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List of Cloned Fragments 

No. Lengtha GC 
contentb 

CpGc Locali-
zationd 

Repetitive 
Elementse 

Genes and MARsf Sequenceg 

1 35 48.57 2 - - - TAAGCGAGCAGCAGCGCAGTAATAAAGGCCATCAA 

2 422 29.86 1 4q13.3 - 

Intergenic 
centromeric: (37.0 kb) ESTROGEN 
SULFOTRANSFERASE 
telomeric: (33.5 kb) ALPHA-S1 
CASEIN PRECURSOR;  
at the border of a MAR 

TCTGATGAGTTTAAATGTCTAGGATCTAATTCAGTAATGATAGAAATGTGTAGACAAATAAAAT
TGTAATGCTTGTCTCTCAACAAAGAAAGACAAAATAATTCACATTCTAAAGTCGTGTATTTAAT
TGTAGAATTTATAACTGAAGGATTTGTTATGATTTTGATGATAGGTTTTCTTTCAGGAAATAAC
AAACTGTTTAATATTATTTCAAACCAGATACAGAATTTCTGACTGTCTAATTAAAGAAAGATGA
TTTACTGCAAGACCAATTTAGTTTTTCAGTTCTTTGCATTTAGTCATCTGAGTATATTATGTTG
CTCTTTGATGTCACCTAATGATCAAAGTTGATACTTCCTTTATGGAAAGAAAGACTCAGATTTT
GTTTCTAATCAGTTCCCAGGCAGCTTAGATGCCACTCC 

3 1035 37.20 11 15q26.1 

MER5A 
(MER1 Type) 
216-322  
(1-100),  
AluSx  
638-945  
(293-1) 

In intron 2 (179 kb) of SOLUTE 
CARRIER FAMILY 21 (ORGANIC 
ANION TRANSPORTER), 
MEMBER 11 

ATTCGATTATATATATTTGTATATATATTTATATATTATATATTTATATATATATTTATATATT
ATATATATTTATATATATATATTTATATATTATATATATATTTATATATATATATTTATATATT
ATATATATATTTATATATATATATTTATATATTATATATATATTTATATATATATATTTATATA
TACATATATTTAATGGCCAAAGGCAATGGTTTTCAATGTGTGGGCTGCAACCAGCAGCATCATT
ATCCCCCAGGAGCTCATTAGAAATCAGAAATTAGAAATTCACAGGGCCCTTGCCAGCCCTATTG
AAAACAGTCTGAGAAACACCTGCCTAAAGAAGACAGACCTAGGTGACAGACAACGAAAAATTGA
GATTTTAACTCTCTGCGGAATGAAATCCTAAGCTGGGACTATAGCCTTCTCATAGCTCTGCTCT
ACCTGAAGTAAATCAAGGATCACAGGTGAGCTACATGGGGCTTCACAGTTGATTCTTCAACACT
GATGCAGTACAGGGGCTACCAAAACTGCAGCCTTGGACAAGGCAGCCTGTACTGCACTTCAGTA
CAGCTACAGATTCTGACACATGTGCACAGAAAAGAAAGTCTATATTATAAAGAAAATACTCTTT
TGTTTTTTGAGACAGAGTCTCACTCTGTAGCCCAGGCTGGAGTGCAGTGGCATGATCTTGGCTC
AATGCAACCTCCGCCTCCTGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGAT
TATAGGTGCCTGCCAGCCACATCGCCCAGGTATTTTTTTTTTTCTTTTGGTATTTTTAGTAGAG
ACAAGGTTTCACCATGTTGGCCAGGCTGGTCTCGAACTCCTGATCTCAAGTGACCCATCCGTCT
CGGCCTCCCAAAGTGCTGTTATTACAGGTGTGACCCACCACGCCCAGCCGACAATAACTTTTTG
AAGATGTTTTTATGTGTCCACTGTAGGCTGTCCAATATAGCTTACAATCTGACACTGTAGATAA
TCACTAGTGAA 

4 79 54.43 3 - 
AluJ     2-52  
(1-51) 

- 
TCTTGGCCTCCCAAAGTGCTGGAATTACAGTCGTGAGCCACCACGCCCGGCCTGTATTCTACTC
CTCCCATAGGTCTTA 

5 35 42.86 0 - - - TAGTGGCCAACAAGTGTGATTTGATGGAGGTGTTA 

6 653 38.74 5 10q25.1 

AluJb  
489-614  
(1-127)  
 

In intron 4 (18 kb) of BA127L20.1 
(NOVEL GLUTATHIONE-S-
TRANSFERASE) 

TTGCCTCTATCCTAAAATTTTTTCAGAGGGGTAAATGCAAGGGACTTGTTTTAAATTGAGTACA
AGAAAGAACTATTTTAGTAAAGTTGCCTGAAGATCTGCTCATCAGTGGAATAAAACAGGAAGGA
CAGAATTCTGATAAGCTCTTTCATAATGACTATGTTGGAATGTCTCATCCCTCTGTCAGTTGCT
TTGGCTTGAGCTTCTGATTCAGAGAGCATGAAAAGGTGAGACTAAGGAGGAAATTCTTTTCACA
GAGAAGCTCAGAGCCGAACCAATCCTTGGCTGTAGAGAAGGAGGAGCTTTCAGAGTTTGCTGGT
TCCAAGCTTTTTTCTGTTACTTAAATTTAAAGCTGGAACAGAAGGTCAAGAAACAGGAAGGAAA
ACCGTATCAAGATATCAAGTCATGGTATTCTTTTTCATTCTTACAGAAAAGAATTCACAAGAGA
CTTGAGGAAGCTTTTTTATTTTTATTTTGTTCTGTTTATTTATTTATTTTAAGATGGGGTCTCA
CCCTGTTGCCCAGGTTGGTCTCAAACTTCTGGGCTCAAGTGATCTGCCCACTTCGGCCTCCCAA
ATTGCTGTGATTACAGGCATGAGCCACTGCGCCTGGCCAATTTTTTTTTTTTTTTTTTTTTTGC
GACAAGGACTTTA 

7 289 45.67 8 17q23.2 
AluY  
2-203  
(93-294) 

Intergenic 
centromeric: (44 kb) predicted gene  
telomeric: (37 kb) predicted gene 

TTAACATGATGAAACCCCATCTCTACTAAAAATACAAAAAATAAGCCAGGAGTGGTGGCATGCG
CCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCTTGAACCCGGGAGGCGGAGGT
TGCAGTGAGCCAAGATCACGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCTGTCTCGA
GAAAAAAAAAAGCTTCATAAACTTTTTTTGTAATCTTAAATTCTATATTAAAGTCTGACATTTA
CTAAATGGACCATGCTTAAAGAAGGGGGCTTCA 

8 344 46.22 12 2q21.2 - 

Intergenic 
centromeric: (223 kb) predicted gene 
telomeric: (73 kb) PUTATIVE G 
PROTEIN-COUPLED RECEPTOR 
GPR39 

TGGAAGTGACAAAATTGGACTCTTCCGTCATTTCAGAAGGGGAAATAGCCGCAATCGCGCCTCA
GATTCAGGCTTTTAATCTACAAAAAGCAGCAGCGGAAGGCTTGATGAGCCTTCTTCGTGAAAGG
GGGAAAGGTTATTTAGCTTTGTGTTCTTACCACGGCAAAGAAGCTATCAGCATCTTGAGCCATC
TAGCTTCTCACCACCGCAATACCGGTTGGGTACTGTGCCAAATCGGAAGGGCCTATTGTAAACT
TTCAGAGTCCACGCAAGCTGAAAGACAATTCTCAGAGGTTAGGAGGATTGAGAATTACAGAGTC
GAAGGCATGGAGATCTACTCTACA 

9 371 46.36 3 14q23.2 
AluY  
1-166  
(158-1) 

In intron 8 (8 kb) of ESTROGEN 
RECEPTOR BETA or in intron 4 of 
ESTROGEN RECEPTOR 

AGGCACCCACCACCACGCCTGGCTAATTTTTTTTTTTTTTGTATTTTTAGTAGAGATGGGGTTT
CATCATGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCTGCCTGCCTTGGCCTCCCAG
AGTGCTGGGATTACAGGTGTGAGCCACTGTACCCAGCCCTCCCTGACAATTTCTTAGTAGCTTT
GCCTTGTGAGCATTCTCTGCCCTTTTCTTTTCTCTGTGTATGTAACAGATTAGAACCCTCAGCT
ATTATAGTTCAGTTACAGCAGAAGTTCTCTTCATCTGATCATGCTTCTCTGGCTTCCTAGAGTC
ACTGATGATCTTCATTTCCTCTGTAGAACATCCTGCCAGTGCCCATAGCCT 

10 68 35.29 1 14q32.2 - 

Intergenic 
centromeric: (165 kb) predicted gene 
telomeric: (14 kb) B-CELL CLL/ 
LYMPHOMA 11B, ISOFORM 2 

GATGTCTACCTCGTAGTAATTCACTGAGTTACTACAGGTTACCCAAATATAGTTCTCATAAATC
AGTT 

11 480 47.92 1 13q32.3 - 

Intergenic 
centromeric: (90 kb) BA155N3.2.2 
(KIAA1058) (FRAGMENT) 
telomeric: (133 kb) predicted gene 

AGGGAAGCCTGCAGCAGAGAAGACTGGATTCCATCTGGCCTCTGCCCCTCCTCTCCCAAAGGTC
ACTGCAGATGGAAGTGAGCTCCAGGTCTGCACCAGGCCAGACTCAAAACCAAATGATTTGGTCA
GAAAGGAATCAACTCTGCAGCTTAAATCAACTCCAGGCTGGTCAGTGACTTCTCCATTGTGCAG
GTGCCACCCATAGGCACCAGGCCAAGACCATAAAGGAGTAAGTAGTATGGGTAAAATACCATTT
TCCTGACATGAAATGCAATGCTCACTGGAATATGCTGATTCTCCCACTGAGTTGCCCAAGAGAT
GGAGAGGTAGGGCTGCTTCGGGGCCCATTGCCCAGGGTGGAGGATATCCAAGATGCCAAGATTC
CACATTGTAAGGACAGAAGCTTTTTTTTTTTTTTTTAAATGTCTAACAACTGAAGCCATGGAAA
AAACATCTGTAGTTCCCCCAAATTCTGGGAGC 

12 1346 51.41 7 17q12 
LINE-2 
353-891 
(2606-3224) 

Intergenic 
centromeric: (1 kb) predicted gene  
telomeric: (6 kb) 
DIHYDROPYRIDINE-SENSITIVE 
L-TYPE E, CALCIUM CHANNEL 
BETA-1 SUBUNIT (CAB1) 
(VOLTAGE-DEPENDENT 
CALCIUM CHANNEL BETA-1 
SUBUNIT) 

AAGTGGGCGCCTGAAGACAAGGATGGAGCATGAAGAGAGATCCTCCGGCTGGAGACCCTGCAGA
GAGGCCCCAGATACCTGGCAGAGGAGTACATGGGCCAACAGAGAACCAGGAGGCCAGGCCTGAG
GAGGGAATGGAAGGTGGAGTTTCCTGCTGTTGCTTGTGAATTTCTTTCTTTGCTTAAGCTGGGG
GGAAAAAAACAAAAAATCAGATAACAAAAGGAGAAGTCCAAAAGGCAACGTGCCCTCAGGCTGC
AGGAATGGTTAGCAGGAGATCCAGCCAACACACCAGGGAGCCAGCTCCTTCCACCCGACTGTAC
TGCCTTCCTGCAGCCTCCACTAAGGTAACAACCCTCCATTAAGGTAACAACTTTCTAACTGGTC
TCCCTGCATCTTCCTCTCCTTTCCCAAGGCATCCTCTCCATGGCCCCTATTAACCTTCCTAAAG
CACAGCTCAGGGTCTGTAACTCCCCCAGCTCATAGATCTTCAATGGCTCCCTATTGCTCACTGG
ATTCAGATCAGTCTCCACTTGACATTCAAGAGCTTCCACGAACAGCCCCCACCTGCCTTCACAG
GTTTATCTCCCAGGCTCTGTATCTACTGGTTCCTGCCTATACATGCCTGGCTCTTTCTGATGGT
GCCTTTGCTTCTGCATTTCCTCCTTGAGTGCCTTTCACCTTCTCAGAAAGGAGAATGCCTGAGA
CCCATTAGCTGCCCTGCCATAAAAGCCACCTGCTTCCCCAGCCCTGACTTGGTTCTCCAGCCAC
ATGGGGCTTCTCCCTACACTGGGCTTATAGACGGGCAAGTCTGTTTCCTCCCATCAACTGTGAG
TACCAGGGTGGGATTCATATATTGTTAACCAGCATATGACCTCCCCCGCCAGCCCAATCACTCC
CTGCCTGGTCCAGAACCCTGCACACAGGAGGAATGTGTTGCTGTCAGACTGATGTAGAATGAGT
TAAGCTACAGCCTGAGAAATGGCACTTGGAGTATTAAAAAAGGAATGTGAACACAAGTTTAAGA
GGATTGAGGAAGGCTGGGAAGTTTGCGGGAAGAAGAAGGAAAATAGCTGACTAAATACAGACTT
TCATCCCACCCTGCTTGGTGCCCAGAGTTAGAAGGATAGAGTTGACTGCCAGAGCCCATCTGGG
CTGATTGCATTTCAGCCTTAGGAGAGAAGGAGCCAAGTCTGGGGCTGGGGGGTGGGGCACCAAG
GGTGCTGAGGGAAGCAGCAGTGTCTTAAGCATTTTACCATCTGTTTCCTGGGGTTAGTGGGATG
CGGGGAGGAACATCTTAGTGCATGCTGCCCTCCCCACCTCCTCTTTGCAGAATTGAAAGTAACA
CT 

13 1279 47.46 20 12q24.32 MER20 Telomeric region ACCATCTGATATAATAACCTATGCAATTTTCTCTTCGAATAGCAATGAAAAAATAATGATTACA
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(MER1 Type)  
294-479  
(1-219), 
MER91B 
(MER1 Type)  
1176-1232 
(102-158) 

ATAGTGGATAATGTCATTATCCTGTAGCATCCATGCCATGGTGTAGAAGACTGAGTGCAGCCGA
TAGAAAGGAGTGAGGGTGGGTTTCCCCCCACGCCACTGAGAAGAACTGGTGGGGGAGGACGTCT
GCTTGGCCCTTACGCTGACATTTTGATGGATAAAAGGGCAACGTCTCCCCTTCCCTTGGTACAT
TCACTGTCGTCTCAGCAAAATTTAGAGCTATTGTGACCAGGGATTCTCAGTCTCAGCACTATTG
ATATTTGCGGGGCCGGGGGTGGGGATATTTGTGGTGAGGGAGTTCTGTCGGTTTTGGGATGTTT
AGTGGTGTCCCTGCATTCTGCCCATTAGGTGCCATTCCCCTGCCCTGAAAACTGACAACCAACA
ATGTCTCAAGACACTGCCGATGTGCCCTGGGCTGGAAGCCTTGGTCTAGAATAAGCAGATCAAG
ATCTGCTGTAACCCCATTAGGAAGGAACACAGTGAACACTTTCGAAACCAATAGTCTTGGCTTC
CATGCCTAGGGCCCTGCAGAAAGGGCTCCTGTTTCCTGCTCACTTTGCCCACAAAGTCACTGAG
TCTTTTTCTTTGCAAGGTCTGGGCCCTGCTTATTTTTGAGCAATGATGTCATTCTCAGGGTGGG
GGCTAACTTAGAGTTTAGTAGCTTTACTATTTTCTTTTCTTTACTCATATTGTTTTTAACCCCC
TGTGGACCTTAGAACCTGACATTTATATGGGTCTTGCAAAAGTCATAATGGAGTTTTCATCCCA
TGTAGGGTCAGGGAAGGGTGCACTGGGGGTTTGGGGTGGCTACAGCAGAGGAGCACCCTGGGCA
GGCAACTCCCAAGAGGAAGAGAAACTGAAGACCATGGATGTCCCCCCACCTGCTGAAGCTTGAG
AGTTCTCGCCCACTGAGTGACCCAGCCAATATCCACCTGAACACGCACCGGGAGGTGCTAATAT
GATGCCATAGATTGTGCTTTATACAGATGCACCGTGATCAAGATGGTGCTGTTCCCATCGTAGA
TGGTGTAGCTTTGAGTGTCTAGCAAAGCAGCTTAGTAGCAGGTGGCAAGACAGTGTCCTGTCCT
CGTCATATCAGCAGATGATTTGCTTGCTAACAGATGGGCGTAAAGTATTTTGAGAAAGGGGTGC
CTTTGTCTAATTCATAGTTGTAATAGACAGGGTAGTAATGGCCACACGGTCACTGAATGTATT 

14 669 47.23 10 12q24.33

Charlie 
(MER1 Type) 
302-512  
(46-283)  

Intergenic 
telomeric: (61 kb) predicted gene 

ATGCTCAGATGCGTGTTTATAGCATCTGCTGGAAATACAGGAGCGTCTGTGCGATGTGCTCTGT
TTAGGAGGGCTCGTGTGGTGAAAATGAGGGGCAGCTGAGTCTTTGAAACAGCTGGCCTTCTTTC
TAAGTCCCTCCAAAAGAGGCACAGTCGAGTTCCCAGACAGCTGTTTTGCTGCAAACTCTGTACC
TGGACAATACAGGCAATCAACCTCCTAAAGAAAACAGGCATTATTTTGACTCAAACAGGCCACT
TTTGCACATGATTTACTTCCTGATGAACAATTTTTCCTGAACAATATACGTTTTGTTTGATTTG
CACAGGGATTTTAAACATCCAAGCAAATGTTAAAAAATTGAAAGATTTCTGGATTTTCAGCAGG
TCTAGAAAAATCCAGAGATCTGGCAACTGACAGCCGGCATTCCCACCTGGGAAGGCTCTAGAGC
CTAAAGAATGGATGTGTCCTCTGAGAGGGTGCAGCCGGCCACCCTCCCCGCCTCTCACAGCCTG
CAGGGCATGGTCATTCCACCCGCTTCCTTACCCACCTCCTCCTTTCACCTGTCCCTTGCATTTG
CGACTCCTGGTTAAATGGCTCAGAATTTCACATGGATGCCTCTGAGTCCAGCTAGCTTTGCAGC
CTCTCAGCATTCAGTCCTACAATTACAAG 

16 546 44.32 4 8q22.1 

LINE-2  
85-346 
(2673-2935), 
MIR 
455-546  
(35-133) 

Intergenic 
centromeric: (426 kb) predicted gene 
telomeric: (450 kb) predicted gene 

AATACATTTAGGATTCTTTAACAAGGAAGAACGGGAAAATTACTAAACATTCTGCAGTGTTTGC
TACAGAGGGCATGAGACACTCAGGAAATTCAAATAATTCAGTATGTTTGAAATATAAAGAAGAA
GATTGGAAATGAAGTGAATGGAAAATCAAGGTCAAGCCAGATCTTGATGGGCCTTTAAAGTCAC
CAGTCTGAGTTTAGACTTTCTCCTGAAGGCAATGGGAAGCTATTGTACCATTGTAAGCAGGGAA
ATGACACAATTCGACTGGAAATAAAAGTCTGGATTTATTATGAAGAATGAATGGATGGGACAAG
ATTAAAGACAAGAGGGCATAAGGAAACATAAGGCATGGCTGTCAAGTAATGAGATGGTTTCCAC
ATGACTTGCAAATAATATTATACTAGCTAACATTTACTCGAATTAGCTCATGCAACCTTCACGA
TAACCTGGTGAGGAAACTGAGACACAGAGGTTAAGTAACCTGCCCAAAGTTTAAAAGTTATGGC
AGAGTTGGGGCTGAAACTCAGGAAGTCTGTCTCC 

17 743 39.43 3 18q12.1 

LINE-1MA4  
1-403  
(4961-5366), 
AluJo 
408-708 
(6-305) 

Intergenic 
telomeric: (150 kb) NEURAL-
CADHERIN PRECURSOR (N-
CADHERIN) 

CCTATCTATTACCACACACAAAAGTCAGATAAAAATGGATTAAAGACTTGAATCTAGGATCTGA
AACTATGAAACTACTGGAAGAAAACATTGGGGAAATACTCCAGGACATTGGTCGATGCAAAGAT
TTCTTGTGTAAGACCTCAAAAGCACAGGTAACCAAAGCAAAAATAAACAACTGGAATTATATCA
AGCTAAACAGCTTCTGCACAGCAAAGGAAACAATCAACAAAGTGAACAGATAACCCACAGAATG
GGAGAAAATATTTGCAAACTATCCATCACAAGAGATTAATAACAAGAATGTACAAGGAGCTCAA
GTAACTCAATAGCAAAGAAATAGATAATCTGGTTTAAAAATGTGCAAAAGATTGAAAAGACATT
TATCAAAAGAAGACATACAGGCTGGCATGGTTGCTCATGCCTGTAATCCCAGCACTTTGGGAGG
CTGAGGTCAGAGGATCACTTGAGCTCAGGAGTTTGAAACCAGCCTGGGAAACATAGTGTGACCC
TGTCTCTACAAAAAATTTAAAAAATTAACGAGGCACAGTGACACATGTCTGTTGTCCTAGCTAC
TCAGGAAGCTGAGGTGGGAGGATCGCTTGAGCCCAGGAGTTCAAGTCTGCAGTAAGCCATAACT
GCAACACTGCACTTCAGCCTGGGTGACAGAGTGAGACTCTGTCTCAAAAAAAAAAAAAAAAAAA
AAAAGGTTCAATGAATGAGGCATCTCACACTCAAGTTGG 

18 169 47.93 0 - 
LINE-1M1 
32-169  
(782-919) 

- 
GTTTAATTTTGCTTCACCTGCTTGCACTTTTGGCTCATCAGTTAGCAGGTGATGAATGCTGCCA
GGACTGCATTCTTTCCTTCAAGCCAGCAGGTTCCCTTCTGGCCCAGGGTGCATCTAGAAATATC
ATCTAGGAGCTAGTGCCTGGAAAGGGAGTCTCATGATTCTG 

19 319 49.22 5 20q13.32
AluSx  
45-319  
(1-275) 

In intron 2 (33 kb) of RAS-
RELATED PROTEIN RAB-22A 

AATGATACAGCATCTTTAACATAGTTTAAAAATATATATATATAGGCGGGGTGTGGTGGCTCAC
ACCTGTGATCCCAGTACTTCTGGAGGCCAAGGCAAGTGGATCACCTGAGGTCAGGAGTTCAAGA
CCCAGCCTGGCCAATATGGTAAAACCCTGTCTCTACTAAAAATACAAAAATTAGCAGGGTGTGG
TGGCGGGTACGTGTAATGCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGA
GGCGGAGGTTGCAGTGAGCAAGATCATGCCATTGCACTCCAGCCTGGGCGACAGAGTGAGACT 

20 631 37.40 5 10q21.1 - 

In exon 6 (0.8 kb) of a predicted 
gene with homology to INOSITOL 
POLYPHOSPHATE 
MULTIKINASE 

AGAGGATTCAATTGTCTAAAATACTTCGAAGTACAGAAATTAAATGCTTTAGCCCATAAACATA
TCCCTCATCTATTGTGTTGCTAGGGAACACATGAGCAAAATCTATCATTCGCACTTCTACTTCA
GCAATCTCTTGGCAACCAGTGGGAAGATGGTAGAAAACTTTTTCCAGTTGGGAAAGTACATTTC
CATTTAAATGTTCCTGTGACATGCTTTTCCACCCATTGTCTTGCTCCAGATTTTCAACTTTCAA
TGAAGTCTGACTGTGATGCTTTTTTGTATATATTTTCCTGTGACGCGCATACATCTTGGACAAG
CTTTTGCCCACTGAAGACTCTATTTTTCCATTAGCTGTGGAACTTAACACATGAAAGTTATTAT
TGTACTCTAGTACTTCTGTGTCTGACAGTTGTCCTTTGGACAAAAACTTTTCTGCCAAAGTTCT
GTCATTCAATTTTGTAGTGGTTGGCTGAGATGAACCTTCATAAACAAAGAGTAATGAACTTGCG
TAAAAATTAAGCTGCTTCTGGTTTTCAAACCACTGCAGAATTTTCTCAATCTTCTGAATACTGG
CAGCAACAGCATCTTTTCTTAAGCAGTACCCATTATGAAAAAATCTGGAGACTCC 

21 359 51.25 10 - 

AluSg/x  
29-257 
(307-83), 
AluY  
258-359 
(249-148) 

- 

TATTCCATGGTGTATATATATATCACACTTTCTTTTCTTTCTTTCCCTTTTTTTTGAGTCGGAG
TCTCTCTCTGTCACCCAGGCTGGAGTGCAGTGGCATGATCTTGGCTCACTGCAACCTCTGCCTC
TCAGGTTCGAGCAATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGTGTGTGCCACC
ACGCCCAGCTAATTATTATTATTTTTTTTTTTTGAGGTGGAGTCTCACTCTGTCGCCCAGGCTG
GAATGCAGTGACGCGATCTCGGCTCACTGCAACCTCCATCTCCCGGGTTCACGCCATTCTCCTG
CCTCAGCCTCCCGAGTAGCTGGGACTACAGGTGCCCACC 

22 282 52.13 2 - 

LTR52 
(LTR/ERVL) 
27-274  
(3-291) 

- 

ACTCCTCTGAAAGGGATTACAGACCATAATAGAGAGTCTGGCTCCAGTTCTGATGATTGACTGC
TGACGGTTTGATGCCTCACCCATTCCTTTCCCCTTGTGTGGCACAACTAGCCAAGCTCATGTGA
AAGCCCGAGTTCCCCCTCCTTAGGCTCCAGTGGGAGATTCAAACTCAGCCCCTAACCACAGTAA
AAACCCAGAGCTAGTCTTCCTTCCTTGCCTCATCAAGTCATTTTGGCCCTGCTGGAGGGGGCTG
CCTTGCTCTCACCAGAGACCTGTGTC 

23 561 41.89 3 14q23.2 
AluSq  
1-243  
(59-300) 

In intron 10 (33 kb) of a predicted 
gene with homology to Mus musculus 
POTASSIUM CHANNEL EAG2 
(FRAGMENT) 

GATCACCTGAAGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAGACCCATCTCTACTAA
AAATACAAAAAATCAGCTGGGCGTGGTGGTGCCCACCTGTAATCCCAGCTACTCAGGAGGCCAA
GGCAGAAGAATCGCTTGAATTCGGTAGGTAGAGATTGCAGTGAGCTGAGATTGTGCCATTGCAC
TCCAGCCTGGGCAACAAGAGTGAAACTTTGTCTCAAAAGAAAAAAAAAAAAGCAAACTCAGCTC
TTAATTTACAAAATTACTGGGTTAATACTAAGCACAGATTGGCAAAGCTCTTTGCCATTTTTCC
CAATGCTTCCCCTGAGTGTCTCCCATTAACTGGAACATATTTGTATAATAACTCTATTTCTATA
GCCACAAAGGCATGGTTATAAGGACAGTATCTCAGCAGATAGCAGGGTTCTCAGCCAAATGATA
GATATAATTCAGGATGAGCTTAGAACCTGTAGTTAAAGTGCAAGCTTTAGGTCAAGTTAAATCA
ACTAATGCTAATCTCAGCACATGCAGCAAAACAGTACAGAAGTCTGTTC 

24 431 39.91 8 - 

AluSp  
1-233  
(80-313), 
LINE-1MC3  
234-429 
(2304-2505)  

- 

CAAGACCAGCCTGACCAACATGGAGAAACCCCCGTCTCTACTAAAAATACAAAATTGGCCGGGG
TGGTGGCGCATGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCCCTTGAACCGG
GGAGACGGAGGTTGCAGTGAGCCAAGATTGCGCCATTGCACTCCAGCCTGGGCAACAAGAGTGA
AACTCTGTCTCAAAAAAAAAAAAAAAAAAAAGAAAAAGAAAAGAAAAAGGAAATTGGTAAAAAT
TAAGGAGGTCTAACTAAAGTATGGACTTCAGTTAATTACAATGTATTAACTTCAGTTCATTAAC
GGTAACAAATATACTATACCAGTGCAAGATGTTAATAAAAGGGGGAAATGGTACAGGATATATG
AGAATCCTACTGTCTTAACAATTTTTCTGTAAATTTAAAAACATTGT 

25 158 43.04 1 4q23 - 

In intron 1 (150 kb) of 
TRANSMEMBRANE 4 
SUPERFAMILY, MEMBER 8 
(TETRASPANIN 5) 

TAGAACCCATAGTAACAGTGGTGGCAAGGAGATGTCATTTGTAGACTGCATATCGCCATCTGTA
CTACAGTAAGCTCTCTAATCATTTTACCTACTAGTTCCTTTAGACTCCCCCCTACCAGGCACTT
TGCTTTACAGCTTTGTCAATCCTAGGAACA 

26 304 46.71 7 10q26.2 - Intergenic CTGGTGACCAGGGCGCTGGTTTACTACGGCTGCACTGGAGAAGGACCTGAGGCATAAGGGATGT
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centromeric: (422 kb) DEDICATOR 
OF CYTO-KINESIS 1 
telomeric: (33 kb) PROTEIN-
TYROSINE PHOSPHATASE 
EPSILON PRECURSOR 

CTGTGAAACCTGAATGCCCCATGTGGGGTAGCAGTGAGGACGCCGTGGATACACAGGTACTATT
TTCCCCGCTGTTAGGGCCGCCAATTCTGTGTTTGTTATGCGCTTGCTGACATATGTCCTCACAC
TGCCCAAAGACCCTGAAAAATAATGACAGCACTGATTAGAATTTCAGACAATGTCCTAGTTTAA
AAGCAAAAAAGAATTTGTTTTAGTGACAGGTTTCAGACCATGAAAGTT 

27 573 51.83 3 15q24.3 
LINE-2 
9-118  
(2995-3053) 

Intergenic 
centromeric: (5 kb) predicted gene 
with homology to Mus musculus 
TBC1 DOMAIN FAMILY 
MEMBER 2 PROSTATE ANTIGEN 
telomeric: (25 kb) KINASE 
INTERACTING PROTEIN 2 

CACTCCCTGTGTGTTCCTCACTAACCCAAGTTCCTTAAAGGCAGAGACCAGACCTGCTGGTCTC
AATACGATCCAAGATGTCTTGCACAGTGTCCTGAATATAAACACTCAAATATCTGACTCATCCT
CTCATGTTCAATTGTTGCTACTTCCTCAATACTGCTGAAATCCCAGGTCAAATATGGCACCAAT
CCCAATATGAGACCAAGCTGAACATCTTGGAAAGCCATTGTAGTTGTCTCCTACATGGCTGCAT
GAACGTCCTGGGTGAGGGAGAGGGGCAGACAAGGATTGGGTGGGCACAATTCTACATGACAGCC
ATCTGCTGCCTTTGGGGGCCAAGACATGAGGCACCAGCTCGGAGAATAAAAGCAAGCCATCCAC
ATTCTGCTTGAGGTGGGAATGCAGTCCTTGACAGCTGGCTGAGAAGTACCATGTGATGCCCCAG
CTGCTCCCACAAGCTGCTGTCCCCAGGTCTCCAGTAGCTCAAAACCCAGAAGCCCACTCTTGTG
TGAGACAGGCCCTGGCCACCTGTTCCTCCTCTTGGGCCCCAGAGACTCCCCTCAGCCTCCC 

28 493 37.73 5 - 

MER69 
(MER 1 Type) 
27-206  
(2505-2309), 
AluJ 219-377  
(159-2), 
MER69 
(MER 1 Type) 
379-488 
(2337-2222) 

- 

CAGGCAGGGGCTCGAAATATGTGGGATGAGGCTCAAGACTCATACACACTGGAGTGCTCTGTAA
GAAGACGATAGAAAATCACAAGTAAAAATAAGAAACTAAAGCAGATAATTCAATGGAAAAATCA
TTTAGAAATATAAAGTATTAAAAGTTGACAAATACCACAAATATCACAAAATCCAAAAAAGATA
ATCTTTTAATTTATCTTTTTAATTAGTTTTCATTTTTTAGAGGTGAGATCTTGCTCTGTTGCCC
AGGCTGGAGTGCAGTGGCATGACCGTAGCTCACTGCAGCCTTGAATTCCTAGGCTCTGTGGATC
CTCCCACCTTGGCCTCCCAAAGAGCTTAGGATTACAGACGTGAGCAACTGCACCTGGTCAGAAA
AATAATAATATTTTTGTTAGTTAACTCCCTGCCATACCTCTGTAATGCTTTCTTAAATGGTAGG
CCGCATACTTTAGGAATGCCTGATTATTTGATAACAATTTCAGAT 

29 852 47.65 7 4p14 
MER91A 
(MER1 Type) 
65-111  

Intergenic 
telomeric: (109 kb) predicted gene  
centromeric: (133 kb) predicted gene 

CTAAGGCAGCCATCTGACAATGGAATAGACGGGAATGGTGCAGGGGTTTTGAGGTGACTATGTT
AAGGCCCCCAGTAAAGGTGTCTGGGTTGTGTACTGCACAAGAGCGCCATATATTAACTTATCCC
AGAATGTGAAGGCCAGAATCTCTGGTCACAGAAAAGCAGAAAATATACTCCTCCTGAATATAAG
CCCACAGTATACATAAGGCCATGCGTATACTTGGAAAAAGTATGTGTCCTGTGTGAATCACGTT
CCAAGCATCCCCTGAAGTTACTGCTCCCACACTCAGAGGTCTGACTCATGTCTACCAGACTCCA
ACCTTGCTTCTTTTTCCCTGTGGCAGGAGGGTACAGATAGCACAGTATATACAAGCTACTGACA
CTGTGGAAACCAAACGTTGGGGAGGGGGGCAGGTTGTTACAATGTGGGCACAGAATGTGTGTAA
GAATGTGTGTGCAGCCAAGGAAGCTTCCCACAAGGACCCTGGAAATCCCCCCCAATTCCCCCTA
CCGCAAGGTCAGAGCTGTCTAGATTGAGCCACAATATCATAATAAACTAAATGGTGGAAGGGGC
ACTTTTTGCCAATCCTCAGGGCCCCTGAGAGTTGTAAGGATTTGAATGATCACTGAAGGGAATG
GGAGAGCTGTCCAGCATGTGCACTGCTGTGCATCATGGAGGGTATAGCTGGGACTGCAGCCCAT
GAATTTTTCATGGGCCAATCTGCAGGATTGAGTGATGCTCTGTACGCATACCTGGAAACTCAGA
GGTAGAAATGGAGAAGGCAGTTTAGGAAATAGATCCATGGTTAGGGTTTTTCCAGGAAGGAGCC
TGATATTCTAGAGGCTTTTC 

30 647 43.28 12 2q32.3 

AluSg  
164-463  
(298-1),  
AluJ 
478-607  
(133-1)  

Intergenic 
centromeric: (149 kb) SIGNAL 
TRANSDUCER AND ACTIVATOR 
OF TRANSCRIPTION 4 
telomeric: (69 kb) MYOSIN IB; 
MYOSIN-I ALPHA 

GGGGGTAAGATGACCTTAGCTTTTGATGCATTCTAACTGTAAATATTTCATGAATTTAGTTCCA
GTTTGAATAGAAAACAACTTAAGCAGCTGCTCAGACTACATACTTTGAAAACTTTGCCAATTAA
CTTACCCAATATTACATTTGAAATTTACTTGTCAATTTTTTTTTTTTTTTTTTGAGTCGGAGTC
TCGCTCGCTCTGTCGCCCAGGCTGGAGTGCAATGGCGCGATCTCGGCTCACTGCAACCTCCACC
TCCCAGGTTCAAGCAATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGTGCCCGCCA
CGACGTCTGGCTAATTTTTGTATTTTTAGTAGAGACAGGTTTTCACCATATTGGCCAGGCTGGT
CTCGAACTCCTGACCTCATGATCTACCCTCCTCCACCTCCCAAAGTGTTGGGATTACAGGTGTG
ACACTGTGCGCAGCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAAGAGATGAGGTCTTGCTA
TGTTGTCCAGGCTGGTTTCAACTTCTGGGCTCAAGAGATCTTCCTACCTCCTGAGTAGGTAGGT
GGGACTATAGGCACATGTCACTGCACCTGGCTTACATTTGGAATTTAATTTGAGCTGTGTTCAC
TGTTAGT 

31 740 45.95 10 6q23.2 
AluJo 
1-126  
(127-1) 

Intergenic 
telomeric: (71 kb) ALDEHYDE 
DEHYRDOGENASE 8 FAMILY, 
MEMBER A1 

TTTTTTTTTTAAGGCAGAATTTCACTATGTTGCCCAGGCTGGTCTCAAACTCCTGGGTTCAAGC
AATTGGCCTGCCTCAGCCTCCCGAAGTGCTGGGGTAACAGGCATGAGCCGCCACGACCGGCCTG
GATTTTACTTGATGGGAATCCTACAAGGATGGGAAGGGAGAAGATAGTATATGAAGCAATGAAG
TACATTTTCCAGCTTGCCATCTCCCAGATTTCAAATAAGTACTTACACAATCCTGTAGATGTCA
AGATTTAGAGTGTTTTATCGGCTGACTTGCTGGCTTTCCCTATAACCAACTGACCTACATTAAA
AATGTGTTTAAGTGGCCATTAAAGATTTAATCTCCTGAGTGAGTCAAAGATGAACCTCAAGGTT
ATTCAACTCTAAAGAGACATAGGGCACCTGAGAACAGGGAATAGCTTCGATGAAACCAGCCAGA
TGCATTCAACACACATCAAATGAGAAACACCTATGAGCCATGAGAGAGAGGACAGTCAGTTTTC
TTCCCTTGAGAAGGCCTGGATGACATCCCCGTCTGTGCCTTTTCCTGGTGCCAGAGAAGAAGGC
GTCTATATCCAGAGTCACAGGAGATGAGTGTCTCAGAAGGCTCAGGCTGGTTGTCATTGACTCG
TGGGTCCAGCCAAGCAGTTGCTTAGGGCATCTTTGCTGAGCTTCTCTGCACCAAGTGCTATGCT
CCAAGTTGGAGATTCACGATGAGCAAAACCAGATGT 

32 928 48.81 21 20q13.13

LTR45b 
(LTR/ERV1) 
3-135  
(461-331), 
MER72  
(LTR/ERV1) 
351-434  
(479-398) 

Intergenic 
centromeric: (482 kb) predicted gene 
with homology to Mus musculus N 
ACETYLGLUCOSAMINE 6 
SULFATASE PRECURSOR  
telomeric: (343 kb) P-REX1 

CACTGACTGATGCACTGGAAACCAATACTATAACACCAGGGTTTTGAGAAAAGAAAAGCTTTTC
TATTGCAATTTAACCAGCAAGGACACAGGAGTCCAGCTCAAATTCGTCTCTCTGTGCTGGCTTT
GAGGCAGTCATTTTCTATCAAAATAGAATTACTGCCTTAGAAAGGACGCCCTCCCAAGGACCCA
CTTTACTGTGTTTTGCTTTTCCTTACAACCCTGATCACCACCGATGGAGTGTGTTCCTCACCTG
TCTTCTTCAACACAGCCCACTGAGGCGGGTTTAGGGGGTGGATTCTGGGATTAGAAGGTGATTG
GTGGAAGGAAAGGAGAGGGCTGGAAGTCTGTGGGCATGCGCAGTTACCCCTTCATGCCGCCTCA
TGGGTTCCATATACAAATTCGAGGAGAGTTAGCGTGAAACGTGCGGTGGAAATTCATGCTGTGA
CATCAGCAAGCTCATTCTGTGCAAACTCCAGGTGGCCATATCGGTTCCAACCGATTTCAGCCAA
TTTAATCTCGCAAGCACGGGGAGTTTCTGCCATCCTGTAAACTCAAGAATTTGTGTTAGTTATT
GGTTTCTTTAACTCTTTGGGGCACGGTTTCATTCCGTGACTTCAACACAGAGGAGTGGGGAGGC
AATCCCATTGATGCACTCTGGAAAGCCTGTTGTGGGTGAGCCATGGCACAGGGCTGGACGGTCC
AGGACCTTGGTCCCATGACACATGAGGTCTGTTCTGCGGAGCCCCAGCGTGTGGCCCTGTCCAG
GCCCCGCCACTGTGTGTGTGGCGTTTTATTGTCAAGCTGTCCTTCTCTATCAAGGTCTTCATTT
GCATTTGGCCAGGCACTGGCAGCTCCCAGAAGACACTGGGATTTTTCCAATTTGTTTGTTTATT
TCATCAACAAAAGCTGGATTCCAGACTGAGAT 

33 342 45.32 7 2p25.2 - 

Intergenic 
telomeric: (342 kb) SIPL PROTEIN 
centromeric: (378 kb) 
TRANSCRIPTION FACTOR SOX-
11 

AAACACTAGTTCACATTGAGCCAGTGACGGCTCTTCCTACAGAAAAGGGACTTTTGGAGCTAAA
GATCAGGAAGCTCTTTGCTTTTTGTAGTGGTCACTCGTTGATGACCCTTGGCTCTGGTTGTATG
GAGGGAAAGCCCTGCTCACGGTGAGCCTGTCTCTGCGGGACTGCCTTTCTTCTTCACCCAGGCT
CTACTTCCCCACCACACATATGCACACGAACAACGGCTTTCACGTAATGGTCTCATTTCACATA
CACTGATAGGACTACTTTAAAAAGTTCAGGATGAGATTTGGTTGGAAATAAAGACATCACAGGT
GACTTAAAGACAAGAAATAACA 

34 845 48.28 8 8q24.13 

LINE-2  
27-443  
(2687-3157),  
LINE-2 
476-557 
(2614-2699),  
LINE-2 
835-845 
(1701-1711) 

Intergenic 
centromeric: (8 kb) predicted gene 
telomeric: (52 kb) F-BOX ONLY 
PROTEIN 32 (MUSCLE 
ATROPHY F-BOX PROTEIN) 

GTACTGTCATGTTGACTGGGGCAGTCAGCTCTAGATACGTCACCAGGGAAGAATTACCAGACTC
GGAGCTCAGACCTCAATGTCAGGCAGTGTCAGCCAACAGAAGATAAGGGAGAAAAAAAGGGTCA
GATCAGGGTAAACAGAATGTGAGGTCCCTGAGGAAGGAATGAGCTTGTCCTGCTCACCAAAAGA
AACCTAACGGGGGAAGCAGGACAGGGAATGGGCCAGCAGTAGCAGAGCTGAAATCACAGAGACA
GCCGTAATCCAGACCACACAGGGCCTGAGAGCCAGGGTAGAACAGTATATTTAGCTTAAGGACA
TGCTGAGGCCATTGCAAAGTGGTGGTGGTTTGTTGTTGTTTGAAAACGGGAATGAGATAGTCTG
GTTTTTAACAGATCACTCTGTATGAAGGAGACATGAAGCAGAAAGAAAAAATAAAGATCACTTT
GGCTGCTTTGTGAAGAAAACACTGCAAAGTGGGAAGAGGTCAAGGAAAAAAAGCAAAGAGTTAT
TGGAGTGGTGCCTGAGGCTTCCCCATGACCTGGATGAAATATCCCTGAAAGTTATCCAGCTTTC
TTTCCTCTCTGTCAATGCTGAAGAAGGGCTGCATGAACCAAGGGATGGATCGAGTCAAAGGGAG
CGTCCTACAGAGTGAGAACTGAGGAGTGTTTGCCCTGCTTCAGAGACAGTGGCCCTGGAGGACA
GACAGGTTTTGATGTCATGAGAGGTCTCCTTGGAGGGGCAGAAATGGGTAATTCGTTCTTCAAA
ATGGAAGAATCAGCTGACAACCTGGCAAACAGCAGTCTCCCCTGCTGACCCACATCCTCCTGCA
GTACCACCCCCTT 

35 620 54.68 20 20q11.21 - 

In intron 4, exon 5 and in intron 5 of 
GDP-FUCOSE PROTEIN O-
FUCOSYLTRANSFERASE 1 
PRECURSOR 
Intron-exon-intron size: 4 kb 

AGATCTCTGCTCTGGCTGGGACGCGGGGCCGATCCCTACAGGCCAGGGCCATGCTCAGGGACAC
ATCCAAGTTAGCCAGTGAGAGAGGAAGGGGGAAGTTACCCAGTCAGAGCCAATGCGCAGATGAA
TGCCCACATAGGGCCGGACAAGGTGGGCATGAATCTGGGCCTCTCCCGTCTTCACCATTTCGTC
TGACCATACCATGTACTTCTGTAGTGGCCTGTGTTCCTCTAGGACGGGGAACTGGGCTGGGGCT
CCTGGCAGGGCAAGCACCGGATGTTCCTTTGGAGAAAATCTAGACAGGAGATGGAATGAGGGAA
GTCAGAGGACGCACAGAGAGCCTGGCTGCCACCCCCACGGGAAAAAGGATGGTGTTGCACCATG
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CCCCAGAGACCCTGCGGAGGGGCCCCTGCAACACGCAAGAAACACGAGAGGTTGTGAAATACCA
ACGGGCTGATAAGGAACCTTGGTGGCGGCGGCAACAGGCACAATATGCAATACTGTCCCGCCAC
ATGGAATTTACAACCCTCTTTGCTTGTCGAACAATTAAAACTTTACAGGAGAGCATTCCAACCT
TTTATATGTCACACTGGCTTCCAATCTGCGGTGCAGTAATTCAT 

36 344 58.43 6 16p11.2 
AluJb  
1-58  
(201-259) 

In intron 1 (40 kb) of 
NICOTINATE-NUCLEOTIDE 
PYROPHOSPHORYLASE 
[CARBOXYLATING] 
(QUINOLINATE 
PHOSPHORIBOSYLTRANSFERA
SE [DECARBOXYLATING] 

TAAGCCTGGGCAGTTGAGGCTGCAGTGAGCCATGATCGTGCCACTGCACTGCACCTAGTTTGAA
TGGAGTGGGAGTGGGGGATTAGGCTCTCCTCCCTGCCGTTTGCTCCCAGGCCTTTTCCGTAGCT
GGATGTGACCAACAGAGACAGTGCCCAGCCTCAGTATAGCTAGCTCTTAGTGGAGGGACAGGAG
CCATCTGGGGCAGATGTGGGAGAGAATGTGGCGAAGGAGAGCCGGGTGCAGTCAAGGAGGCTTG
TGGCTCGGAGGGGAGGTGGGGTGAGTGAGTGGAGACTCAGCAGCTTGGCTTTGGGGAAGTAGAC
AAGAGAGGGCCCTCTTTGGAGAGC 

37 983 48.32 22 12q13.3 

AluY  
101-402  
(302-1),  
AluSg  
454-771  
(310-1),  
AluJo  
803-943  
(220-85),  
AluSg/x  
944-983  
(250-211) 

In intron 6 (5 kb) of ELONGATION 
FACTOR TS, MITOCHONDRIAL 
PRECURSOR (EF-TS) 

CCTTGTGTTACTAGGTGGGTTACCTAAGTTCTCTAAGCCTAAGCTTATTGTAATAGTAGCTAGC
ATTTGAGTGCTATGTGCCAGATACTATAGTTAATGCTTTATTTATTTATTTATTTTTGAGACGG
AGTCTTGCTCTGTTGCCCAGGCTGGAGTGCAGTGGCACAATCTCGGCTCACTGCAAGCTCTGCC
TCCCGGGCTCACGCCATTCTCCTGCCTTAGCCTCCTGAGTAGCTGGGACTGTAGGTGCCCGCCA
CCACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGG
TATCGATCTCCTGACCTTGTGATCCGCCCACCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGT
GAGCCACCGCACCCAGCCCTAGTTAATGCTCCATATATATATATATATATATGTATATATATAT
ATAAATTTTTTTTTTTGAGATGGGGTCTTTTTTTTTTTTTTTTTGAGATGGAGTCTCACTCTGT
TGCCAGGCTGGAGTGCAATGGCGCAATCTCAGCTCACTGCAACCTCTGACTCCCTGGTTCAAGC
AATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGATTACAGGAATGCACCACCACACCCAGCTAA
TTTTTGTATTTTTAGTAGAGATGGGATTTCACCGTGTTGGCCAGGCTGGTCTCGAACTCCTGAC
CTCGTGATCCACCCACCTCGGTCTCCCAAAGTGCTGGGATTACAGGTGTGAGCCACTGTGCCCG
GCCCGAGATGGGTCTTGCTATATTCCCCAGGCTGGTCTCAAACTCCTGTGCTCAAGTGATCCTC
CTGCCTTAGCCTCCCAAGAAGCTGGAACTACAGGTATGTGCCACTGAGCCTGGATAATTTTTTT
TTTTTTTTTTTTTTTGAGATGGAGTCTTGCTATGTTACCCAGGCTGGAGTGCAGAGGCACGATC
TCAGCTCCCTGCAACCTCTGCCT 

38 493 50.91 16 18q11.2 
AluSg  
212-493  
(1-281)  

Intergenic 
centromeric: (99 kb) 
RETINOBLASTOMA-BINDING 
PROTEIN 8 (CTBP 
INTERACTING PROTEIN) 
telomeric: (6 kb) CABLES 
(FRAGMENT) 

TATAGTTTTCACTGATCCTGAGACCAGTGAAATATTAGCATGCCTTTCCAGGCAGGAACATGAG
AAGCTTCAGCTGTTAGCTCCTGCTTAAATCAGATTATTTTACGGTATTTTCCATGAAAGTACAG
GCTGGCACTGGACTGTCGATCTAACAGGCATAGTCTCCCTGAGAAACCTGCTGCTTTCCTTAAT
CCAATGAAAGTTAAATCCTGGCTAGGCGCGGTGGCTCGTGCCTGTAATCCCAGCATTCTGGGAG
GCGGAGGTGGGCGGATCATGAGTTTGGGAGTTCGAGACCAGCCTGACCAACATGGTGAAACCCC
CGTCTCTACTAAAAATACAAAAATTAGCTGGGCGTGGTGACGCGTGCCTGTAATCCCAGCTGCT
CAGGAGGCTGAGGCAGGAGAATCGCTTAAACCTGGGAGGTGGAGGTTGCAGTGGGCTGAGATCA
CGCCACTGCACTCCAGCCTGGGCGACAGAGTAAGACTCCGTCTCA 

39 527 45.35 10 9q22.31 

LINE-3  
19-294  
(652-927), 
AluY  
295-527  
(64-297) 

Intergenic 
centromeric: (46 kb) AU RNA-
BINDING PROTEIN/ENOYL-
COENZYME A HYDRATASE 
PRECURSOR 
telomeric: (1 kb) NUCLEAR 
FACTOR, INTERLEUKIN 3 
REGULATED 

CCTGGCTCTTAGGGAAATGTGCTGCCTGGCTCTGCTCTTGGCCTTCTCTCTCCAGTATTTTACT
AGTGGCTGGGTGAAGCCCAGAGGCAGACTCTTCTCATTTATAAGTGAAAGTTATAAAGCAGGGA
AGGAGAGCTAAAATATCCGATGGGAGTCAGGATCCAAAAGCCTTTGACGGCCTAGATGGGTAGG
ATGAATCTAACAACACGAAATATAATAGGGATACAATGTAAAGCCAGGTTCTTACATTAAAAAA
AAAAAAAAGCAACTATCCAAATTCACAACCGGGAGAAAAATAATAAAATAACTACATTTTTTTT
TTTTTTCTGAGATGGAGTCTCGCTCTGTCACCCAGGCTGGAGTGCAGTGGCTCCATCTCTGCTC
ACTGCAAGCTCCGCCTCCTGGGTTCACACCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGTGAC
TACAGGCGCCCACCACCACGCCCGGCTAATTTTTTGTATTTTTAATAGAGATGGGGTTTCACCA
TGTTAGCCAGGATGG 

40 425 47.76 14 3p14.1 
AluY  
132-425 
(2-294) 

Intergenic 
telomeric: (218 kb) ADAMTS-9 
PRECURSOR (A DISINTEGRIN 
AND METALLOPROTEINASE 
WITH THROMBOSPONDIN 
MOTIFS 9) 
centromeric: (432 kb) predicted gene 
with homology to Mus musculus 
PUTATIVE MEMBRANE-
ASSOCIATED GUANYLATE 
KINASE 1 (FRAGMENT) 

TGTTGTCAAAATCTTCTTAGGCACAATACTAAGTTGCCTCTCTGTATATGCAACTTTTATTTTT
ACTTTATGTATTTCTGTGGGCTCATTACTTTAAAAAATGAAGCTATATAGTATTATACAAAATA
GATGCAGGGCGTGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATC
ACAAGGTCAGGAGATGGAGACCATCCTGGCTAACACAGTGAAACCACGTCTCTACTAAAAATAC
AAAAATATTAGCCAGGCATAGGGGCGGGCGCCTTTAGTCCCAGCTCCTCGGGAGGCTGAGGCAG
GAGAATGGCATGAACCCGGGAGGCGGAGCTTGCAGTTAGCTGAGATTGCGCCGCTGCACTCCAG
CCTGGGGGACAGAGCGAGACTCCGTCTCAAAAAAAAGAAAA 

43 223 31.84 0 13q13.3 - 
Intragenic 
In intron 1 (14 kb) of SIMILAR TO 
STOMATIN PEPTIDE 

TTGTTGGCAAGGTGTATATTCTTAAGCCAAATGGTGGGTTTAAGGTATTCAATGCATTATTTTT
ACACCTTTTTGAATGTTCACTTTCAAAATAATGCCTTAAGTATTTTTTAAGAAAAGAAAAGAGA
GAAAGCAAATGGTAAAAGGGAACATACAGTAGATAATGTGTTGTAAACTTCATGCAACTACTGA
GCACAAATCATCCTTCTGGAGTTGAAATGTA 

45 139 35.25 2 16p12.3 - 

Intergenic 
telomeric: (2 kb) UROMODULIN 
PRECURSOR (TAMM-
HORSFALL URINARY 
GLYCOPROTEIN) 
centromeric: (5 kb) PANCREATIC 
SECRETORY GRANULE 
MEMBRANE MAJOR 
GLYCOPROTEIN GP2 
PRECURSOR 

AAATATCTGTTGAAAATACTGAGCTGAATAATCGATAGAAAACAAGAAAGGCAAAGAAAAAGAA
CCGAGGGACTGCAGGAGTAATTCTGTTGTGCTTTTTTTTTTTATCCCAGCTCTTGTCTTTGGTC
CTTATCTTTAC 

46 186 41.94 4 - 
Alpha 
Satellite  
1-185  

- 
CGTTCAGTTCACAGAGTTTCACCTTTCTCTTCATAGAGCAGTTTGGAAAGACTCTGTCTGTAAA
GTCTGCAAGTGATTAGTTAGACCCCTTTGACGCCTTCGTTGGAAGCGGGATTTCTCATTTACTG
CTAGACAGAAGAATTCTCAGTAAATCCTTTGTGTTGTGTGTATTCAACTCACAGAGTG 

47 151 34.44 0 2p21 - 
Intergenic 
telomeric: (8 kb) predicted gene 
centromeric: (1 kb) CALMODULIN 

AATGGGGCAGTAACCTGCCAAATAATGAATTACCCCTGGGAAATTAAAGACCTTGTAGCTATAA
TAACCAGGTAACAATTACACTCAATGTTTTAATCTTGGCTCTGGTTTGCTATGGAATCTTTCAT
TAAGCATTTAAAAGGTACTTTAA 

48 89 40.45 0 Xp22.11 - 

Intergenic 
telomeric: (56 kb) predicted gene 
centromeric: (34 kb) predicted gene 
with homology to Fugu rubripes 
LINE 1 REVERSE 
TRANSCRIPTASE HOMOLOG 

ATCCCTTATCCTCTACTCCTGCTGAAAACAAGTGATACAGTAAACTGCACTGTGTCAAGCAGAA
TTCTTCTTCCTCTTTCAAAGAAGAC 

49 226 30.09 2 12q21.2 - 

Intergenic 
telomeric: (212 kb) DUAL 
SPECIFIC PROTEIN 
PHOSPHATASE 6; 
at the border of a MAR 

ATTATGTGCAACCATGACCTATGTTCTATTAAGACCCCACTGTTACGATAACAAAAGAAGGGCC
TTATAAATCAATATCATAGCTTAATTATTTTATAGCATTTAACATACCGTAAAAACACATAGAC
TGTTATAGCTTATAATAAACACAAATATCTTTTCTCTGACCATAGCATAATAGAAACTAAGCTC
AGAAGGATTTATCTAGGAACAAAAGAAGGAAATT 

50 209 41.15 3 7p22.2 

LINE-1ME1  
1-105  
(5915-5809),  
LINE-1ME1   
106-166 
(5894-5832) 

Intergenic 
telomeric: (113 kb) predicted gene 
centromeric: (195 kb) predicted gene 

TTATTTTCAGAATATCACATAAATGGCTACATGCAGTATGGAGCTTTTTGAACCTGAGTCCCTT
CACGTGGTATAGTGCATCTGACACATGCATGTTGTTGCATGTTTTGAATCTGACTCCTTTCACA
TGGCATAGTGCGTGTGACACATGCATGTTGTTGCATGTTTTGAATCTGACTCACATGGCATAGC
ACGTGTGACACATGTAT 

51 694 38.33 8 2p25.3 
LINE-1MB3  
1-568  
(5592-6181) 

Intergenic 
telomeric: (83 kb) RED CELL ACID 
PHOSPHATASE 1, ISOZYME F 
(LOW MOLECULAR WEIGHT 
PHOSPHOTYROSINE PROTEIN 
PHOSPHATASE) 
centromeric: (66 kb) predicted gene 

AGAAAACTAAACATAGAATCCCCACACGATCCAGTAGTGCCACTTCTGGTTATATACTGAAAAT
AATTGGAAGCAGGAACTTGAACAGATGTGTGCCCAACAGTGTTCAAAACACTATTTTACATGGT
ATTTAAAGGGTAGAAACCACCTAAATGCTCATCAACGAATGAACAGATAAACACAACATGGTGT
ATACACACAAGGGAATATTATTCAGCCTTTAGAAAATGAAGCTGTGATACATACTTCAACATGG
ATGAATCTTGAAGACGCTACATTACGTGTAAGAAGCCAGGCATAACATATGTGATTCCGTGCAA
AGTTCCCTAGAGGAGTCAAATTCACAGAGACAGAAAGTAGAATGAAGGCTGTCAGGGGTTGGGG
GAGTGGGGAGGAGTGTGATGGTTTAACAGATACAGAGTTGTACTTCGGGAAGATGAAAACGCCC
TGGGGGTGGATAGTGGGGCTGATTGCACAGCAATGTGAATGAACTTAATGCTGCTGAACTGCAC
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ACCTAAAAATGGTTACAATGATAAATATTATGTAATATCTATTTATACAGTAAAAATGAGGGCT
TTCTCACAAATACTATCAATACTTCTGAAGGTATTTTCCACATTGCACTACACATAAAGTGTGT
GTTTTAAACGTTACAATATTATGTGACAGACATTTTGGCAATTCTTTCCTGTAT 

52 222 36.04 4 8q24.21 
AluY 
185-222 
(293-256) 

Intergenic 
centromeric: (44 kb) predicted gene 
telomeric: (165 kb) predicted gene 

ACTGGGAGCTGAGCTGCTGTTTAGTAATTAAAAATCCTTTCCATTGTTTAGAGCTCAGCACCTT
TGTGCATTCATATTACGCATTCATTTTCGTATCATTGTTGAATTTCTCACTTCTGCTACTGCAA
TGTATGTCTACAGCTGACAAGTCTTCCTTGGGAGCCCTACGTAGCTCTTTTTTTTCTTTTCTTT
CTTTTTTTTTTTTTTTTTTTTGAGACGGAA 

53 336 42.86 5 16p13.2 - 
Intergenic 
centromeric: (303.7 kb) ATAXIN 2-
BINDING PROTEIN 

AAAAGACCCCTCTCTCATTAATGCAGGTGTGCAAGAGATACCTGAATGCCACCGTAGAAAGGAA
CAGACCCTGCTCCCCACCTTAAGCTCCTACAAAGCAAAGTCCTTAAGCAGCAGCAGAGTAACAG
AAAGCACCGTCACCTCTAGAACACAAGTAAAGACCAACCGCTGCTAAGAGAAAAGCAGGAGCCA
TCCACAGATTAAGGTCAGCTTTAGACTGTACGAAACCAAGAGGAAGCGTCCTGTGGCATCAAAG
AACACAAATTTTAGACTCAGACCCTCTGATTCTACCTTTCTCATATGTAAAATGACAATAATAA
AAGCATTATTATTAAT 

54 596 45.13 22 - - - 

TCCAACACATCAGCTCCTCGTTAGTATAGTGGTGAGTATCCCCGCCTGTCACGCGGGAGACCGG
GGTTCAATTCCCCGACGGGGAGAAAGCACTGCTTTTTTTTAGGGTGAAAAATGTAGCTGAGCCC
ACAAAGCGAAAAATATGCTTGGAGATGAAGCTTTATGATACGATTTCCAGCCTTATCTCTGTAT
TCCAAGGCATTGGTTGTTCAGTGGTAGAATTCTCGCCTGCCACGCGGGAGGCCCGCGTTCGATT
CCCGGCCAATGCAGGATGTTTTGAACATGTAATTTCGAGAAGTATGCAAACTCCTGAGGAATAA
ATCTATGTTCGATTGCCAGGCCAACAGAAATCTCTGATCTTGGTCGAAATCTCAACCGACTCTT
GATAAATCAGACTTTGCTTTCACTTTCAGTTTGGACATTTACTCATTCTCAGGAGACTTTGGTG
AATCCATTGTAGATGTCCAGTGTGTGAGGTGATTTACTTTGTGCAAGGCTTTAGTTGTTAAATG
GGAAACGAGAAACCAACTGGTCATTGACAACTGTCTTGAGTTTGACATTTGTGACAATGTCCTG
GGACATCCCACAAACTCGTC 

55 277 42.96 6 7p14.1 - 

Intergenic 
telomeric: (81 kb) INHIBIN BETA 
A CHAIN PRECURSOR (ACTIVIN 
BETA-A CHAIN)  
centromeric: (179 kb) ZINC 
FINGER PROTEIN GLI3 

GGTAGGGAAAAGGTGGCTCTGTCTCAATCTTTGCCATCAACAAGTATTTTAAATTCCATGTCGC
TAAATGTTAAAAAAGGACAGCAGTCCTGGGCCTAAATGCTGCCTGCCTTCATTTATTTACAGAG
TTAGCATTCTTTGTCAGAGAAAGGGGAACATGGGAAGGAAATGAACGGCTTTGGCGCTGTGTGG
GCCATTCGTGGGCATTGCCATGACAGGCTTGCATGGCGAATCGTGAGACTTTAATAACAAGAGC
TTTGATTTGGATTTTAATTTT 

56 361 42.94 3 14q13.1 

HERV16 
(LTR/ERVL) 
252-361  
(1-109) 

Intergenic 
centromeric: (80 kb) BASIC-
HELIX-LOOP-HELIX-PAS 
PROTEIN 
telomeric: (43 kb) EGL NINE 
(C.ELEGANS) HOMOLOG 3 

ACACTACATTCAGGTCCCTGATAGACAGAGAATGGAATTCTGACACTTGGGGTGGGGATATCTG
AGTAGATACACTTGAAAACATTGAATACACAAATTTCACTGAAACTTTTGAGTCTGTAAAAGTT
TCCCCTTATTAGAAGAAAACAGCTAACCCTCACTCGAAGACAATGCAGAATCTTCAATGGAGGC
AGGTACCTTATAGGACAATGCTTGTCCGCCTCAGAATCTGTTCCCACATCTCATTTGAACCAAG
AACTAGGGTCAAAACTCAGCATGGCCCCGACTACAGAAGTTTAGATCTACTAAGGGATGAGAGG
GTTGAACATTGAAGAAGCTGCAGGAGCTGGCAAAGGTGTAC 

57 145 48.97 1 6q23.3 - 

Intergenic 
centromeric: (26 kb) 
INTERFERON-GAMMA 
RECEPTOR ALPHA CHAIN 
PRECURSOR 
Telomeric: (248 kb) predicted gene 

CCAAACTGAGCCCAGAAGTGTCATGGTGAAAAGAAAGTGGATGATGGATCAGGACATAAAGACT
CTGAGAAACCCTAGTCAAGATAAAAAAGCCTGTATCCCAGGGTTGGAGCAGAAGAGACCACAGG
TGCAGCAGGCGGGGATG 

58 261 50.96 2 8q22.2 
AluSx  
56-260  
(1-205) 

In intron 1 (13 kb) of RING 
FINGER PROTEIN 19 (DORFIN) 
(DOUBLE RING-FINGER 
PROTEIN) 

ACTGGGGAGGGGAAAGAGTGGGGGGAAGTACATGTGATTATAAGAGAGCAACACAGGCCAGGCA
TGGTGGCTCACACCTGTAATCCCAGCACTTTGTGGGGCCGAGGTGGGCAGATCACTTGAGGTCA
GGAGTTCAAGACCAGCCTGGTCAACATGGCAAAACCCCATCTCTACAAAAAATATTTAAAAAAT
TAGCCGGGAGTGGTGGCACACACCTTTAATCCCAGCTACTTGGGTGGCTGAGGCAGAACTGCTT
GAACT 

59 143 34.27 3 - - - 
TTCTAGTTCCGACAATCTAGTAATGACCAATGAGTAATCTAACCTAACAATTCCAAAACTACTA
CCTTATACACACACAAGTGTAAAGGGATAAAGAATATGTACATAAAGATATATGAATGAGTGAC
GGTACAGAACGGCAT 

60 271 31.37 1 4q24 
MIR  
1-63  
(138-201) 

Intergenic 
centromeric: (141 kb) predicted gene 
telomeric: (48 kb) UP-
REGULATED BY BCG-CWS 

CCCTTCTACCAGAAATACCCCCTACTATTTTCTGCAGAGTCATGTGTATAGTTTTCTTATATTA
AGAAACCATAATCTGGAAGGTAAATAGTGGAGACCATCAGTATAAAAATATAAACACAGGTAAC
TTGGTAAAAACTGTAATCAAATATATATGTTTGGAGAAATGCAATGAATTCTTAACTGTGAAAT
GGGGATGTGAAAATTACGTGTTATTCCTTTTATATTTACAGCAATGCTATGAAGCAGATGCTAT
TATCCTATTTTTGTT 

61 624 60.42 15 4p16.2 

MLT2E 
(LTR/ERVL) 
2-473  
(129-612), 
LINE-1ME4a 
604-624 
(5833-5854) 

Intergenic 
telomeric: (210 kb) SYNTAXIN 18 
centromeric: (108 kb) HOMEOBOX 
PROTEIN MSX-1 (HOX-7) 

GGAAGCTGAGGCCATTGATCCCGGATGATCACGTTGGCCACACTTGGTGGCAGACTCAGAGGTG
TGTGGTGGGCTTCCGCGTGTCCTTACTGTCCTGCTCTCTGCATCTAGCTCATCTTCCCAAGTGA
CAGCCCTGCTGGCAAACATCAGCCCAAGCCTGCCACTAGGAGCTTGGTTGCGGGCAGCTTGGAA
GGGGGCAGCTCCCAGAGGAGCCAGGTTCTCCAGGCCTCAGCCCCTCAGGTGCCCTTCTCCAGAC
GCATGCCGCTTCTTGGATTTTCCTGCAAACCTTCGCCTGTCTGGCCCTGCTGGTGCCGGACCTG
TGTGGCAAGGCGCTGAGTGATGTCTCTCTCAGGTCCTCAGGGTGCTCCTCCAGACCTCCCCTTC
CAGGTGGCCCTCATCTGCGTGCAGGCTAATTCCTGTAAGAAATTCCCTCTTCCCTTAGGACTCC
TGCAGCTCTGCTGAACCCTGAGTGCAAGGGTGACCCCCGGCCCCAGGGCGTCATGGAGACAGCC
AGGGGAGGGTTGACTCCCTCCTTACCAACCTTGCCGCTGTTCCTGCTACAGGGCCGGGGGTGGG
GGTGCCCCTTTGGCATGGTGGCATGCCTTTCTCTTGTCACCACAAATT 

62 197 41.12 2 20q13.2 
MIR 
111-197  
(111-151) 

Intergenic 
centromeric: (175 kb) predicted gene 
telomeric: (67 kb) predicted gene 
with homology to Mus musculus 
UBIQUITIN-LIKE PROTEIN 
SMT3C PRECURSOR 

GCCTATAGGAGTCTTAGATCTGATGGGCTTTTATAATTCGTGACTTTTTTCTTAGTGGTTCACT
AAAATAATGTATTTCAGTGGCTTCTTAGATTGGTTGAAATGCAGTATAGTAGCCTCATTTGACA
GACGAGTAGACTGAGGCTTACTGAGGTTAATAAACTCTCCCAGGTCACAAAGCCAGTGGCACAG
CCAGG 

63 178 39.89 0 8q24.13 - Intergenic  
AGTGGAGAGGAAGTGGTATGTTACCCTGTCTGTTTGCAGGGAATGAGTAAATTCATTGATAAAT
TGATAAATTAATGAATAATGGCTGACCAAATCCCAACACAGGTAATATCTTTCTCAGCTTGAAA
AGATCTGTTATGAGAAGGGGCCACACTGAACACCCACTCCCAAGCTTCTT 

64 245 45.31 2 - - - 

CAGATCTTTTGCAGACTCCATCAGGTTTTCTTCCAGAATGGTCCTGTATTTGGCTCCATCCATC
TTCCCATCAATTTTAACCATCTTCCCTGTCCCTGCTGAAGAAAAGCAGGCCCAAACCATGATGC
TGCCACCACCATGTTTGCCAGTGGGGATGGTGTGTTCAGGGTGATGAGCTGTGTTGCTTTTACG
CCAAACATAACGTTTTGCATTGTTGCCAAAAGGTTAAATTTTGGTTTCATCTG 

65 341 36.36 2 3q26.1 

MLT1A1 
(LTR/MaLR)  
1-86  
(315-93) 

Intergenic 

CTCTTAAAGGCCCACCTCTTAGTACTAACACATTGGCAATTCAGTTTCAATATATGAATTTTGG
AGGGCACATTCAGACCATAGCATATGTTATGCTTGATTGCCTTCTTAGTCTGTCACCAAGTTTT
CTCTATTTAACTTCTGTACTATTTTGTCATTATTTTTTCTATTCCCATTGCCAGAACTCCTACT
GCATATCCCCTGAACTATTTCAATATGTCAGGGTGGAGATTTAGCTACTCATCTGGGACACAGT
AAAATACATCGTAGATACAAGAAACAGACTGAGTTGCACGAAGCATTCATATAGCTAAAATGTG
AGTTATATAAAAGTTTGTCAG 

66 230 41.74 2 12q12 - 
Intergenic 
centromeric: (68 kb) predicted gene 

CAGTGAGAGGTAGGGGTGGGTTCCATGATCCCGGACCCTAAAGGAAAGATGTGGCTTTGAGTCA
TAGTAAACCCTAACCTGAGAACTCTGCACATGACTCCTGAAACTATGTCAAGATAAGTTTAACA
ACAGGTATTTCCACCTTTGTTTTCTTGTTTCTTTAACTTTTTATGTTGTAGTCATGCGAATTCC
TTAGGATGTGGATTCAGCTATGGCCAGTTTGATGTGTG 

67 440 39.55 2 11q24.3 - 
Intergenic 
telomeric: (296 kb) C-ETS-1 
PROTEIN (P54) 

GAGAGTGCTGAAAGTATAATTTGGAATAAGTAAATAAAACAAACAAAAAGACTTTAGACTTGAG
CGAAATGCTTGCTTGCATGTAGAAAGGGTTATTTATTAAACTGGCTCCCCAAACAGAGCAAAGG
AAATCCTACTGCTTGGGACAATTGAAACTAGATTGAAAGAACAATTCCCTATTGTCAGAGGCTG
AGACTTGGGTGACAAATACTGTATTTCTTTCTCCCTCTTCACAAAAGGAAGTACTCAAAAGAAA
CTAAGAAGTCTGCTTCTCATTTTGAACCCCAAAGTTGCCTTAAAGTGTACACAGCCTGCTGTTG
TAAGATTACACATACACACACACACACACACACACACACACACACACGTCAGTCACACAGTCAG
GACAAAGTGACAAATAGCTTCACACACTAACAGATCCAGTACTTGCACTAGCTCCT 

68 490 38.37 3 3p14.1 

MER117 
(MER1Type)  
292-458  
(5-192) 

Intergenic 
telomeric: (257 kb) ADAMTS-9 
PRECURSOR (A DISINTEGRIN 
AND METALLOPROTEINASE 
WITH THROMBOSPONDIN 
MOTIFS 9)  

AGTTTGGAGCCTAGCCTCAACTTCTATTAGTGGCAGAACACATCCTAAAACTTAAAGCACAGTC
ACCTAGAACAGTAAAACCAGTCAGTATCAAAAGACGGAAAAGGCATCTTCAAAATCACTATTAC
ATTTAGCAATAGGATTGTCAACATACTTGTTTATTCCTTGGCCCTGGTAATATTTTATGGTGCT
ATAATCCTCAGTGATATGTCTGTATAACTTCCATTTACTGAAAAGTTTTAATGTTCTAGACACC
TTGGGAAGATCTTTACCATTCCATAACATATTCTTATGACAAATACATGACACACACATGCAAC
CATGCTCTTCACCCATGGCTGTTGCAGACATTACTAGTTGATTATGGAGCTGTTTCCCTTTGAG
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centromeric: (393 kb) predicted gene 
with homology to Mus musculus 
PUTATIVE MEMBRANE-
ASSOCIATED GUANYLATE 
KINASE 1 (FRAGMENT) 

TCTGGAAGTGACTGCAGAATCCTTATATACACACATTACTTTGGGCAGCCACTATCGGTCGACT
GCAGCTAACATTGAATAGTCATACCTAGTAGCCACTTATGAT 

69 430 39.30 2 5q14.3 - Intergenic 

AGAGTGGATTCTAAGGATCAGACAGGATAGGATATAACACTAAATTGGGTTTTATTCATTTTTA
CGGGTGTACCTAATTTAGCTCTTACAGCTGGAGATGACTGGAACAGCTAGAAATAGCTCTGTAA
TTGGCAGATTAAATGAAACTTGATTTAGTGGTGACCTATATTTAATGAGGCTGAGATCCCAGAG
TTCCATAGCATAATATGGAGCAAGGAATTAGAAAGCTTGGGGATATAGGGAAGTTTTATTGGAT
TTATCATGTGTGCTTTGTATACCCAGACCCCAGGTGAATTCCATGTAGCCCAGATATAACCATA
GGGAATGCTGTCATTGAGATGCACTTCCTGATTTCAGTGGCGATTATGGGATCTTAAAATATTG
GAGGTCAAATGGCAACACTTAACATCAAAGGCAATGTGGGCACATC 

70 223 40.36 3 1p13.2 
AluSg/x  
1-20 
(296-277) 

Intergenic 
telomeric: (38 kb) 
TRANSCRIPTION 
INTERMEDIARY FACTOR 1-
GAMMA 
centromeric: (18 kb) BREAST 
CARCINOMA AMPLIFIED 
SEQUENCE 2 

TCTCAAAAAAAAAAAAAGAACGAAATTTAAACCAGTAGACACTGATATCTGGGATAAAAATACC
TGAGTTAAAAAACTAGTGATTTGAAGAAAGACTGAGGACTCATTCAAGCCACAACTAACACTAG
ATTGAGCAACTTCTCAAGCAGAAACTGGGTAACCGCTGAGGCTGTGGAATTGAGAGGGGATGAG
AGTGGTGCCAAAGTACGCTGACTCTCACTGG 

71 253 49.80 1 8q22.1 - 
In intron 5 (10 kb) of a predicted 
gene  

AAATAGGCAGGGCACTATGACTGATGGCCTGAGTGATACATTGAGCAACCAATACAAGTTCATA
TCCTGAAGAAGTGCAGGGTCTTCTGGAATAAGACAGGCAGGTAAATAGATAAAGAGGTCCAATC
TGAGCCATGCCCATGAGGGTGAGTTTTCAGGGGTCATAAGGAGATGGGGTTGTGGGTCAAAGGA
GGTAGGGGAGGCAGACAGGTACAACAGCACTGCGTTATGTGGCTGGAGGGGGCTCACTGGT 

72 666 43.99 17 - - - 

ACCCAGAAAATTACATGCTTTGTTCTTGAGCCCATTTCATATGGGCTATTTTGGAACCATGTTT
CTTGGGCTAGCCCTGAAAAGTCAGCTCTAACCTTGCTCAGGAGCAGGGCCAGCTATCCCCGGGC
TAAGGTTGGTGCTTGCCTACTTTAGAATGTGCAAGTGTGAACACTCGCTCAGCACCAGGCTAAA
ATCTCCCTTAGCCCTGGGCTAAGGTGCAGTGTGAACGCGCCTCACGTAGGCTACATGTACATAT
GCCTATCATGGAATGAGAGCTGAGACGGTGACACACGTGCTGTATTTAGAAACATCTAAGTTAT
TTTCATTAGATTAAAAACCAAGCCTAGTGGTTAGAGCGTTGGACTAGTAACCGGAAGGTTGTCA
GCTCGGGGTTTTGAACTTGCAAGGTACAAAGCTGTCGTTCTGCCCCTGAACAGGCAGTTAACCC
ACTGTTCCTAGGCCATCATTGTAAATAAGAATTAACTGACTTGCCTAGTTAAATAGAGGTAAAA
TTAAAATGTACACGGGCACAAAGAGCACATTTCTGTTGTTCCATGAGCGTTTGGGCACTATGCG
TCATGGATAATAACGAAATGCTTTAACGAGTCAAATCTCCCTATTTACACTGAATTAAATTGTC
ACTTTTGCGCTAGTTTTTTAAGGACA 

73 184 37.50 0 - 
LINE-1P 
1-184  
(5002-4819) 

- 
TAATCCATCTTGAATTAATTTTTGTATAAGGTGTAAGGAAGGGATCCAGTTTCAGCTTTCTACA
TATGGCTAGCCAGTTTTCCCAGCACCATTTATTAAATAGGGAATCCTTTCCCCAGTTCTTGTTT
TTGTCAGCTTTGTCAAAGATCAGATGGTAGTAGATATGTGGCATTATTTCTGAGGG 

74 357 50.70 3 7p14.3 
AluJo 
324-357  
(1-34) 

Intergenic 
telomeric: (47.1 kb) predicted gene 
centromeric: (11.3 kb) 
INDOLETHYLAMINE N-
METHYLTRANSFERASE 

CAGGGCCAGGTCTCACGGGTTCCTGCTTCGACATGGTGTTTTGAGTGTAGGGGCTGCTGGAGGC
AGGGAGGGAGAGACTTACACAGAGGGACACAGACACAGAATGAGAGAGACAGACAGGCAAAGAG
ACAAACGGAGACAAAGACAGAGGCAAAGAGAGATCAAGGGTCTGCAATATTTCAAGGATGTTTC
ACTCTTGGAGTTTGGTGGGAAAACAAGAATCAGAGTGGAAAGGCCCCTTGGGGGAGGAAACAGG
ATCTAAAGATGGCTAAGATTTCACTGATGAAGGTCAGTGAGCTTGCTCTTGAAAACAGGCTTGT
CCTGGCTGGGCATGGTGGCTCATGCCTGTAATCCCAG 

75 471 38.43 1 - 

MER61 
(LTR/ERV1) 
1-151 (4956-
5106), 
MER61 
(LTR/ERV1) 
152-470 
(3605-3935) 

- 

TGGCTTCATACCTTATCAACACAGTCACTGTACAGGGTTCCTAACCTGTGGTGAGTAAGGAATG
TCACTTTCTAACAGGCCCAGCAGCCCCATGCTATCTTGAGACCACAAGATGAGAAGAATTTACC
CAACTCATAGGTATTTGAGGGTATTGTTTTGATAAAAATGAGGACTGGAGGGAGAAAAATTATG
TTTCAAATCTTATCATATACTTGTAATTAAATTCTAGTTTCATTAGTTGTTTTTAAGTTTTTGC
CTACCTTTTAAACTAACCTTGCTTATTTCTGTGAACCAACCAGTGATCTCTGGCTGTAGTTCAG
AAGAAACAAAAGGGATGGGTAATGTAAAAATCTAGATCAATATTCTCATTCTGGCCAATTATCC
TGCAAATCCTGCCAGGTAGGGTGCTCATAATCCAGAGGTTTCTTTGTTTGGGAAAATAAGACCA
ACGGAGCTAACCAAAGTCAAGCC 

76 121 63.64 7 19p13.2 - 
In exon 6 of a predicted gene 
(UniGene cluster Hs.172928) 

AGGTCCTGGTGAGGTCCCCAAGCTCAGGCTGCGGAGGCTTCTTGGGAAAGTCACTCAGCGGAGG
CTGGGAGGCCTTTTTGGGAAAGGCGCTGGAGTCGCGCTTCGGCTCGCTGGACTGAGG 

77 182 46.15 5 2q21.1 
AluSg/x  
134-182  
(308-260) 

Intergenic 
centromeric: (49 kb) predicted gene 
telomeric: (25 kb) predicted gene 
with homology to Fugu rubripes 
CYTOCHROME P450 
MITOCHONDRIAL PRECURSOR. 

CGCGTGGCTTAACAGGGTGGGAGTCAGGAGGCTCACTGCTAGCGCCAGCTGTGTCACTCATCAG
CAGGTTGGCCACGCCCACCACTGGGTCTCAGGTTGGTTGTCCACAACAGAAGCATTCTAGTAAA
AATTATTTTTTAATTATTTATTTATTTATTTGTTTTGAGACGGCATCTTGCTCT 

78 360 48.61 2 6q22.31 - 
In intron 5 (322 bp) and exon 6 (38 
bp) of CGI-130 PROTEIN 

GAAACAAGCTGGACTATCTCAGGGTGATTGAATTTTTCTGCAAAGCAAAAGAACAGGGAAAAAT
ACATTCCCATATTGACAAGAGAGTATATTCATTTCCCCAGCTTGATCCCAGGGTTCACTGGGGG
CTCTAGTCTACGATCTGACCCACACTTCATTCCAAAGCAGAAAGAGATTCCAGGTCCTGGGAAG
GGGCTGAAGGGGACCACTTGGCATTTACGCTCTGTCACCCCAGGTGCAACTGAGAATAAGGATG
AGACTCAGGCAAGGAATCATCAATTAGGCAGAGGTAGGGGAAACTTCACCAGGCTCCTCAGTGC
CTCTACCAGGAACTATGGGAAAACTCAGGTGTGAGAGCCC 

79 214 34.58 1 12q23.3 
MIR  
96-208  
(64-198) 

In intron 1 (3.6 kb) of PR-DOMAIN 
ZINC FINGER PROTEIN 4 

AACAACTAGTTATGCAAAAATTTACTCCAATGACTCTGTATTAAGATACTGAAGAAACTGAAAC
AGTGGGGATGGGGAAATGGGACTTGGCCAACTATTAGTTCACTTTTACGCTCAACAATTCTCTT
AGATAGCTAGTGCCATATTCTTTCTACTGATAAGAAAACTGAGATTGAGACATTAAAAACTCAA
TTCAATGTCACATAGCAGAAAT 

80 333 45.35 5 1q21.2 

AluJo  
19-144  
(177- 125), 
LINE-1MC1  
193-333 
(6333-6185) 

Intergenic 
centromeric: (9 kb) U4/U6-
ASSOCIATED RNA SPLICING 
FACTOR 
telomeric: (2 kb) predicted gene 

AAAACAACAACAACAACATTTTTTTGAGAGGGGGAGTCTCCCTATGTTGCCCAGGCTGGTCTCA
AACTCCTAGCCTCAAGCAGTCCTCCTGCTTTCAGCCTCCCGAAGTGCTGGGATTATAAGCTTGA
GCCGCCATGCCTGGTCCTGACCCCACATTTTTTTTTTTTCTGTAACTCTAGCCAAAGACCCACT
TTTTTATAGACTATTTTTAGAGCAGTTTTAGATTCACGGCAATTGTGTGGAAAGCACAAGGAAT
TCCATATACCACCTGCCCCCACACATGAATACCCTCCCCCATTATCAATGTCACGCACCAGAAC
GATACATCTGTTA 

81 330 43.94 2 7q21.12 

MER5A 
(MER1 Type) 
43-215  
(1-189),  
MIR 260-319  
(105-167) 

In intron 4 (32 kb) of ADAM 22 
PRECURSOR (A DISINTEGRIN 
AND METALLOPROTEINASE 
DOMAIN 22) 

GCAGTGAGGAGCTTCAGAATCAGAAACAGGAGTAGTGTAAAGCAGTTGTTCTCAAACTTTAGAA
TGCAGTAAAATCACCTGAAGGTTTGGCTGAATCACAGGTGGGTAGGCTGCATCCTCCGAGCTTC
TGAGGAAGTCTATAGGGAGGCTTGAGAAATTTGCATTTCTAACAAGCTGATGCTTTTGGTCTGC
AAACCACTCTTTGAGAACCACTGGTGTAAATAACCTTGACTTTGTAGCAGGCATACGTGGGTGT
GGATGATCTCTCTCAGTCTATGGTTTCTCACTTGTAAAAGGGGGGAAATAATACTCACCTCATC
AGTCATCATG 

82 610 37.05 3 10q26.3 

MLT1D 
(LTR/MaLR)  
426-548  
(332-453) 

Intergenic 
centromeric: (364 kb) BA442O18.2 
(NOVEL PROTEIN) (FRAGMENT) 
telomeric: (232 kb) predicted gene 

CACCCATTTCATCCCAATGTGATATATATTCATAACCACATGTAAATAAATAAATAAAGTGCCA
TGATTAGGAGAGCGGTTATATCAGATAAACACAGGGGAAATTATGTTACCAAAGGGACTATCAG
TCACAGCAATTGGGCCATCGGATCAAGGCTCTGGGGAGGGCAGGAGGGATTCTTACTTTGCTGC
AAGCATATGTGGATACAAAACAGTTCTTTGCTTCCAAGGATCTGTCACTGGCATTGCAGTGATA
CTAAACAAAAGTTATTATTTTCTTTCTTTCTGTTTGTTCCTTAGAAAACTATTTATACAAAATG
TTTTCTCCATCCAAATGCAGTTTGGATATTTACTGCTCATCTGCATCACAGCATAAGTCGCATT
TCAATCAGTGAATGTAATGTGTCAAGATGTATATATTCTCTGGATTCTGCCTTAGAGCCCCTAG
AAGGGAACTCATTTCTGCCAGTACCTTGAGTTTTGCCCAGTGAGACCCATTTCTGATTTCTGAC
CTCTAGGACTAAATAATTTGTTGTGTGTGTTGTTTTTTAAGTACCTAATATCAATGGACAGTTT
TTTATTATTGCCTGTAAGTTAAATCAAGATTCTT 

83 265 30.57 0 - 
LINE-1ME2  
27-265  
(5397-5639) 

- 

AGGAATTAGCAACTGAAGGGTTCAAAAACTTTATTAGTCATTAGAAAAGTACAAGTTAAAAACA
CAACAAAATACCACTACATACATACTGGAATAGCTAAAACTAAAGACTGACAAAACCAAGTGTT
GGTAAGGATGTGGAGCAACTAAAACTCTCATACACAGATGTTAGAAATAAAAAATAGTATAGTC
ATTTTAGAAAAGTTGAGCAATTTCTTATAAAGTTAAACATACACTGATACTATGACCTAGCAAT
TCTACTCCT 

84 456 37.72 3 5q34 
AluJo 
160-340  
(1-311) 

Intergenic 
centromeric: (168 kb) GAMMA-
AMINOBUTYRIC-ACID 

CTTAAGGCATTTAGACAAAAATCCAATGAAAACCACATTCAAATGCAGTTTTGACTTCTTTCCA
TTGTGACTAAAATGGAGGCAGAGCAAACATAATCCCCTTTTTATATAATGCTCTTGTTCTTTGC
TGCACCGTGAAGGTATTTTCCCCTTCTTTGATTTTTACTTATTTGTTTATTTATTTAATTTAGT
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RECEPTOR ALPHA-1 SUBUNIT 
PRECURSOR 
telomeric: (2 kb) GAMMA-
AMINOBUTYRIC-ACID 
RECEPTOR GAMMA-2 SUBUNIT 
PRECURSOR 

GACAAGGTCTTGCTCTGTGACCCAGCCTGGAGTACAGTGGGACAATCATAGCTCACTGCAGCCT
CGAACTCGTGGGCTGAAGCAATCCTCCTACTTCAACCTCCTAAGTAGCTGGGACTATAGGACTA
CATCACTATGACTGTCTAATGTCATGCCCCTTCTTATGTTCACAATTTTTATTCCAAAGAGCCT
AGTTTGTTTATAGCTCTATATATTTTCTTAGTGAAATTATTCAATCACACTTTTGTAGGCTAAG
ATGTGTGT 

85 290 48.97 3 - 

AluJo  
1-237  
(49-290),  
AluJ  
253-290  
(5-42) 

- 

GAGGTAGGAGGATTGCTTCAGCCTAAGAATTCAGGACCAGCCTGAGCAACATAGCGAGACCTCG
TCTCTACAAAAAAATAAATTTGCTGGATATGGTGGCATTAGCTAGTAGTCCCAGCTGCTCCAGA
GGCTGAAGTGTGAGGATCACTTGAGTCCAGGAGTGCAAGGCTGCACTGAGCCTTGATCACACCA
CTGTAGTGCAGCCTGGGCAATAGAGCAAGACTGTCTCAATAAAAATTTTTGCTTTAGGTGGGGC
ACAGTGGCTTACGCCTGTAATCCCAGCACTTTGG 

86 886 39.50 2 15q21.1 

LINE-1MDa5   
1-84 (32-122), 
LINE-1MA7   
86-499 (6291-
5869), 
LINE-1MDa5   
501-594  
(122-174), 
AluJ  
806-882  
(2-78) 

Intergenic 
centromeric: (255 kb) 
SULFIDE:QUINONE 
OXIDOREDUCTASE 
Note: The Alu sequence is lacking in 
the sequences deposited in the 
Ensembl human database and the 
NCBI blast database. 

GGAAGATGGAGATGTCCTTTTCCCTATTCTCCTGGTAAGTACAGATAAATACCCTGGATGTTTT
TCATTTTCAAGTTTTTTAAATTTTTATTTTAAACCGATGAATAATTGTACATATTTATGGGTCC
AATGTGATGTTTTGATATACATTGTAGAATGAGTATATCTAGCTAATTAATGTGTCCATCACTT
CAAATGTGTATTTCTTTGTGGTGAGAACATTTAAAATGTATTTTTTTAGAAATCTGAAATATAC
ATGATTATTAACTATGGTCACCATGCTGTGCAATAGATCTTGAAAACGTATTTCAAGATCTATT
ACTAACTGAAACTTAGTACCCTCTGGTCAACATCTCCCCATTCTGCACTACCCATCCCCAAGCC
CTGACAACCACCATTCTACTCTCTATTTCTTTAAGTTTGACTTTTTAAAGATTCTGCAAATCAG
TGAGATAATACAGTATGTGTCTTTCTGTGTCTGGCTTACTTCACTTAGCATTAAGCCTGCACAT
TTTTAGAGAAAGCAAACATGAGACTCTGAAGGGTAGAAAAAGAAGGGAGGCTGACTAGAGAGCT
CAAGAATGACTCCTTAGGAGGGCTCTCTTCCTGGCTGCTGTCTTCTTCCTGTGACCCCCACAGG
GGACAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGAGAGAAGAGAAAGAAGAGAAGAGA
AAGAAGAGAAGAGAGAGAAGAGAGAGAGACAGGAGAGAGAGAGAGAGAGAGAAGAGAAGAGAAG
AGAGAGAAGAGAGAACACACTCAAGAATGCTTTCTGTGCTAAGTGTGGTGGCTAATACCTGTAA
TCCCTGCTCTTTGGGAACCTGAGGCAGGAGGATTGCTTGAATCCAGGAGTCAAG 

87 204 50.98 10 Xp11.22 

AluY    2-157  
(156-1), 
LINE-1MC4a 
193-204 
(5353-5398) 

In intron 2 (36 kb) of a predicted 
gene 

CGCGCCCGCCACCACGCCTGGCTAATTTTTTGTATTTTTACTAGAGACGGAGTTTCACCATGTT
AGCCAGGATGGTCTCGATCTCCTGATCTCATGATCCGCCTGCCTCGGCCTCCCAAAGTGCTGGG
ATTACAGGCATGAGCCACCGCACCCGGCCTGCTTTAGCTGCATTTCTTTAACTATTAGTAAGCT
TGGGCATATTTT 

88 344 42.15 4 - - - 

CCACCTCTGCACCCTGCTTCCCTGAGGGTGGCTTGTGGACTGCTTGTTTGAACGTGGGATTCAG
CAGCTTTTCTCTGCCTCCTGGAAAACAGTCCCTGACCAGCTGCCAGCAATGCGGGGCCCTAGGG
AGCCAGGGCCTAGAGCAATTGATCCTGTGTGTCAGATCCAGATGGTAACTCAGTATTTACCAGG
TGAGCTTTGCAGGTGGGTGGGAGTGGGGCGGGGCGGTGGGAGGACCTGCCTAGCCTCATCTAGT
GCTCAGTAGTTCTGGTTGTGGTATGGTTCACAGGCCTCTATATGTTTCAAGCTTCCAGGAAATT
TAGGCTTTCAGCCTTCTCTGTATG 

89 348 37.93 3 - 
Alpha 
Satellite  
1-348  

- 

CTGTGACTTGAAGGCAAACATCACAAAGAAGTTCCTGAGAATGCTTCTCTCTAGGTTTTATATG
TAATCCCGTTTCCAACGAAATCCTCAAAGCTATCCAAATATCCACTTTCAGATTCCACAAAAAG
AGTGTTTCAAAACTGCTCTGTAAAAAGAAAGGTTCATCTCTGTTAGTTGAATACACACATCACA
AACAAGTTTCTGAGAATGCTTCTGTCTAGTTTTTATGGGAAGATATTTCCTTTTTCAACATAGG
CCTCAAAGCGCTCCAAATGTCCACTTCCAGGTAGTGCAGAAAGAGTGTTTCAAACCTGCTCTAT
AAAAGGGAATATTCAACTCTGTGACTTG 

90 268 51.59 8 - 

AluSp 1-192 
(193-1), 
MER2 
(MER2 Type) 
194-262 (70-
2) 

- 

CTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGCATGTGCCATCACGCCCGACTAATTTT
GTATTTTTAGTAGAGACGGGGTTTCTCCATGTTGGTCAGGCTGGTCTCGAACTCCCGACCTCAG
GTGATCCGCCCTCCTCATCCTCCCAAAGTGCTGGGATTACAGGCGTGTGCCACCGCACCCAGCC
AAATATTTGTATATTTTGGTATCTGCAAGGGCTCCTGGAACCAATCCTCAGTTGATACTAAGGG
ATGACTATACTC 

91 592 30.07 3 5q11.2 - 

Intergenic 
centromeric: (13 kb) HEAT-SHOCK 
PROTEIN, BETA-3 
telomeric: (47 kb) SORTING 
NEXIN 18; 
within a MAR 

AGAAGAAAGAAGAAAATCACCAAGCCTCATGCTTGTTTGATGACCGAATCTGCAGTATTCACAA
GGTCACTTTGAGGCAGAGATTTCTAAAATCCTCAAGTTAAAGTCTAGAGCAAAGTTAACAGCAA
ATCCTCTAGATAGGGAAGGTTGATTATGGGATAGAGGGAAGATAACAACAACTACTGTTTCACA
CAAAACAAGCCTGAAAACCAAAATTCCCAAGTACTTCAAAAAACTTAATGCTAAGAAAATCAAA
GTAGTCCATACTTTGAACTTGAATTCTCTCCAGATAAAATTAATATATAGAACAATCCAATAAA
GACTTTGAAAATAATTATGTTTAGAATGCTCAAAGAATTATGTCTATTTAAAAAGAATAAGAAA
TGTAACAATTAGAAGAAAATCTTATAGCTGTATAAATAATAGCCCAGACTTATAGAAACATCAT
AATGGATAGAGGTGTCTACATACTGATATACGTAAATCACCCTGAAAGATAAAATTATAAAATA
ATCGACTTAATTGCTGCAAAATATTAAACAAAAGTCAATAGAATTATTGTGATTAGAGGAAATT
TCAATGTATCTGTTTT 

92 329 29.79 1 1q31.1 - Intergenic 

CAACCAAAGTGTTTTCTTTTGTCTGATTTATAAACTCAGAATCCCTCAAGAATTCAGTTAGGAA
ATCTTTCGGAAACTATACTATATTATGGTATCTTAGCTTTACAAATTAGATTATCCTCTATAAA
AAATTCTAATGGCCTATTACTTAATACCTTTGCACTGAAAATGTTGACTCAGTACTTAAAGTAA
CATTTCAATATGCTTTCAATTCCCAGTGAAAATCAGCATTGTATATTATAAAAGAAAGAAGAAC
ACTAGTAAGAAGAAATTGGTCTTCAGTCTTTACCTTTCTACTTACTAACTGTGAACTTAACTCA
TATGCCTTA 
 

93 172 50.58 1 - 
AluSg/x  
1-172  
(112-283) 

- 
CTCTACTAAAAATACAGAAAATTGGCCAGGTGTCGTGGTGCATGACTGTCATCTCAGCTATTCA
GGAGGCTGAGGCATGACAGTCATTTGAACCCAGGAGGCAGAGGCTGCAAGTGAGCCAAGATCAT
ACCACTGCACTCCAGCCTGGGTGACAGAGGAAGGCTGTCTCAAA 

94 236 43.22 4 4q24 
AluSg/x  
2-108  
(195-302) 

Intergenic 
centromeric: (498 kb) 
SERINE/THREONINE PROTEIN 
PHOSPHATASE 2B CATALYTIC 
SUBUNIT, ALPHA ISOFORM 
telomeric: (135 kb) predicted gene 

TGCTTGAACCCAGGAGGCGAGGTTGCAGAGAGCAGAGGTCGCACCATTGCACACCAGCCTGGGC
AACAGAGCGGGACTTTGTCTCAAAAAAATAAATAAAAAAAGAAACCAAGGCAAAAACAATTAGA
GGGTGGATTTTTCCACAAACTACCCAAATACTTAGATGTTTGAGTTTCGGAGAAAAGGGAAAGC
AGGAGAAAGGAAGAAATATTCACTTGAGTGGTTCCAGTTTGCTA 

95 584 58.56 5 - - - 

CATTGAATTTCCCATTCCAAACTCATCCCCCCAGTTCTTCCCTGAGCCCTCTTCCATCCCCGGC
CTCACCTGTCCCTTTCCTCACACCCCCCTTCCTGCCTCATCTGCCCGGAGCCTGTTTCCATTGC
CGCAGTCTCCTTCCTCCTCACCCCATTTGCTGAAGCAGTGGCAGAGATACCCCAAGCCTTTGGG
GGACTGATGAAGGGAGAACATCTTTTGGGGGCTAGAGGAAGTGAGTGGCTCCTAGAGGGACAAG
GGGAAGTGAGGGGAGAGAGTCAAGGGGACAGGGCCGAAGATGGTAACCCTACCCTAGGGAGGGG
TTGCCACAGCCATCAACAAGGGATTTAGTGTCCAGGCCCTGGTGAGCAAAGCCAGCACTGCCTG
TCTCTCCCCAAAACTGCCCCCCCCCTTCCCCATCGCTCTAACTCAGCCTCTGGGAACAGAGCCC
TGAGGGCCCCCCCATCCTGGATAGGGAATCCCCACCCCACCCCCAAGAAAATGGGACACCAAGG
CAGCCAAGTAACCCAAGAGGCTACAGAATGTGCTGATGGCAGAGGGGGAGGGGTAACTGTCTCA
GGATGGGG 

96 629 46.90 11 - - - 

AGAGAGGTAGGGTATGAGAAGGAAGACAGACAGAGAGGTAGGGTAGGAGAGGGAAGACAGAAAG
AGAGGTAGGGTAGGAGAGGGAAGACAGAGAGAGAGGTAGGGTAGGAGAGGGAAGACAGACAGAG
AGGTAGGGTATGAGAGGTTGTAACTATCTTAGTCACATTGCAGGCAGGTTGTTATTGACATGGT
AAACAGGAGCACACAGCCAGGAATACAGCCTGTTTTGGACCTGGGTTCAAATACTATTCAACAT
CTTTCAGATACTTTGAAGTTTGCTTGGAGTGCCGATGGGTGGGGTTTGTACTTTTTCCATAATG
ACATAGGGTTTAGTGCAACAGGCAAAAGCTCAATCAAGTATGACCAAAAAATACGGTATTTGAA
ATGATTACGAACAATGTTTGAATCCAGGCGTGCTGCCTGCCTGCGTTGCGTGCCTGGCTGGCTG
CCTGCGTGACAGGATGACCTGAGAGGTGAGGTTAGGCCGTAACTCTGTCAGAGGGTTATTATGA
CGAGACTTGTTCAGACGGGTGTACAGTGTATCACTCCAGACTACAGAGGAAGACAGGAGAGTTG
AGTTGATGATACGTGTGTTGTTGAGACTCATGTACCTAAAGGGGAAACAGTGA 

97 277 35.02 3 6q16.3 - 
Intergenic; 
on the flank of a MAR 

AAAACACAGCAAAGGAGAATGAAAAGTAAAAATCAAGAGACGGTCATTCTAATTTCATGAAATT
AGTATAAACCCAAGAGTTAGCTCCTTATAGGGATTTTTGTGAATCTATAAACTCTGTAAACTCA
TTTTGTGCAAGGCTCCCACCACGTTGTGTGAGAATCAAGGGCATAAAGGTAAATTAAATTTCAT
CATGGCCTCAAACTCCAATCCAGTTATTTAACATGATTGCCCGGTAAAACAACAGTGATCTTTT
TTAACCCTTAAAGAAAAGCTG 
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98 176 43.18 2 3q26.1 

LTR12C 
(LTR/ERV1)  
1-105  
(1306-1203) 

In intron 5 or 6 (125 kb) of SERPIN 
I2 PRECURSOR 

CAGGAGTGAAGCTGCAAATCTTCGCGGTTGAGTGTTACAGCTCATAAAGGCACTGTGACCCCAA
AGAGTGAGCAGCAGCAAGACTTACTGGAAAGAGAGAAAGAAATAAGTCAGTAGTGTCCTGGGGA
CTAAAGGAAGAAAGCTTTTCCAGAAAAAAAGGGATGGTTAATAATACT 

99 123 45.53 1 7q34 - In exon 12 (2 kb) of a predicted gene 
ATCTTGGATTGTCAGGCGTCTCTCAACACTGCCAGCCACCTGAGATGCTGACCAGCAGTGAAGG
CTGCACTAGTTTTCTACACTACAGGAATTACTGTTGATGATTTTTGCTGTTGTTTCATG 

100 161 48.45 0 - - - 
AGTCTCCTAGTGGTAGAGCCTCATCACTACAGTCTCCTAGTGGTAAAGCCTCATCACTACAGTT
TCCTAGTGGTAGAGCCTCATCACTACAGTATCCTAGTGGTGGAGCCTCATCACTACAGTCTCCT
AGTGGTAGAGCCTCATCACTACAGTCTCCTAGT 

101 176 52.84 3 17p12 - 
Intergenic 
telomeric: (2 kb) predicted gene 
centromeric: (20 kb) predicted gene 

CAAGGGGCAGTGCCCAGGGCCACTGCCTGCCTCCGGTGAGAAGTTCTTTAGCAGCAGTCACAGG
GCAATGCTTAGAAAGGCAATGCCACAGTGAATAAGGGGGATTAACTTGGATCCAAAAGTGTAGG
ATAATGCCCACCAAGAACGCACGTGGCTCCATCTCTCTTCCCAGTTCT 

102 386 49.48 17 3q25.31 
AluY  
114-386  
(22-289) 

Intergenic 
centromeric: (17 kb) predicted gene 
with homology to Mus musculus 1 
PHOSPHATIDYLINOSITOL 4 5 
BISPHOSPHATE 
PHOSPHODIESTERASE 1 
telomeric: (108 kb) ACETYL-
COENZYME A TRANSPORTER 

AACAGATGAGTCGAAGACTATATTCCTAACTTTATTACATAGCTAGAGTTTTAAAACTCTTAAT
AGAGTCCCATCGATAAAAGAAAAGGCATAATAATGTGGTCTACAAGGTCTTTTTTTTTAGACGG
AGTCTCGCTCTGTAGCCCAGGCTGGAGTGCAGTGGCGTGATCTCGGCTCACTGCAAGCTCCGCC
TCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCACACGCCA
CCACGCCCGGCCAATTTTTTTTGTATTTTTTAGTAGAGACAGGGTTTCACCGTGTTAGCCAGTA
TGGTCTTGACCTCCTGACCTCGTGATCCACCCGCCTTGGCCTCCCAAAGTGCTGGGATTACAGG
CG 

103 187 35.29 2 11p13 
AluYc2  
1-68  
(212-281) 

In intron 1 (10 kb) of a predicted 
gene with homology to Mus 
musculus ELONGATION PROTEIN 
4 HOMOLOG (S. CEREVISIAE) 

AGGGAGCTGAGATCGCGCCACTGCACTCCAGCCTAGGTGACAGAGTGAGACTCCATTAAAAAAA
AAAATTACTCAAAGTTGTTGGACAACTGGAGTCAATGTTAATTGTTTGTTTTTTGTATACAAAT
CTGAAAGAAATATTTAGAACACTAATAAAGAACTTTCCACAAAAAAGTTTTGTAGTCAC 

104 238 59.66 13 19p13.3 
AluY  
1-21 
(21-1) 

Intergenic 
telomeric: (32 kb) PROTEIN SCK 
centromeric: (3 kb) MUCOSAL 
VASCULAR ADDRESSIN CELL 
ADHESION MOLECULE 1, 
ISOFORM B PRECURSOR 

ACCCCAGACCTGAGGGTCGCAAGGAGAGTGGGGGAGGAATGAGATTGATGGAGGCTGCAGGAGG
GGGTTCAATAAGTAGCCATGTGCATGCATGTGTGTGTGTGCATGCGTCTGTGTGCGTGCATGCG
TGTGTGCGTGTGTACGTGTGGAGTTGTAGCCATGAAGCCCACGATGGGGGTGGGCCTGGCTCCC
GCATCAGGTTTAAGGAGGAAGGATCGACCGGGCGCGGTGGCTCACG 

105 417 45.32 1 5q11.2 - 

Intergenic 
centromeric: (144 kb) 
PHOSPHATIDYLINOSITOL 3-
KINASE REGULATORY ALPHA 
SUBUNIT 

CTGAGGATTGGATATCAGAACAGTGAGATATTTGGTCTCTAACATGAGAACAATAGCTTTGGGA
ATTATCTTCACAAAAGGTCACCATGTCCTGCCAGTTACCTAATATTACAGCCTTTCTCCAGGTT
TCTTCCTCCCCAGATGTCTGGAGCTCCCCAGATGTCTGGAGCACCCCAGAGCAATGGCCTTGGG
TCTGATAGTCCTATAGTTCCCAGGTCCTTCAAGGTCCTCCAAGAACCTCAGATGCTTTCTCTGC
CCCATTCCTCTCCTACCCACTTACTGTAAGACTACAGTACACTCTTTTAAAGTGTTCATGTGTG
TGTGTATCTCCTCAATGTTCATTCTTGCTCATTTTCCCAAATGCCCAAACCTTACATGTCGGAC
TGACTCCATTTGGTGAAGCCACTGAAATTCCTA 

106 472 44.28 2 15q22.31

MSTC  
(LTR/MaLR) 
127-472  
(2-341) 

Intergenic 
centromeric: (24 kb) PH DOMAIN 
CONTAINING PROTEIN 
telomeric: (24 kb) predicted gene 
with homology to Mus musculus 
ANKYRIN 

CTATAAAAAATGCTGTAATTGATTCTTAACAGGAAGTGAGGGCTTTTTCACTTTGAGTTGACAA
CCACAGCAGCTACACACACACACACACACACACACACACACACACACAAACACAGACATACAGT
TAAGGTTTAAATATCTGTCCCCTCTGAAACTCATGTTGAAACTTATTCCCCAATGTGGCAGTAG
TGAAAAGTGGGATCTTCAAGAGGTGATTGGGCCATGAGGACTCTGCCCTCATGAATAGATTAAT
TCATTCATGGATTAATGGATTAATGGGTTCATGGATTAATGGGTTATCACGGGAATTGGACTGT
TGGCTTTATAATAAGAGGAAGAGAGATCTGAGCTAACATGCTCAACCCCCTCACCATGTGATGC
CCTTCAGGGCCTCAGGACTCCGCAGAGTCCCCACCACCAAGAAGGACCTCACAAGGTGCAGCCC
TTCAACCTTGGACTTCTCATTCTC 

107 320 39.06 1 - 
LINE-1P  
1-320  
(2751-2432)  

- 

GAGGAGAGCTTTATTTCCTACTATGTGGTCAATTTTGGAATAGGTGTGGTGTGGTGCTGAAAAG
AATGTATATTCTGTTGATTTGGGGTGGAGAGTTCTGTAGATGTCTATTAGGTCCACTTCGTGCA
GAGCTGAGTTCAATTCCTGGATATCCTTGTTAACTTTCTGTCTCATTAATCTTTCTAATGTTTT
CAGTTGGGTGTTAAAGTCTCCCATTGTTATTGTGTGGGAGTCTAAGTCTCTTTGTAGGTCTCTA
AGGACTTGCTTTATGAATCTGGGTACTCCTGTATTGGGTGCATATATATTTAGGATAGTTAGCT 

108 137 45.26 0 12p11.22 - 
Intergenic 
telomeric: (60 kb) CDA14 
centromeric: (75 kb) predicted gene 

ATAAAAAAGACAGCAGTTTAGCAATTGGCTTTTTTACCCACTCTGAGAGGACCCTACCTGCATG
GAGAGTGACACTTGTATCTGGGCCCTTCTTAGGAAGGCAAAGGCCAGCAAAAAGCCATACATCC
TCTTTCTCT 

109 284 54.93 4 8q22.1 - 
Intergenic 
telomeric: (211 kb) predicted gene 

GAGGCTTGAGGCGCGCATCCATACAGCTGTGGAAGAGATGCTGCTGTCATTGGCCAAAACCAGC
CCCGGAGACAGCATGATCCTGTCTTGCTACAGTGAGAAAACCCCCTTGTTTGCTTCCCATGATC
CCTGGCTGCTGCGTGGTGATAGGGCTTTGGGTAGCTGTCTTAGGAGACTCTGCCAGGCAGAGGA
GGGAAGTAGGAGAAGAAATGGGAAGGTTGGGGCTCCACCTTGTTGAGAGTGGCCAGGACAGGTG
GTGATTTTGGTGGCACCAGAGAATAGAG 

110 308 37.66 8 - - - 

GTATTCGGCCTCCTTGAACTTTGCGACCTTTTGCCACATTTCAGGCTTCAAACATAAAGATATA
AAACTGTATTTTTTTTGTGAGGAATCAACAACAAGTGGGACACAATCATGAAGTGGAACGACAT
TTATTGGATATTTCAAACTTTTTTAACAAATCAAAAACTGAAATATTGGGCGTGCAAAATTATT
CAGCCCCCTTAAGTTAATACTTTGTAGCGCCACCTTTTGCTGTGATTACAGCTGTAAGTCGCTT
GGGGTATGTCTCTATCAGTTTTGCGCATCGAGAGACTGACATTTTTTCCCAT 

111 516 51.55 11 11p11.2 - 

Intergenic 
telomeric: (93 kb) predicted gene 
centromeric: (41 kb) OASIS 
PROTEIN; BBF-2 (DROSOPHILA) 
HOMOLOG 

CAAAGACGTGGCTAGGGGAGGGGAAGGCACACAGAATAGTGATTAATTATATTATTCGCTATAG
TTTTTTGGTATGCTTTAAATTTTTTTGAATTGCACTTTGACCTATTAAAGGCGAATTCCACTGA
GTTGGGGGTGGGTGGGTCAGGGAAGGCTTCTCAGACGAATTGAGTCTTACTTAAGATGACAGCT
GAAAATTGAGTAGAAGAGGAAGGGCGGCAAGGTGTTTCAGGCAGAGAAGCCTGCGCTAAGAGGC
TGGACTGGGAAGGTGAGGTAGGGGCCAGGGACTGAGACCCCCTGTGTGGCCAGAGCAGGGGAAG
AAAGGAGCTGATGTTGAGGGGAGGGGAGGCGAAGGGGGTGTGCACAGACCATGCAGGACCCCAC
AGGCCATCCTGAAGGCTCAAGCCTCTCCCCTAAATATGACAAAATCAGCAGGCGGCCCAGGGAC
ACTTCACTCGGCCAGATAGCGGAACAGGGAGGGCGTTCTTGAAAAGGTGACTCACATCTTGAGT
TCTG 

112 262 37.79 2 Xp11.23 
MIR  
6-221  
(33-241) 

In intron 4 (1 kb) of GRIP-
ASSOCIATED PROTEIN 1; 
LIKELY HOMOLOG OF RAT 
GRIP-ASSOCIATED PROTEIN 1 

ACAGGCTGGAGCCAGTTGTTTGTCTAGGTTTGAATCCTGGCTGGGCCATTTCCTAGCTGTGTGA
CCTTGGGCAAGTTATCTGACCTCTCTGTGGCCTGTTTTCATCAATGGTAAAAAGGGGGTAACAA
TAATATCTACCATCTAGGTATTACGGGAGGATTATAGAAAATGAGTTAATATATGTAAAACTCT
TAGAACATTCTTGGCATGTAGTAAGCGCTATGTTTTGTTAAATAAAATAAAATGTAAATGCAAA
TCTAAG 

113 942 36.31 12 - 

LINE-1ME1 
23-169  
(6007-6165), 
Alpha 
Satellite 171-
942 

- 

AAGACAGTCAGTGGTTAATGTTTGCAAATGGGAACATAAGAAATTTTGGGGTGATCGAATATTC
TATTTGTTGTGGTCTTTGTTACACGACTACACATTTGCAAAACTCATCAAACTCTGCATTTAAA
GTAGATTAATTTTGCTATATGTTTATTCCAAAATAAATAAACAGAGGGTTTCCAAACTGCTCTA
TGAAAAGAAAGGTTAAACTCTGTGAGTTGAACGCACACATCACAAAGTAGCTTCTGAGAATGAT
ACTGTCTAGTTTTTATACGAAGATATTTCCTTTCTACCATTGGCGTCAAAGCGCTAGAATTCTC
CACTTGCAAATTCCACAAAAAGAGTGTTTCCAATCTGCTCTGTCTAAAGGAAGGTTCAACTCTG
TGAGTTGAATACACACACACAAAGAAGCTACTGAGAATTCTTTTGTCAAGAATTATAAGAAGAA
ATCCCGTTTCCAACGAAGGCCTCAAAGAGTTCCAAATATCCACTTGCACACTGCACAAACTAAG
TCTTTCCAAACTGCTCTATGCAAAGAAATGTTCAACTCTGTGAGTTTAATACACACATCACAAA
GCAGTTTCTGAGAATGATACTGTCTAGTTTTTATACGAAGATATTTCCTTTTGTACCATTGGCC
TCATACTGCTAGAATTTTCCACTTGCAAATTCCACAAAAAGAGTGTTTCCAATCCGCTCTGTCT
AAAGGAAGGTTCAACTCTCTGATTTGAATACATACATCCCAAAAGAAGTTACTGAGAATTCTTC
TGTCTAGCATTATGTGAAGAAATCCCGTTTCCAACGAAAGCCTCAAAGAGGTCCAAATATCCAG
TTGCAGAATTTACAAACTGACTGTTTCCAAACTCATCTATGAAAAGAAAGGTTAAACTCTGTGA
GTTGAATGCACATATCACAAAGTAGTTCCTGAGAATGATTCTGTCT 

114 593 34.23 3 13q14.2 
LINE-1M4 
19-288  
(2616-2893) 

Intergenic 
centromeric: (31 kb) ESTERASE D  
telomeric: (5 kb)  
5-HYDROXYTRYPTAMINE 2A 
RECEPTOR 

AATTCTAGACTAAAAGTTCAACACTTCACCAATTAGACCTAATAGTCATCTACAGAATACTCCA
TCTAGCAACCACAGAATATATATTCTTCTCATTTGCACACAGAAATTAATCCAAGACGGACCAC
ATTCTTGATCATAAAGCAGTCTCAATAAATTTTCAAAAACTGAACTCATACTTTATCTCAGACC
ATAGTGGAATAAAAATATAAATCAATACCAAGAAGATCTCTCAAAACCACACAATTACATAGAA
ATTAAACAACTTGCTGTTCAATAACTTCTAGGGATGGAATTACTCTTTTAAAAAACTTGAATAA
GATACTGGGTGGGGAGATTATTCTACCTCTTTACAAAATGTTTGTTTATTTCATTGAGCCTACC
AACTTTGTCACAAATTAGCCTAAGTAATATAGGATAACTTAACACGCCTACCCAGAGATGCCAT
GCTGCATATGATAAGATATCCCTCAAGGCATTGCCACCACCCGATGCTGATGTTTCAGCCACTT
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TAGACACTGGTGAAAAGCAAAGTTGTGTGGGCCAATGGCAAAAGTGTTAAGAATATAGAATTTT
AAAATTAGATTTATGAG 

115 842 41.09 9 - 

AluSx  
11-322  
(313-1), 
HUERS-P1 
(LTR/ERV1) 
24-842  
(3143-2623) 

- 

ATAGAAGGAATATTTTATTTTATTTTGTTTTATTTTATTTTGATATGGAGTCTTGCTCTGTCAT
CCAGGCTGGAGTGCAGTGGCACCATCTTGGCTCACTGCAACCTCTGCCTCCTGGGCTCAAGTGA
TTCTCCTGTCTCAGCCTACCAAGTAGCTGGGATTATAGGTGTCCACCACTGCACCCAGCTAATT
TTTGTATTTTTAGTAGAGATGGGGTTTCACCATGTTGGTCAGGCTGGTCTCGAACTCCTGACCT
CAGACAATCCGCCTGCCTTGGCCTCCCAAAGTGCTGAAATTACAGGCATGCACCATCGCCCTGG
CCTAAATGTTTACATTTTTAAGACATTTTATTTTACCAATAACCTTTAAAACTGTCTTTATTTT
TAAAAGATTACTGAAGTCATGTGAACAAAAAGGCGTTAAAGTGTCTATTTTTCTGACAAAATAT
TTTATTTAAGCGCTTAGTTTTTAAGCCAATTAATTAGAGCTCTTTTACATATAAACATACAACA
CATATAAATACACAGACAGAAGATTTAGCACTTGTAAGATTTTTCTATTTGCCAGTTTTTTAAC
TGGATTACTGGCTTCAGGGCGGAGCCCTTGGAGGAACAGGGCCAGGAAAGCTTGCGTTTCTAAG
GCCAAATAAGCAGCAAATAAGCAGCTGAAAGCAAAGACAGATCCCCACAGTTAAGGGTGCCATT
TTATACTGGTTCCTGGAGTCCCAAAAGGAAGGAAATACTACGGGAGCAGGCGGTGCAGTGCTTC
TACTCTGCATTTCATTGCAAGGCAACACAAAGCCAATCAGCCCATTTTATAATCAGCCCATTCC
TCATGGGAGT 

116 232 29.31 1 - 
AluYc5  
1-46  
(248-293) 

- 

CAACAGAGTGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAGGCTTTCTGTTCTTGAAA
TATTCAAACTAGACAGGATAGACAGGACAATTTTAACTGAAGCTGTTCTCACAACCCTGTTTTT
CAGCTATTATAAGTTTGTTAATGGACAAACATGTTCATAACTGAAATTTTAAAATTACATAAAA
GTATAATTCTATAACCTGCAGAACTAACATTTGATGCATT 

117 163 50.31 5 2q33.3 

AluSq/x 
1-120  
(120-1), 
AluY  
150-163 
(276-263) 

Intergenic 
centromeric: (80.1 kb) 
HEPATOCELLULAR 
CARCINOMA-ASSOCIATED 
ANTIGEN HCA557B 
telomeric: (19.3 kb) predicted gene 

AGTAGAGATGGGGTTTCACCATATTGGTCAGGCTCGTCTCGAACTCCTGACCTCAATTGATCCA
CGCACCTCTGCCTCCCAAAGTGCTGGAATTACAGGCATGAGCCACCGCACCCGGCCATGAATGC
TCTTATTAAAAAAAAATTCTGCCCAGCACTTTGGG 

118 304 33.88 0 14q12 - 

Intergenic 
centromeric: (284 kb) PROTEIN 
KINASE C, MU TYPE E 
telomeric: (347 kb) predicted gene 

GAAATGGAAAAATCACTCTGAGGTAGAAATTTCTAAAACTGTCTTTATTCAGTTTATAATTAAA
GTTAGAGTCAATGGAAATTTGGAACCAACCAAAAGGAAAATTTAAATCTTGTTGTGAGAATATT
TTAAATACTAATGTTCCCCCTGCTATGTTGGTGTTACAATTCTCAATAGGAAATGATTCAGAAT
TCCTTCTAAGCCTTTATGTGGGGCCACAAGAATGTGGAAATACTTCTGCTTTCCTCAAGGACAA
GAGACTAAGAGATCAAAGTCCAAAGTCAATCATAAGAGACCAGAGATC 

119 517 50.10 7 17q23.2 
AluSg/x  
1-102  
(187-288) 

In intron 16 (284 kb) of a predicted 
gene 

AGGAGAATCTCTTGAACCTGGGAGGCGGAGGTTGCAGTGAGTTGAGATCACGCTACTGCACTCC
AGCCTGGGTGACAGAGCGAGACTCCATCTCAAAAAAAAGCATATATATATGACAGAAGGGATCT
TGGCACCCTGTGTTGAAAAGATACGTTTTTAAGTCAAATGTGAGGTAAGTAGGTCATGCCACAT
CTCAACCTCATCAGGCTGTACTTCTGCAGATTGTTGTGGCTTCTGGGTGTCCTATTAGAAACAA
AGCAGGAGGGGAGAATCGTTTGATCTCTTGCTCCTAAAATGTGGGCCCTAGGCCGTCAGTAAGA
GGTACTGGCCCTTGCCGAGTCCCAGTGTTCTCCCTCATTCACCCCCTAGGTGACAGTGGATCCA
ACTCTCCATAAGCAAGTCTGGGATTCTGCATGTTGTGCTTATTTGCTCTCTGTGGGAGGGTCTG
TTAGACAGGTCTCTCCAAGGAAGGGGAAGGGAGCAAGGAGTGGGGGAGGGTATCAGCTCAGAGG
GGCTA 

120 318 50.94 6 4p15.32 
LINE-2 
1-52  
(3241-3189) 

Intergenic 
telomeric: (48 kb) PROMININ-LIKE 
PROTEIN 1 PRECURSOR 
(ANTIGEN AC133) 
centromeric: (39 kb) predicted gene 

TAGGGAATAGAACCTGGATGTCCGGAGCAATCTTCTGACCTGGAATTTTCTCCTCGCTTTGCTG
CCTCTTGGGAAAAGCCTGTTCCGCACAAGCTGGCAAGGTACTGTGGTCGCATCAGACCTGCCTT
GTAGCCTCAGGGCATGTGGGTCTTGGGGCATCTGACATAGGAGCACCCTGATTCCGTTTCAACA
CTTTTGAGAAACCAAATTGGTAAGGCAGCCTTAAGGACACTCAGAGGAGACACCTCCAGATGGT
GTAGAAAGGCTGGTTCATGATTACATCCTTCCACGCCTTCCTCAGTGCAAACAGCAAGTGCT 

121 430 30.93 3 4q25 - 

Intergenic 
centromeric: (37 kb) MYOPODIN 
PROTEIN (FRAGMENT) 
telomeric: (64 kb) CALCINEURIN-
BINDING PROTEIN CALSARCIN-
1 

AGAGTAATGATAAAATAGGAACATGTTACAAATTCATATAAGACTTATTTTTGAGAAAAAATAT
TTATTCATACTGTAAAAAGTGAAAGCTAAATGTATTGTTTGTTTGCAACCTCCTCGGGCAAAGT
ATCTATAAAATCTGTTCCTATCTGTTCCTAAAAATCTGCTTTTTCCTACATGATAGCATTTTGG
AACTTGAACAGTTAATTCTTATTCATTTCTCAGTCTTCCTTTGTATACAAAATGAGAAATTCAG
ATACATTGCTTATTCAAATGTATTGTAGAAGAACCAGATGAGTTTCATTCGAAATATGAAAATT
TTAAACATCACAACCAGAGAACACTGCCGGACATGAAATTTCTGCCACTCTTTTTTGTGATTTT
CTTTATCAAGTTCATGCTGAACATGGGGTTTATCTTAGCTGGGCAT 

122 349 42.69 1 14q22.2 - 

Intergenic 
telomeric: (59 kb) BONE 
MORPHOGENETIC PROTEIN 4 
PRECURSOR 

GGTTGAGACAATGCTGGCTGGTGCAGATTGCTTGTTTTGGAACCAGCATTCCAGGGCAGGCATT
CCACACAAGTGGCCACAGCATTCTGCATTCTTGGAAGGGACCACTACATCCCAGGAATGGATGG
CTTTGTTATGTCTTATCTCCTAATCTGCAGTTGGAGATTTTCCTTCCTTTTGCAGGTGCTCTCA
TTTCCTTCATTATTTGTTTATTAGAAAATCTTGTGGCCTTCCAAAGTTATTCTTATGCTAAGGA
AGGTCGAATGTGATAACATATTTGTGTTGGCCAAGAGTGAGGACATAGCAAACACTGAGAGTCA
CATAATCATGAGTATAACTGAAAGTGGTG 

125 428 42.99 1 2p25.3 - 
In intron 9 (6 kb) of a predicted gene 
with homology to Mus musculus 
SH3 DOMAIN YSC-LIKE 1 

CAGCTCTTTTTCAGCCAGCTTCCCTCAGCTCTGTCTCTCTGTAGGGATCCCCTCCCTTCCCAAG
CAAGTGCAGCCAGTCAGCTGACCTTGTCAAGTTTAGGAGCACTTTAACAACCAGATACCTAAGT
CTAAGTCTAATCTTGAGTCTTTAAAAGTAAGAGGCTGTGTAAGATAAAAATCTAGGTGTTTACG
CTGTCTTGGTGTCAACATTTATACCTTAACCACTTTTGCTTCTACAGGATGTGTATCCAAAGGC
CAAACTTTTCATGTCTCTTTAAATCAGCCTGTAATGTGGGTGTGAACTTGATGTCTCTTTAACA
TGGCCTGTAACATGGGTGTGAACCACAAAGGGTGAAACACATTTTTAAAACCTCTCAGAGCTTT
CTCTGCATACCTAAGACCATGGCACAGCATCTTCTGTAGGTGAG 

126 305 39.02 5 - - - 

GGTCAAAAGTAATGCACAAGACAGGGATACAATTGGGATCAGATGCATTTGATAAGACGAGTAA
AGTTAAAAGGCTGGAAATTCATCTTGGAGTATAACTGTCACTGTAGAAGAGGACATTTTAGACA
AACATGCCCAATAATTCCCCCTCAATTCCACTAACAACGAGTCTCTAAACTGTCCAAATAAATC
ATTTTTTGTATCGTTCTCAACAAAGTTGAACTCCTTCGCCGAAATCAAGTGGCAAAGAAGGGAC
ATTTGCTGCATATAAACACCCAAATGATGGTCGGTTCAGACACAAGTTC 

127 229 37.55 1 7q35 

THE1A 
(LTR/MaLR)  
1-75  
(280-75) 

Intergenic 
centromeric: (30 kb) predicted gene 

TCCCACAACCCCTGGGAATTCTGGAAGCTACAATTCAAGTTGAGATTTGGGTGGGGACACAGCC
AAACCACATCACAGTAAATTACAAACTACTGATGTTTTCATTTACACTGTGTATTCTCTCTTTA
TTTACACCGTAAATGGTTTCAATACAGAAGATAATTTGATTATATTCACATGGGGATTTTTTAA
AAATTTTTTGTGGGGGTGGAATCTGGCTGTTGATGCC 

128 430 35.12 2 2q12.3 - 

Intergenic 
centromeric: (63 kb) SOLUTE 
CARRIER FAMILY 5 (CHOLINE 
TRANSPORTER), MEMBER 7 
telomeric: (170 kb) predicted gene 
with homology to Mus musculus 
SULFOTRANSFERASE, PHENOL 
PREFERRING 2 

CTCTAGTTTCTAGTTAATTAAGATCCAGCTTTGAATGCTACTCAATTAGGTATTTCCCCTGGTG
TATGTGGATCTGTAGTCTGAAAAAGCAACAATCAATGGTGTCCACTTTTTAACACAAATCAGGA
CTAAATGAGTTTTAAAATGATGAGTTGGTTAAAAATACGTTCAGTGGGAATAGTTGTGTTCATC
AGTCTTCCGTTAATGGTTTGGAACCTAAAGTGATTTTTAAATCATTTATTTCTTTCCCAAAGGT
TTTATGCCCACCTTTAAGTAAACAGCAGAATTTAATCAGCAGAGTTAGATGAGCAATTTCTCTC
TTGAGAGCTTGCACAGTATTGAAACTCATTGGGTTTCACAGTTACAAAATGCAGTCTGTTTCAA
TGGTCCTCATATTCTTAGATATGCCTCTAGGTAATCATTGATCTTC 

129 444 43.24 1 13q33.2 - 
Intergenic 
telomeric: (39 kb) predicted gene. 

TTTCCCTCTCTGGGGCTTCAATATCTCTTTCATGAAGGGGTCATCCCTATGCCCACTAACAGGC
AGCTCCTGTCATGCCAGCACAGCAGTAGATGACAGCACAGCACTCATCTACAACAGACAGCAAA
TGTAGACTAGGGACTTTTTTTGTTTTTTTTCTAATTATGGAGTGAAAGATTTTTTCCCAGCTAA
AAAGAAGGTATTGGGGGTGGAGTTCCCATGCAGCCAACACTACATTATGGAAGCTGTTGCCGAG
TCTCCTCACATGAAGGGCAGTCCCAAAATAGAGAATTCTACAAGGTATTCCCCTGAAATGGTGC
TTTCCAAACAATGAACCATGAACCCCTTGCAACTTCAGAGCTTGCATCTATTTTCTTAAAGGAC
ACTGAGAATACAGTTCCTATGGAGAGGGAGGGAGTTGAGGTCTTAGACTTTTAATTTTTA 

130 273 47.25 1 17q21.31
AluJb  
116-273  
(150-306) 

Intergenic 
centromeric: (12 kb) predicted gene 
telomeric: (2 kb) SIMILAR TO 
PHOSPHOLIPASE C, DELTA 

AAACAAACTGGGGTGGACCTTCTAGGTAGAAAGTCCAGGTGCCTGAGACTTGGGTGCTTTTGAG
GTATGGCAATGAGAATGATATGACTTAGGACTGGAGCTTAGAAAGTGAGGAGTGTGTGCCTGTG
GTTCCAGCTATTCAGTGGGAGGCTGAGATGGGAGGATCACTTGAGCCTGGGAGGCAGAGGTCAC
AGTGAGCCAAGATCGTGCCACTGCACTAACCTGGGTAACAGAGTGAGACCCTGTCTCAAAAATA
AATAAATAAATAAATAA 

131 244 56.97 4 16q24.1 

AluJ 101-152 
(52-1), 
LTR32 
(LTR/ERVL)  
153-244 (291-
382)  

Intergenic 
centromeric: (185 kb) predicted gene 
telomeric: (168 kb) predicted gene 

CAGGGAGCTGTGGGGGAGGGGGAGGAGCCTAGGGCAGAGTTCAAGTGTTAGAACACTGGGGCCG
CGGGGGTTCTGGCTCCACTAGGGGCGGGGCAGCTGACCTCACCCTTCCAAAGTGCTGGGATTAC
AGGCGTGAGCCACCATGCCTGGCCAAGCTGCATGCTTTTTGCAAGCAATTGTAGTTCTTCTGTC
TAGCCCACAGTCACTGGACTGTCCCTGTATGTAAGTTCCCCTAAATAAAACC 
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132 321 47.04 2 2q37.2 
AluY  
250-321  
(119-192) 

In intron 1 (23 kb) of a predicted 
gene with homology to Mus 
musculus ANKYRIN REPEAT AND 
SOCS BOX CONTAINING ASB 

AGCATCACTTAGTGTATCTGGCATCACACTGAGGATGTGAAGGGGTCTGTCACAGTTTGCACAG
CCTTATTCCACTCTTCACTTCCATTCCTGTTTCCATTCTCTCTGGTACAGCCATGGAAATCCTC
CCCCTTTTTTCTTCACAAAAAAATTATACAGGTGACATAATCCAGGATGCAACTGGGAAAGTCC
CAGGCACAGCTGCCCTGTGGGCAGGGGATAATCCCCCCAAAAAATACAAAAAAATACAAAAATA
AAAAATTAGCTGGGCTTGGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGATGCAGGA
G 

133 180 48.89 2 6p21.31 
AluY  
108-180  
(119-192) 

In intron 1 (9 kb) of a predicted gene 
ACAAAAAAATTAGACAGGTGACATAATCCAGGATGCAACTGGGAAAGTCCCAGGCACAGCTGCC
CTGTGGGCAGGGGATAATCCCCCCAAAAAATACAAAAAAATACAAAAATAAAAAATTAGCTGGG
CTTGGTGGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAG 

134 361 45.34 1 8p12 
AluSx  
81-360  
(11-290) 

Intergenic 
centromeric: (245 kb) predicted gene 

TGTCTTCTCCAAAAGACCCTTCATCACAGGTATTTTGCAGATTAAGTGGAGACATTACAGATCC
ACCTCAATAAAGAAAAGGTAGCACATGCCTGTAATCCCAGCAATTTGGGAGGCCAAGGTAGGCA
GATCACTTGAGTTCAGGAGTTCAAGACCAGCCAGACCAACAAGGTAAAACCCCAACTCTACTAA
AAATATAAAAATTAGTGAGGTGTGGTGGTGGGCACCTGTAATCCCAGCTATTTGGGAGGCTGAG
GCAGGAGAATTGTTTGAACCTAGGAGGCGGAGGTCTCAGTGAGCCAAGGTCATGCCATTGCATT
CCAGCCTATGTGACAAAGTGAGACTCTGTCTCAAAAAAAAG 

135 385 39.22 1 1q21.1 

MIR  
4-176  
(8-191),  
MIR  
187-343  
(216-56) 

Intergenic 
centromeric: (63 kb) NOTCH 
HOMOLOG 2 (DROSOPHILA) 
telomeric: (27 kb) VESICLE 
TRAFFICKING PROTEIN SEC22B 

CTCAATGGTGGGGCAGCAAGTACTGTGGATATGGAGCTGGGAGGCTGAGCTAAATCCTAGCTAT
CTTACTAACCAATTGTATGACTCTAGCCCTTAAACTCTCTGAGCTTTAATTTTCTCATCTGTAA
AATGGGAATGATAAATGCCTTCCAGAACTATTTACAATTTCTAACATTTGTTGAGTTTTTCAAT
GTGCATTACATGTATCATCTCATGAAATCCTCATGACAAAATAATGAGGTGGAGCTATTATTGT
TCCCCTTTTGCAAATGTGGAAACTAAGTTTTAGAGTAGGTAATCTGCCTACAAGTTTACACAGC
TAGAATGTGCAGAGATGGGATTCTGAGGCTTGCTCAACTCTGAAGCAAATGTCCTACCCGCTCT
A 

136 326 40.80 0 Xq26.2 
LINE-2  
1-248  
(3202-2951) 

Intergenic 
centromeric: (264 kb) GLYPICAN-3 
PRECURSOR (INTESTINAL 
PROTEIN OCI-5)  
telomeric: (123 kb) predicted gene 
with homology to Mus musculus 
ZINC FINGER NY REN 34 
ANTIGEN 

GAAATCAAAGGGTTTATGAATAAGACAAGTCTCTGACCTCAAGGAGCTTACTTATGCAATTAAT
TAAAACAATGTGGTAAGAGCTATACCACCAATGCTAATATAAAGTGCTGTGGGAGCATAAAGGA
GGATCAATTAATTCTGCCTGTGGGACTGGGAAACACTTTGTAAAGGAGGTGACATTTGAGCTGG
GCCTTGAAGGATATGAAGGATTTTTCCAGACAAAGCATGGGAGTAGGAGGCAGGGACATTTCTG
GAATGTGAATATGGAAGGTTTATTTGGCTTCAAAGAGGACTCAGCAGCAATGAATTAGAGCACT
GGTATG 

137 283 38.87 1 12q23.1 
LINE-2  
1-242  
(3197-2928) 

Intergenic 
telomeric: (158 kb) predicted gene 

ATTCTAATGAGTAAAAAGATTAGATAAATAAATAAACAGGAATTTCAGAGAGCAGTAAGTGCTA
TGAATACAATAAAACAGGGTGATGGGGTGGAGAGTGAGTTGGGGAGCTGTCATTTCATTGAGTG
TCCAGGGAAGAGATTTCTGAGTGGATAATTTTGATCTCAAACTAAAAATCAAGACAGATTCAGC
CATGTAAGGATCAGAAAGTTCCAGGGAGAAAGCTGAGCAAGTACCCCTGATATTCAAATACTAT
CCGCTCTCAAAGGCCTAGTTCAGATGC 

138 335 52.08 9 18p11.21
AluSp  
1-273  
(271-1) 

In intron 4 (5 kb) of a predicted gene 

CACTCTTGTTTCCCAGGCTGGAGTACAATGGCGCGATCTCGGCTCACCGCAACCTCTGCCTCCC
GGGTTCAAGCAATTCTCCTGCTTTAGCCTCCCAAGTAGCTGGGATTACAGGCATGTGCCACCAT
GCCTGGCTAATTTTGTATTTTTTTAGTAGAGACGGGGTTTCTCCATGTTGGTCAGGCTGGTCTC
AAACTTCTGACCTCAGGTGATCTGCCCGCCCTCGGCCTCTCAAAGTGCTGGGATTACAGATGAG
ACCCACTGCAGCCGGCCTGACAGCATCATCTTGATAGCTTCTATGCCTATGGGTCTTTATTTTG
GAAGGGAAGACTCACT 

139 519 43.55 11 - 
AluY  
281-519  
(1-236) 

- 

TCAGTCAAACACACACCATCCTGGGTATAAGTCTTGGGTGGGTCTAAAATTACAAAATCCCAAG
AATACAAATTTAAACTTTCATTTTAAATTTGACTGATTACTGTTCCAAAATACCCATGTCAAGG
GAATGTGACTGTAGTTCTAGAAAGTAATTACGTATCTATGAAATGCATGAATAATTAATTTCAT
GATACCCAATAAAAACTAGGAACAATAGGTCAAACTTCCTTGGATTATAGGCAGAAAAGTTACA
TGTTTTTTAAAAATGGTCTTCCTGGGCCCGTTGCGGGGGCTCATGCCTGTAATCCCAGCACTCT
GGGAGGCCGAGGCGGCAGGCAGATCACGAGGTCAGGAGATTGAGACCATCCTGGCAAACACAGT
GAAACCCTTTCTCTTCTAAAAATACAAAAAATTAGCCCGGCATGGTGGCGGGCACCTATAATCC
CAGCTATGCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGCAGAGGTTGCAGTGAGC
CGAGATC 

140 618 35.44 1 6q22.31 
LINE-1P 
173-618 
(5376-4931) 

Intergenic 
centromeric: (65 kb) predicted gene 
with homology to Mus musculus 
CELLULAR RETINALDEHYDE 
BINDING 
Telomeric: (89 kb) TRIADIN 

CACAATATAATAATTCCTTGATAATATATTGCAGAATAGAATTTCTAAAATGTCATAATGACAA
ATGGACCTACAGTGAGTGTGGGGTAAAGATGCTGTTCAGTTTGGAGGACAATTACTAGGGTTGT
TCATCTGTAATTAAAGAGTCTTTGGGCTGAAGAGAAATTCTCCCTTTATCTGCATAAATGTCTT
CTTTGGAGAAGTGTCTGTTCATGTCCTTCATCCACTTTTTGATGAGATTGTTTGCTTTTTTCTT
GTAAATTTGTTTCAGTTCATTGTCGATTCTGGATATTAGCCTTTTGTCAGATGAGTAGATTGCA
AAAATTTTCTCCCATTCTGTAGGTTGCCTGTTCACTCTGATGGTAGTTTCTTTTGCTGTGCAGA
AGCTCTTTAGTTTAATTGGATCCCATTTGTTTATTTTGGCTTTTGTTGCCATTGCTTTTGGTGT
TTTAGTCATGAAGTCCTTGCCCATGCCTATGTCCTGAATGGTAATGCCTAGGTTTTCTTCTAGG
GTTTTTATGGTTTTAAGTCTAACATTTAAGTCTTTAATCCATCTTGAATTAATTTTTGTATAAG
GTGCAAGGAAGGGATCCAGTTTCTGCTTTCTACATATGGCTA 

141 512 39.65 5 6p21.1 

AluSp/q  
1-102  
(194-295), 
MER94 
(MER1 Type) 
173-309  
(134-3),  
AluJ 433-512  
(293-215) 

Intergenic 
telomeric: (355 kb) 
TRANSCRIPTION INITIATION 
PROTEIN SPT3 HOMOLOG  
centromeric: (47 kb) RUNT-
RELATED TRANSCRIPTION 
FACTOR 2 (ACUTE MYELOID 
LEUKEMIA 3 PROTEIN) 

AATCGCTTGAACCCAGGAGGGGGAGGTTGCAGTGAGCTGAGATCGCACCATTGTACTCCAATCT
GGGCAACAAGAGTGAAACTCCATCTCAAAAATAATAAAGTATTTCTGATATTGCAATGTGGTTA
ATCATCCTAAAACTATATATTACAAGTCCCAACAAGGCTAACAGTAGGGTGACATTATGATGTG
GTCCCAATTCGAACATTTTGATAGTGAAAGGGGTTCTATTAAATAAAATAATTGTGCTGGAACA
ATCAGGCTTTATACTACGACTGTCTCAGAAAAATTAAGATACTATAGTCACCCATAAAAGCACC
CCATTCTGATTTGTATATTATGAGCTATTCTCTCCATCTGATTGAACTCGTGAGCTTTAAGTTA
TTGCTCCAGATCTAACAATTATCTTCAGCCTTAAGACCAAGAGCATCATTTTTTTTTTTAAAGA
GACAAGGTCTCCCTCTGCAGCCCAGGCTGGAAGCCTGGCCTGACCATGATTCACTGCAGCCTTG 

142 177 50.28 2 9q21.33 

LTR16C 
(LTR/ ERVL)  
1-122,  
AluJ  
124-175  
(1-52) 

Intergenic 
centromeric: (205 kb) BDNF/NT-3 
GROWTH FACTORS RECEPTOR 
PRECURSOR (TRKB TYROSINE 
KINASE) 
telomeric: (320 kb) predicted gene 
with homology to Mus musculus 
NUCLEAR ATP/GTP-BINDING 
PROTEIN 

CACAGGGAAGCTGGGTATTTATCCATCCACTAACAACCCTTATCTGTTAAGGATCGTGGTAACT
CCCTAACCTTTCTGGCTGGCCCTTTCTGTGGCAATGCAACCCCTTAAAGACAGAGGATGGGTCA
TGCATGGTGGCTCACGCCTATAATCCCAGCACTTTGGAAGCCTGAGGAG 

143 224 36.16 1 - - - 

CACTTATCAATACTTCACTTTTTTCCATATATACTCAAGGAACAAGTGCTATTTAAAGTGTTTC
ACTCCACTGTGCTAGGTGCAAGACTATAAAGAGGTGTGAGGATCAACACTTTTATGAAAACCAG
TGTCATTCTGGATATAGTTTCAGATGCTAGTGCAAAGGAAGCTCTTGGTATACGGAAAAAGTAT
TCAACAATAAATTAGGCATGGTTGCTTCCATT 

144 393 36.39 2 - 
LINE-1P4  
1-393  
(5796-5388) 

- 

CATGGTGTATAGGTACCACATTTTCTTTATCCAGTCTATCATTGATGGGAATTTAGGTTGATTG
CATGTCTTTGCTATTGTGAATAGTGCTGCCATGAACATATATGGGCATTTATCTTTATGCTAGA
ATGATTTCTATTCCTTTGGATATATACCCGGTAATGGGATTGCTGGGTCCAATGGTAGTTTTGT
CTTTAGGTCTATGACGAATTCCAGTGGCTGAACTAATTTGACTCTCTCCAACAGTGTACAAATC
TTCCTTTTTCTCCACAACCTCACTCTCATCTATTATTTTTTGACTTTTTAATAAAAGCCATTCT
GACTAGTATGAAATGGCCTCACATTGTGGTTTTGATTTGCATTTCTCCAATGATCAGTGATGTT
GTGCTTTTT 

145 171 43.27 2 5q32 - 
In exon 5 (0.2 kb) and intron 5 (4.5 
kb) of TRANSCRIPTION FACTOR 
CA150 

CAGTACCTCAGCCAACAACAGCAATACCTGCTTTTCCACCAGTAATGGTACCTCCGTTTCGTGT
TCCCCTTCCTGGCATGCCAATTCCACTTCCAGGTAAACCAACAGATTATAATGGTCTTTCCAGC
TATGTTTTCATATTGTCAGTTAGTTTGTTCTCATGTGTCTGTT 

146 178 34.27 0 2q33.3 - 
In intron 2 (140 kb) of 
PARTITIONING-DEFECTIVE 3-
LIKE 

GCACATTTGTCTTTCTTGACCTGATAGGCTTAGATCATGTCTAAGTCACAATCATCTCATTTAC
AGCTTCTAGCACAGGGCTTTGCAGCTAAGAGTGTCAGTAAATACTTGAACACCAATAAACTATA
GAATATATGAAGATCAAATGTGTATACATATTACTAAAAAAGTTCTTACT 

147 192 34.90 0 4q25 - 

Intergenic 
centromeric: (449 kb) PITUITARY 
HOMEOBOX 2 (RIEG BICOID-
RELATED HOMEOBOX 
TRANSCRIPTION FACTOR) 

CCAGCATTCTTTTGACAATTAATTGCCACACAGTTCTAGTCACCATCAACTGAGGAAAGTAATT
CATTCTTCTTTCTAGTTGTATTCCATTCTCAATAACTAAAATTTATAAGATTTCACACAATGGC
CTAGCATTTTTGTTTCTGTTCAAATTGCTTCCTCTCTCTTCTTTTCTCTACTGCAGTTGTACCC 
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148 225 48.44 3 - 
LINE-1MD2  
6-119  
(5924-5802) 

- 

GTTCAATGAATGGAATCCTGTATGGCCTGAGATGAGTGTCTTTCATGCCGCATGACACCCTTGA
GGCCTGTGCAAGCTGATGGCATGTCAACAGTTAGCTGTTTCTCATTGCTGATTAGCGATTGGTC
CTGTCATGGTTTATTCAGCCATGTGGTGGATGGCTACTTGTCTTCTATGCCACTTGTCTTCTGA
TTGCTGGACTGACTCTCTCGCCCTCTCTTGGTG 

149 208 50.00 2 12q12 
LINE-2  
1-208  
(2947-3154) 

Intergenic 
centromeric: (83 kb) predicted gene 
telomeric: (256 kb) CONTACTIN 
PRECURSOR (GLYCOPROTEIN 
GP135) 

AAGAAATAAGCACATGATAGAGTAGGGAGGGCTGGGGACAGTCATGAGGTATTGAGGCTTCTTA
ATACTAGGTCAGGGAGGCTTTGCCAGTGAAGGCACACATGGGCAATGACCTGGAGGAAGTGAGG
AGGCACACATGGACAATGACCTGGAGGAAGTGAGGAAGGGAGCCGTAGAACTCAGGGTAAACAT
TTAGGCGGAAGAAACT 

150 915 49.40 12 12q24.31

MIR  
1-165  
(12-175), 
AluJ  
322-479  
(134-291), 
Charlie 
(MER1 Type) 
610-700 (90-
180),  
MIR 
 704-750  
(99-145) 

Intergenic 
centromeric: (49 kb) predicted gene 
with homology to Mus musculus 
(ACETOACETYL-COENZYME A 
SYNTHETASE) 
telomeric: (157 kb) predicted gene 

ACAACCCTAATGGGGTAGGGACTTCTGTTTGTCCCATTTTACAGATACGCAAACTGAGGCCCAG
AGAGGCAATGTGAGGTTTGCAAAGTCACACAGCCAATAAGTGATGGGGTGCAAGTGTGAACCCT
GGTGTGTCTGTCCCAGAGTTGGTTCTCTTAGCTACTACATTCAGTTCATGGGCACTGAAGTTTT
GGTGCAATTTATTGGATTTTGAGGCTGATTTGCACCCAAGGGATTAAGGGATGTGTCTTGAGTC
AAGGGGAGAGTTGGGTTTTTTGTGAGAAACAGAGTTTGGAGAATTTTCCCCTCCCCCAACCCCC
ATTTATTTTAGAAATGAGGTCTTGCTCTGTTTCCAGGCTGGAGTGCATTGGCTCAGTCATAGCA
CACTGCAGCCTCAGACTCCCGGGCTGAAGACATTCTCTTGCCTTGGCCTCTCAAAGTGCTGGGA
TTATAGGTGTTGAGCCACCATGCCTGGCTGAAACCTGTCCCTTCTAAAGTCCACCTCCTCATTC
GGGAGCCCCGGCCTGCTTCGGCAGGAGGGACTTGGCGTTTGTGGAAACAGCAGATGTGGAAGGC
CCCTGGAAGGCGGATGGCTGCAAACTTCTCTTGTTAGTCACCAGGATTTACAAATTCAGAGATG
TCAGTGTCACAATCCAGTTTCTGTCTTTGCTCAATAAATTGGGAGATCTTGGAATACTGGTTTA
GCCCCTTGGCCTCTGTGAGACTCAGTTTTCCCATCTGTAAAATGGGCGCCGAAATTCTCCCTGG
CTGTTCTCATTACAAGGCTGGGTGGTTCAGCAAGAAAGAGGTTTGTAAACAACAACGGCGTGCT
GATGCCATTGTTGTGCTAACAACAACAGCCTAACAGCCCTGAGGCTGTTAGCACAGGGCACGAG
TCCCAGGACAGGAAAGGAG 

151 170 32.94 1 - 
LINE-1M3c 
3-140 
(46-184) 

- 
TACTTCCATAGAAACATCAATTTTGACAACCATCCATGGACAAGAAGAGTACCTCAAGTAGGAA
ACCAGGAGTCCAGTGAAGCAATTATAGAACTCTGTTTAAGCCAAAAAAAAAAAAAAAAAGAAAG
AAAGAAAGAAAAGAAAAAACAACTAAGACTAGATGCGTTGAT 

152 732 37.02 7 3q21.3 
AluSp/q  
332-419  
(221-308) 

In intron 1 (6 kb) of DOLICHYL-
DIPHOSPHOOLIGOSACCHARID
E-PROTEIN 
GLYCOSYLTRANSFERASE 67 
KDA SUBUNIT PRECURSOR 

CCCTTACATGCGGTCTTACAGTGCAGAGTAAGTCAGGGCTTCAGCTTATTCCGTAAGTTGTGTG
TTCTCACACTGTATAATGTTGCCTCTTCTGGCTTTTATGGCTGTGAGATAGGATTGTATTGGGT
ATAAGACTTGCAGTCACATTAACAGATTTATTTAAAATCATTTTCAATTTTGTAGTCCAAGACA
CCAGTTAAATGGATATATGTGCTATTTTGTACTCCTATCCCAGTGGGAAACAACTGGATGATAA
ACTTAACAAGGAGATGTATATTTTCCAACAGTTGTGTTGGAAACTGATGAGGTTGCTGAAATGT
TTTTCAGTGGGTTCTTTTCTTTTTCTTTTTTTTTTTGAGACGGAGTTTCACTCTCGTTGCCCAT
GCTGGAGTGCAATGGCGCTATCTTGGCTCACTGCACAAGTAATGTCAAATGACAAAATCTTTAG
CTATTGTACTAGTTCAAAAGAAATGCAATGTGTGTATGTGCGCATTTGTGCTGTGATATGTACG
TCCATGAGTATGCTTACGATCACATATTCAAGACCAGAAATCTTTACTGAAAGGATTCCAGGTG
AAAATTTTTCAGTGTCAGAACATCAGTAAGAGGAAATATAATCTAAGATCTGGAGTTCTTATTC
TCATCAGACATTTGCTGTTGACCACATAAACTTTGTCTTTAACCTCCTTCTTAATAGAGATTAA
TCAAAGGCAAGTAGCTAATCCTGATTTA 

153 483 44.72 6 - 

Alpha 
Satellite  
2-274  
AluSp  
275-483  
(20-229) 

- 

CTCACCACAACCTCCTCCTCCCGGGTTCAAATGATTCTCCTGTCTCAGCCTCCTGAGTAGCTGG
GATTACAGGCATGCACCACCACACCTGGCTAATTTTGTATTTTTAGTAGAGACAGGGTTTCTCC
ATGTTGGTCAGGCTGGTCTCAAACTCCCAACCTCAGGTGATCCGCCCACCTAGGCCTCCCAAAG
TACTGGGATTACAGGCGAAGGCCTCAAAGAGGTCTGAATATCCACTTGCAGACTTTACAAACAG
AGTGTTTCCTAACTGCTCTATGAAAAGAAAGGTTAAACTCTGTGAGTTGAACACACACAACACA
AAGGAGTTTCTGAGAATTATTCTGTCTAGTCTTTCTACGGAGATATTTCCTTTTCTACTATTGA
CCTCAAAGCGGCTGAAATCTCCACTTGCAAATTCCACAAAAAGAGTGTTTCAAGTCTGCTCTGT
GTAAAGGATCGTTCAACTCTGTGATTTGAATACAC 

154 1079 51.99 45 - - - 

CTGTTGGTACCAAAGAGGTTCCCTTGCTGGTGAAAGACGGAGTGGAGGATCGAAAAGAGGCTTT
AGCACTCGGTGGTCGGCTGCTGTCAGTCATTGGACTGTTACGACTTCTGGGCATGGTAGAATAT
ATTTAGGGCGTAATGCGCAGACAGGGGTACGGTGGGGTGCGGGTACAGCGGAGGTAAGCCCAGG
CACTGTGTTATGATAAGAGAGGTATCTCTGGACATGCTGGTTGTAATGGGTGAGGTCACCTCAT
GTGTGGGAGGTGGTACAGAGGTATCAGAGGTATGAAGAGTGGAACTAGGGGCTCCATTGTAAAC
CAAAACAATGATAACTAACCTGAACAACAGTATACAAGGCATATTGACATTTGAGAGAGACACA
GCGAGGCATAAAGTAATCGCAGGTGTTGATTGGGAGAGCTTGCTAAAACAACAGGTGAGACAAC
AACAGCTAATCAGCTACCACAACAACAACAGGCTATGACTAGGCAGAGAGGGTCGGATTAACTA
CACACAGAGCCTGAGTTCGCGGCTGGGGCCGACAGATAAAAAATAAATAAACAGAATGGAGTAC
CGTGATTAATGGACAGTCCAGCAGGCATCAGCTATGTAGCCAAGTGATCATAGTGTCCAGAGGG
CAGCAGTAGATGGAACAGGGACGCCGCCACTACGCTATCACGCGGGCGACACAGCGTTTAAAGT
TAGTAGCCTTCCGACAGAGGCCGGTTGAAAGGCACAGTGGATGGAGTATTCGTTGGCAGACCAG
TCGTGGTGGTGCGGCGGGGGGCCGTGTCGACAGAGAATCCAAGCCAGATGGCGAAAGAGGTATT
GTAGAATTTAGTTTGCTAGCCGGGAGATGCGCCTGGCTCACGGCTAACTGGTGCTAGCTTCGTG
GCAGTGGCATTAGCCACTATAGCCAATCGGTAGCAGCGGTGAACCGGTGCCAAGGTCCAGAGTT
TACAGCAAGGATCCGGTGGAGTATTGGGCTCTAGCCATGTATGAGTGGTGTTCGGGTGAACAGC
TGAGTAGGCCGGGAGGTGGGTCTCAGGGATAGCTTCGGTGCTGGGTGCCACGGTG 

155 164 31.71 1 6p12.1 
MIR  
43-99  
(199-256) 

In intron 3 (20 kb) of BONE 
MORPHOGENETIC PROTEIN 5 
PRECURSOR 

ATTTACTCGTGTACAAAATGGGTTAAGAAGAAGTAGATATTTCATTTAAAGAGCTTAGCAAAAT
GGTTAACACTGAGTAAGCTCTCAGCAATGTTAGTTTCCACTAATGTTATTTATTTGATTTCAGT
TGTCCATCACAGGAAATGCATGGTTTAAATTCTTAC 

156 377 44.03 3 3q23 

MER58A 
(MER1 Type) 
1-39 (186-
224),  
MIR  
320-377  
(18-74) 

In intron 2 (227 kb) of 
CALSYNTENIN-2 

ATTCTTCATCCCTTAACAAAAAATAGGTTGCTGATACCTGCTCTAGAGCTTTGTTCATGAGCAT
CTGGGCCAACTCAGCCCTGTGCTGCTGAGATTCAAATATGCAAGGCATAACCCGAGAAAGGGTC
ACAGTCACAAATCCAATTTCCATGGCTGAAAGGCATTTCTAATACCTTTTCTTTGATAAAGCTT
TATGTTTTTGTAAGTACTTTCATGTTCATTAAGGAAAAGATCTTCAAATACAAATACCACTGCT
TGCAAGTGATGCTGCTGCTGCCGCAGCTGCTGCTGTCTAGACGACACTCTGAGTTCCCAGGCCA
TTGAGGGTAGGCTCTGGAATCCCACTGCCTGTGCCTAAATTTGGTCCACTGCTTACC 

157 528 31.63 2 11p12 

LINE-1ME2 
1-270  
(5757-6027), 
LINE-1MA10 
277-430 
(6174-6330) 

Intergenic 

GGAATGAATAAATGCATTGTTGTATACTTTCAATGAAATACTACTCAGCAGTAGAAATGGAAAT
TCCTATTGTAATTTGCAAGAAAATAGTTACATCTCACAGTATTTATATGGACTGAATGAAGCCT
AGGGGAAGGAAAAGTATATTGAGTATGACTCCACATATGCAAAGTTCAAGAAAACGCTAACTAT
TTAATTGTGACAAAGAATGTGGCGGTTTCCTTGTACAAGAAGAGTGGGTGATACAAGAAGGGGC
CATAAGGAAGGTTTATAAGCAGCACATGAAAAACTTTGGGGAGTCATTGATAGTTGCATTACCT
TGATTGTAGAAGTTCTCTCAAAGGTGGCATACAAGTGATAAAACTTATCAAATGTTACATGTTG
GTACATACCACTTATTATATTTTAATTATTAGTAAAAGTGTTAAAATACAATATTAGAAAGTTA
TCTCTATTATGAAGAAAAATAGCACAGTATAAGGAAATAAAAGTGGATTATGGATGAAAGTAGT
TTTTTGGTAAATATCT 

158 372 31.72 5 5q14.1 - 
In intron 1 (26 kb) of a predicted 
gene 

CGAAGCCATTAAACTGAGCTCAGGATTTGGCTCACTTGTGCTGGCTGGGCCTATTCCACAGGGA
CTGCCATAAGCATGTGCCACCGGCCAGCTGCCTGCTATCTTCCAGTCTTCCCTTTATGCTGGGC
TGGCTCTCACACCCTACTCCCTCCAGCCCTCTGCCTGCATGGGTCTCAGTCCAGCAGGACAGCC
TTAGCAAGCTGCCCCACCAGTCTGACCAGATAGATTGCCCTGGGGCTGAACCCTGCCTCTGCAG
GGCTGGGGTGAAGGGTGTGTGGTCGTGGGAATGGCGCTGGCAGTGGCGGTGAAGGGCCTGGTGT
ATGCAGGCTCAGCCTTCTTGGAAGTGAGCAATGATTGAGGGTGAAAGAGGAC 

159 599 44.91 5 5q23.2 - 
Intergenic 
Telomeric: (112 kb) predicted gene 

AGCCAGAGGCTTTCTCATATTCATTTAGGGCAGTGCCAGACCTGCAAAGGGAGCTACCTGCTGC
TTCATCTCTGCTGCCTTTATCAGCTCTGGTGGAGGGAGTCATAGCAGAAGTGAAACTCAGAGAC
CTCCTGGTGGCCAGAAAGAGAGTCATCTCATTGTTCTTGTAGTGGAGAAAAGTCGTGCACCGCC
TCAGAAGGTACAGTTGTAATGGCATACTGCTTTCGGGGCTTGATGGGCTTCAGTCTTAGCCCAT
GTCAAAGTCCTGGTGACTTTTCCAAACGGAGTAGTCACACTGAGGTTAAAAGCAGAGAAAATAC
AAAGGGAGCCTTCACAGCCCTTTGGAAACCCAACCATACCAACTGTTTGGCCTATGTTCCTTGA
AGTTTTACATGGAAGAGATTCCAGAAAGAGAGTACTACAGCAATAGACTTCTCTCATTTCCAAA
TTGCGGTTGTGGTCCTAGAATCTTCTTGTCAACAGGAGAACTCACTCTTTCAAATGGGAAATAA
GCTCTTTTCTGATCTTTCCTAATAGAAAGTAGGCCAAAGGTTTTTCTAGGACAGCAATGTCATT
TTGAATTTCATGGTTACCCATGG 

160 241 39.83 3 12p12.1 - 
Intergenic 
telomeric: (70 kb) 

GAATTTGCAGTTCTAATTAAAATTCCCCAGAGTCGGTTCTTTAAGTCTCAGCCCTAATTCATTT
CCAGAAAGCCCTGTGGTTTTAAGGTGATTTATATTGCTTCTGCAAAGACTGTGGAGAAAGCTCT
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TRANSFORMING PROTEIN P21A  
centromeric: (198 kb) predicted gene 

TGGCAATCACATGTCTTGTACAAATACAATTTACAGATCAAATCAGAGAAAAAGTACCGTAGCA
ACTCTGGGGGAAGAAACCATGAAATGTCCCAAACCCCATACCGTTCCTA 

a bp. b %. c Number of CpGs. d Genomic localization. A dash indicates the failure to localize the clone. e The type 

of repetitive element, its location within the clone, and the portion of the consensus sequence represented (in 

parentheses) are indicated. A dash indicates the absence of repetitive elements. f Genomic position of the clone. 

For clones in intergenic regions, the closest centromerically as well as telomerically located gene (with their 

distances given in parentheses) are listed unless their distances are greater than 500 kb. For clones with 

intragenic positions, the size of the intron or exon is indicated in parentheses. Predicted MAR sequences are also 

indicated. g Sequences of the clones. CpG sites and predicted MAR sequences are shown in boldface, repetitive 

sequences are underlined. 

 



 13



 14

Table S1 

 
Chromosome  Location  Clones 

1   q21.1 – q21.2  80, 135 

2   p25.2 – p25.3  33, 51, 125 

q21.1 – p21.2  8, 77 

q33.3   117, 146 

3   p14.1   40, 68 

q26.1   65, 98 

4   q24   60, 94 

q25   121, 147 

5   q11.2   91, 105 

q14.1 and q14.3 69, 158 

6   q22.31   78, 140 

q23.2 – q23.3  31, 57 

7   q14.1 and q14.3 55, 74 

8   q22.1 – q22.2  16, 58, 71, 109 

q24   34, 52, 63 

10   q26.2 – q26.3  26, 82 

12   q12   66, 149, 160 

q23.1 and q23.3 79, 137 

q24.31 and q24.33 14, 150 

14   q23.2   9, 23 

17   q23.2   7, 119 

19   p13.2 – p13.3  76, 104 

20   q13   19, 32, 62 

X   p11.22 – p11.23 87, 112 

 


