGAGGCACAGG 409
CDH13-1 TTCTGTGCGTTCTCCTGTCCCAGGTAGGGAAGAGGGGCTGCCGGGCGCGCTCTG 221496
CDH13-2 CGTGCATGAATGAAAACGCCGCCGGGCGCTTCTAGTCGGACAAAATGCAGCCGAG 221581
CDKN1B AGCCCCTGCGCGCTCCTAGAGCTCGGGCCGTGGCTCGTCGGGGTCTGTGTCTTT 169
CDKN2A-1 CAGAGGGGAAGAGGAAAGAGGAAGAAGCGCTCAGATGCTCCGCGGCTGTCGTGAAGGTTAAAACCGAAAATAAAAATGG 20543
CDKN2A-2 GCAGGTTCTTGGTGACCCTCCGGATTCGGCGCGCGTGCGGCCCGCCGCGAGTGAG 19513
CDKN2B CTGCGACAGCTCCTGGAAGCCGGCGCGGATCCCAACGGAGTCAACCGTTTCGGGAGG 66
CHFR-1 CGAGAGTAGGCGCGTGGAGGGCGCTCGGCCATCTTTGATCCTGACCAGGCGACTTCGT 358
CHFR-2 CGCGAGAGTAGGCGCGTGGAGGGCGCTCGGCCATCTTTGATCCTGACCAGGCGACTTCGT 361
DAPK1 CGCGAGGATCTGGAGCGAACTGCTGCGCCTCGGTGGGCCGCTCCCTTCCCTCCCT 712
ESR1-1 CGCCCGCCGTGTACAACTACCCCGAGGGCGCCGCCTACGAGTTCAACGCCGCGGC 113
ESR1 -2 GCTCGCGTGTCGGCGGGACATGCGCTGCGTCGCCTCTAACCTCGGGCTGTGCTCTTTTTCC 117
FHIT CGCGGGTCTGGGTTTCCACGCGCGTCAGGTCATCACCCCGGAGCCCAGTGGG 157
GATA5 GCTTGGCGACAAGGACGCACGACACGGGGCGGCCAGCGCGGAGCCCGGACCAGTGCATG 603
GSTP1-1 GGCAGGCTGCGCTCACCGCGCCTTGGCATCCTCCCCCGGGCTCCAGCAAACTTTTCTTTGTTCG 269
GSTP1-2 CGAAGAGCGGCCGGCGCCGTGACTCAGCACTGGGGCGGAGCGGGGCGGGACC 102
HIC1 CCGCTCCAGATAAGAGTGTGCGGAAAGCGCGGCGGGGCTGAGACGCGACCAGGAC 1050
IGSF4-1 CCTGGAGCCCGAGTCCTTGCACGCCAGGCGCCCGGGAGAACACTTTTTCCTTGATCCGGGGAAAGCA 304
IGSF4 -2 CTCCGCCTCCAGCGCATGTCATTAGCATCTCATTAGCTGTCCGCTCGGGCTC 86
MGMT-1 CCAGCGTAGCCGCCCCGAGCAGGACCGGGATTCTCACTAAGCGGGCGCCGTC 474
MGMT-2 GGCAAACTAAGGCACAGAGCCTCAGGCGGAAGCTGGGAAGGCGCCGCCCGGCTTGTAC 329
MLH1-1 CGTTGAGCATCTAGACGTTTCCTTGGCTCTTCTGGCGCCAAAATGTCGTTCGTGGCAGGGGTTATTC 7
MLH1-2 CTGCTGAGGTGATCTGGCGCAGAGCGGAGGAGGTGCTTGGCGCTTCTCAGGCTCCTCCTCT 343
MSH6 CGGCTGTCGGTATGTCGCGACAGAGCACCCTGTACAGCTTCTTCCCCAAGTCTCCGGCGCTGAG -45
PAX5 GCGCTCGTCTAAGCAGCGGGGTTTGCACATGGAGATGTCACAGGCCCCGCGCACAGCGCAG 636
PAX6 GGAGCATCCAATCGGCTGGCGCGAGGCCCCGGCGCTGCTTTGCATAAAGCAATATTTTGTGTGA 4911
PTEN-1 CATGCTCAGTAGAGCCTGCGGCTTGGGGACTCTGCGCTCGCACCCAGAGCTACCGCTCTGC 1090
PTEN-2 CACCGGAGCGGGCGCAGGAGAGGCCTGCGGGGTGCGTCCCACTCACAGGGAT 1847
PYCARD CCAAGCTGGTCAGCTTCTACCTGGAGACCTACGGCGCCGAGCTCACCGCTAACGTGCTGCG 128
RARB-1 GGCGGGAGGCGAGCGGGCGCAGGCGGAACACCGTTTTCCAAGCTAAGCCGCCGCAAATAAA 828
RARB-2 CCGCCGGCTTGTGCGCTCGCTGCCTGCCTCTCTGGCTGTCTGCTTTTGCAGGGCTGCT 650
RASSF1-1 CAGTCCCTGCACCCAGGTTTCCATTGCGCGGCTCTCCTCAGCTCCTTCCCGCCGC 137
RASSF1-2 GTCCACAGGGCGGGCCCCGACTTCAGCGCCTCCCCCAGGATCCAGACTG 35
RB1-1 GGATGCCTCCTGGAAGGCGCCTGGACCCACGCCAGGTTTCCCAGTTTAATTCCTCATGACTTAGCGTCCC 331
RB1-2 CAAGGAGGGAGAGTGGCGCTCCCGCCGAGGGTGCACTAGCCAGATATTCCCTGCG 526
STK11 GTGGGATGGGCGGCCCGGAGAAGACTGCGCTCGGCCGTGTTCATACTTGTCCGTGGGC 421
THBS1 CCGCCGCCCATTGGCCGGAGGAATCCCCAGGAATGCGAGCGCCCCTTTAAAA 816
TIMP3 TCCAGCGCCGAGGCAGCCTCGCTGCGCCCCATCCCGTCCCGCCGGGCACTCGG 169
TP53 CGGTGGCTCTAGACTTTTGAGAAGCTCAAAACTTTTAGCGCCAGTCTTGAGCACATGGGAGGGGAAAACC 10819
TP73-1 GGAGTTGGATCGGCCCCTGGGACTTGGCGCTCGCGAGAGGCTGGAGCGGCCAGAG 29545
TP73-2 CGCCCGCGAAGGGGACGCAGCGAAACCGGGGCCCGCGCCAGGCCAGCCGGGA 29776
VHL-1 CGGACGGAGAACTGGGACGAGGCCGAGGTAGGCGCGGAGGAGGCAGGCGTCGAAGAGTACGG -18
VHL-2 GCGAAGACTACGGAGGTCGACTCGGGAGCGCGCACGCAGCTCCGCCCCGCGTCCGACC 78
WT1 GGAGGGTTGTGCCACACCGGCCAGCTGAGAGCGCGTGTTGGGTTGAAGAGGAGGGTGTCTCCGA 409

*TSG= tumor suppressor gene


