
Scale
chr1p:

CCCTAA

SRE_boundaries

paralogy

200 kb humanSTF500

50000 100000 150000 200000 250000 300000 350000 400000 450000
CCCTAA

Subtelomere Repeat Elements boundaries

Subtelomere Repeat Elements

paralogy

hTel_refseq_genes

LCL_CTCF_Iy

H1_hESC_CTCF_Be

IMR90_CTCF_Sn

LCL_RAD21_My

H1_hESC_RAD21_My

IMR90_RAD21_Sn

LCL_SMC1_Li

LCL_POLR2A_Sn

98.98,chr8p:10960-140719
98.54,chr5q:17900-192175
98.81,chr6q:18138-142149
96.65,chr17q:17876-42248
98.61,chr2q:24235-34504

98.50,chr16q:24726-34875
98.90,chr6p:17045-87328

98.74,chr15q:74638-116418
98.06,chr2q:42907-63666

98.30,chr16q:43278-113538

98.61,chr3q:1-57717
99.20,chr9q:840-22260

98.68,chr7p:7-2838

97.30,chr8p:389944-365824
98.60,chr2q:63683-74523
98.02,chr8p:318397-313673

98.09,chr8p:176246-170497

98.79,chr6q:142157-143907
97.10,chr8p:270247-231298

96.09,chr8p:2835-5092

93.33,chr4q:20374-21891

93.40,chr4p:13917-15434

96.09,chr2q:14909-17166

96.33,chr22q:17659-19926
95.61,chr21q:17540-19342
96.52,chr19q:16944-19210
96.05,chr16q:15534-17791
94.62,chr10q:17512-19768

93.34,chr6p:91530-93673
94.09,chr1q:15798-17845
97.33,chr9q:22273-23994
97.27,chr3q:57730-59455

97.33,chr16q:113551-115272
96.84,chr8p:141944-143666

97.27,chr7p:2852-4572
91.06,chr2p:3164-4962

93.92,chr9q:83002-65244
92.65,chr4q:138594-144856

92.64,chr16q:144354-142312
94.10,chr3q:115917-100958

FLJ43681
LOC100505909
LOC101928626
LOC101928626

LOC101929827
OR4F21
OR4F16
OR4F3

OR4F29
LOC101930257

LOC101930503
LOC100133182
LOC101929817
LOC101930220

LOC729737
LINC01001

LOC100133331
LOC100132062
LOC100132287
LOC100132287
LOC100132062
LOC100132062

LINC01001
LOC101929819
LOC101059936
LOC101060494
LOC101927077
LOC101928706
LOC101060494
LOC101928706
LOC101060494
LOC101930127

LOC100996442
LOC101928670
LOC101928670
LOC101928670
LOC100288069
LOC101928379
LOC101928379
LOC101928379
LOC101928379
LOC101927270
LOC101927270
LOC101929824
LOC101930131

LOC388572
LOC101929824

LOC101929966
LOC101930177
LOC101927054
LOC101930131
LOC101929966
LOC101928670
LOC101928670
LOC101926918
LOC101927270
LOC101926918
LOC101927270
LOC101927270
LOC101929827
LOC100996442
LOC101926901
LOC101926901

LOC100288069
LOC101926901
LOC101929827
LOC101926901

LOC100287934

LOC100287934

LOC101930657

LOC101930659
LOC101930659

FAM87B
LINC00115
LINC01128
LINC01128
LINC01128
LINC01128
LINC01128
LINC01128
LINC01128
LINC01128
LINC01128

FAM41C
LOC284600
LOC284600
LOC284600

LOC100130417
LOC101928801
LOC101928801
LOC101928801

SAMD11
SAMD11
SAMD11
SAMD11
SAMD11
SAMD11
SAMD11
SAMD11

NOC2L

NOC2L

KLHL17
KLHL17
KLHL17

PLEKHN1
PLEKHN1
PLEKHN1

C1orf170

HES4

HES4
HES4

ISG15
AGRN
AGRN

AGRN

AGRN

LOC100288175
LOC100288175
LOC100288175

RNF223

C1orf159
C1orf159

C1orf159
C1orf159
C1orf159

LCL_CTCF_Iy

300 _

0 _

H1_hESC_CTCF_Be

300 _

0 _

IMR90_CTCF_Sn

300 _

0 _

LCL_RAD21_My

150 _

0 _

H1_hESC_RAD21_My

150 _

0 _

IMR90_RAD21_Sn

150 _

0 _

LCL_SMC1_Li

200 _

0 _

LCL_POLR2A_Sn

50 _

0 _



Scale
chr1q:

CCCTAA

SRE_boundaries

paralogy

200 kb humanSTF500

50000 100000 150000 200000 250000 300000 350000 400000 450000
CCCTAA

Subtelomere Repeat Elements boundaries

Subtelomere Repeat Elements

paralogy

hTel_refseq_genes

LCL_CTCF_Iy

H1_hESC_CTCF_Be

IMR90_CTCF_Sn

LCL_RAD21_My

H1_hESC_RAD21_My

IMR90_RAD21_Sn

LCL_SMC1_Li

LCL_POLR2A_Sn

96.07,chr6q:3897-15019
90.84,chr6q:148324-156384
93.82,chr6p:91217-105620

96.59,chr5q:3853-14783
94.63,chr2q:3751-18063

95.24,chr22q:3891-21456
96.62,chr21q:4230-19342
93.68,chr5p:6060-10701

92.99,chr4q:17428-26290
92.32,chr4p:10976-22614

93.50,chr8p:5-5989
92.88,chr18p:88851-94116

93.14,chr1p:281407-283479
93.63,chr9q:22273-25111
93.46,chr3q:57730-60982

93.40,chr11p:111977-115229
94.10,chr8p:141944-160389

93.56,chr7p:2852-5691
91.74,chr2p:3981-10365

LOC101930157
RPL23AP82

PGBD2
PGBD2
PGBD2
PGBD2

ZNF692
ZNF692
ZNF692
ZNF692
ZNF692

ZNF672
ZNF672

MIR3124
SH3BP5L

SH3BP5L

LOC101928226
LOC101928226
LOC101928226

OR14I1
OR14I1
OR14I1

OR2T27

OR2T35
OR2T11

OR2T10

OR2T34
OR2T29

OR2G6
OR2T5

OR2T3

OR2T2

LCL_CTCF_Iy

300 _

0 _

H1_hESC_CTCF_Be

300 _

0 _

IMR90_CTCF_Sn

300 _

0 _

LCL_RAD21_My

150 _

0 _

H1_hESC_RAD21_My

150 _

0 _

IMR90_RAD21_Sn

150 _

0 _

LCL_SMC1_Li

200 _

0 _

LCL_POLR2A_Sn

50 _

0 _



Scale
chr2p:

CCCTAA

SRE_boundaries

paralogy

200 kb humanSTF500

50000 100000 150000 200000 250000 300000 350000 400000 450000
CCCTAA

Subtelomere Repeat Elements boundaries

Subtelomere Repeat Elements

paralogy

hTel_refseq_genes

LCL_CTCF_Iy

H1_hESC_CTCF_Be

IMR90_CTCF_Sn

LCL_RAD21_My

H1_hESC_RAD21_My

IMR90_RAD21_Sn

LCL_SMC1_Li

LCL_POLR2A_Sn

91.65,chr8p:142173-144784
90.82,chr8p:3601-5989

91.46,chr6p:92174-98868
91.64,chr3q:57960-60982
90.87,chr2q:15675-18063

91.63,chr22q:18431-21456
90.34,chr1p:281971-283521
91.74,chr19q:17716-20740

91.44,chr19p:190298-192905
91.56,chr11p:112207-115229

92.21,chr21q:18311-20656
92.12,chr9q:23012-25111

92.06,chr7p:3590-5691
91.39,chr1q:16877-22246

91.10,chr16q:16811-18688
92.12,chr16q:114290-116389

91.63,chr4q:22309-27747
91.14,chr4p:15852-27185

92.33,chr13q:11631-24772
91.95,chr5p:7748-22450

92.43,chr21q:23540-26053

94.35,chr5p:24351-35922

FAM110C
FAM110C
FAM110C
FAM110C

LOC101930516
SH3YL1
SH3YL1
SH3YL1
SH3YL1
SH3YL1
SH3YL1
SH3YL1
SH3YL1

SH3YL1

ACP1

ACP1
ACP1
ACP1
FAM150B
FAM150B
FAM150B
FAM150B
FAM150B
FAM150B

LOC101927262
LOC101927262
LOC101927262
LOC101927262
LOC101927262
LOC101927262

LOC727944
LOC727944
LOC727944

LOC100996637
LOC100996637

LCL_CTCF_Iy

300 _

0 _

H1_hESC_CTCF_Be

300 _

0 _

IMR90_CTCF_Sn

300 _

0 _

LCL_RAD21_My

150 _

0 _

H1_hESC_RAD21_My

150 _

0 _

IMR90_RAD21_Sn

150 _

0 _

LCL_SMC1_Li

200 _

0 _

LCL_POLR2A_Sn

50 _

0 _



Scale
chr2q:

CCCTAA

SRE_boundaries

paralogy

200 kb humanSTF500

50000 100000 150000 200000 250000 300000 350000 400000 450000
CCCTAA

Subtelomere Repeat Elements boundaries

Subtelomere Repeat Elements

paralogy

hTel_refseq_genes

LCL_CTCF_Iy

H1_hESC_CTCF_Be

IMR90_CTCF_Sn

LCL_RAD21_My

H1_hESC_RAD21_My

IMR90_RAD21_Sn

LCL_SMC1_Li

LCL_POLR2A_Sn

98.01,chr6q:3897-18489
90.75,chr6q:148324-156383

93.76,chr6p:91217-93850
97.73,chr5q:3853-18248
94.75,chr1q:3971-18040

95.72,chr19q:3454-19387
97.57,chr17q:1416-18224
98.28,chr16q:3619-63680
95.15,chr13q:3586-7907

95.18,chr10q:3763-19968
95.27,chr5p:6060-7746

94.85,chr14q:1083-3080
93.03,chr4q:17428-22087
93.03,chr4p:10976-15630

98.50,chr8p:1-11310
94.31,chr18p:88774-92862

95.53,chr8p:141944-159872
95.82,chr1p:281205-283479

96.19,chr9q:22273-24171
96.04,chr3q:57730-59632

96.19,chr16q:113551-115449
96.14,chr11p:111977-113879

96.14,chr7p:2852-4749
91.82,chr2p:3981-5143

98.53,chr8p:56479-66689
98.54,chr6q:63155-73372
98.54,chr5q:64925-75145
98.54,chr1p:52507-62722

98.42,chr8p:122758-140719
98.95,chr6q:130986-142153

98.30,chr6p:62572-82522
98.42,chr5q:129520-149472
98.25,chr1p:116383-136356

98.45,chr19p:121084-141327
98.40,chr11p:43622-63564

98.01,chr3q:1-9502
98.57,chr1p:218996-230186
96.91,chr8p:376521-328146

92.34,chr5p:286945-267676

LOC101928072
LOC101928072
LOC101927506
LOC101928072
LOC101928072
LOC101927407

LOC728323
LOC101929882
LOC101930274
LOC101060626

LOC728323
LOC728323
LOC728323
LOC728323

LOC101930257
LOC101930659
LOC101930659
LOC101930657

FLJ38379
LOC100509490
LOC101930506

LOC101927349
LOC101927349
LOC101927289
LOC101927289
LOC101927289
LOC101927289

LOC285095
LOC285095
LOC285095
LOC285095
LOC285095

LOC285095
LOC285095
LOC285095
LOC285095
LOC101927289
LOC101927289
LOC101927289
LOC101927289
LOC101927289
LOC101927289

CXXC11
PDCD1

NEU4
NEU4
NEU4
NEU4
NEU4
NEU4

LOC101927206
LOC101927206
LOC101927206

GAL3ST2
D2HGDH
D2HGDH

D2HGDH
D2HGDH

D2HGDH
D2HGDH
D2HGDH

D2HGDH
ING5

ING5
ING5

ING5
LOC101927187
LOC101927187

LOC101927187

LCL_CTCF_Iy

300 _

0 _

H1_hESC_CTCF_Be

300 _

0 _

IMR90_CTCF_Sn

300 _

0 _

LCL_RAD21_My

150 _

0 _

H1_hESC_RAD21_My

150 _

0 _

IMR90_RAD21_Sn

150 _

0 _

LCL_SMC1_Li

200 _

0 _

LCL_POLR2A_Sn

50 _

0 _



Scale
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CCCTAA

SRE_boundaries

paralogy

200 kb humanSTF500

50000 100000 150000 200000 250000 300000 350000 400000 450000
CCCTAA

Subtelomere Repeat Elements boundaries

Subtelomere Repeat Elements
paralogy

hTel_refseq_genes

LCL_CTCF_Iy

H1_hESC_CTCF_Be

IMR90_CTCF_Sn

LCL_RAD21_My

H1_hESC_RAD21_My

IMR90_RAD21_Sn

LCL_SMC1_Li

LCL_POLR2A_Sn

LOC101927174
LOC101927174
LOC101927174
LOC101927174

CHL1
CHL1
CHL1 CHL1

LOC101927193
LOC101927193
LOC101927193

MIR548AD

LCL_CTCF_Iy

300 _

0 _

H1_hESC_CTCF_Be

300 _

0 _

IMR90_CTCF_Sn

300 _

0 _

LCL_RAD21_My

150 _

0 _

H1_hESC_RAD21_My

150 _

0 _

IMR90_RAD21_Sn

150 _

0 _

LCL_SMC1_Li

200 _

0 _

LCL_POLR2A_Sn

50 _

0 _



Scale
chr3q:

CCCTAA

SRE_boundaries

paralogy

200 kb humanSTF500

50000 100000 150000 200000 250000 300000 350000 400000 450000
CCCTAA

Subtelomere Repeat Elements boundaries

Subtelomere Repeat Elements

paralogy

hTel_refseq_genes

LCL_CTCF_Iy

H1_hESC_CTCF_Be

IMR90_CTCF_Sn

LCL_RAD21_My

H1_hESC_RAD21_My

IMR90_RAD21_Sn

LCL_SMC1_Li

LCL_POLR2A_Sn

99.50,chr8p:133180-140719
98.24,chr6p:72998-87328

98.22,chr5q:139975-192175
97.48,chr2q:53810-63666

98.59,chr1p:126808-191186
94.89,chr19p:131828-193370
94.11,chr16q:54161-142278
96.70,chr11p:54057-128456

95.48,chr9q:840-88449
97.07,chr7p:7-30801

97.47,chr8p:141389-160437
97.79,chr22q:18197-21507
96.38,chr21q:18074-19342
97.58,chr19q:17482-20785

96.03,chr8p:3371-5292
93.24,chr6p:91944-95228
96.03,chr2q:15445-17366
93.41,chr1q:16134-18991

96.84,chr1p:281741-283475
94.92,chr18p:90939-94575
95.98,chr16q:16070-17991
94.15,chr10q:18047-21671
92.90,chr4q:20918-23475
93.00,chr4p:14461-17018

92.05,chr2p:3476-6093
94.14,chr17p:2993-22736
98.03,chr7p:58730-70186

95.82,chr18p:14731-43475
95.74,chr10p:14593-43328

93.88,chr1p:301429-287230
93.56,chr4q:144544-126987
94.96,chr16q:142288-149769

LOC101930220
LOC101930127
LOC101927077
LOC101060494
LOC101060494
LOC101929822
LOC101060494
LOC100996442
LOC101928670
LOC101928670
LOC101928670
LOC101928379
LOC101928379
LOC101927270
LOC101927270
LOC101929824
LOC101930131
LOC101929850
LOC101929824
LOC101929966
LOC101930177

FAM157B
LOC101930131
LOC101929966
LOC101928670
LOC101928670
LOC101927270
LOC101927270
LOC101929827
LOC100996442
LOC100996442
LOC101928344
LOC101928344
LOC101929676
LOC101929676
LOC101926901
LOC101926901
LOC100288069
LOC101929827
LOC101926901
LOC101929827
LOC101926901
LOC101926901
LOC101928344
LOC101928344

FAM157A
LOC101930129
LOC101930129
LOC101929828
LOC101929828
LOC101927047
LOC101927047

ANKRD18DP
LMLN
LMLN
LMLN
LMLN

IQCG

IQCG
RPL35A
RPL35A
RPL35A

IQCG

LRCH3
LRCH3
LRCH3
LRCH3

LRCH3
LRCH3
LRCH3

LRCH3
LRCH3

FYTTD1

FYTTD1

FYTTD1

LOC101930157

LCL_CTCF_Iy

300 _

0 _

H1_hESC_CTCF_Be

300 _

0 _

IMR90_CTCF_Sn

300 _

0 _

LCL_RAD21_My

150 _

0 _

H1_hESC_RAD21_My

150 _

0 _

IMR90_RAD21_Sn

150 _

0 _

LCL_SMC1_Li

200 _

0 _

LCL_POLR2A_Sn

50 _

0 _



Scale
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CCCTAA

SRE_boundaries

paralogy

200 kb humanSTF500

50000 100000 150000 200000 250000 300000 350000 400000 450000
CCCTAA

Subtelomere Repeat Elements boundaries

Subtelomere Repeat Elements

paralogy

hTel_refseq_genes

LCL_CTCF_Iy

H1_hESC_CTCF_Be

IMR90_CTCF_Sn

LCL_RAD21_My

H1_hESC_RAD21_My

IMR90_RAD21_Sn

LCL_SMC1_Li

LCL_POLR2A_Sn

99.72,chr4q:17418-27747
93.12,chr6q:13069-16073
92.62,chr5q:12836-15837
93.39,chr5p:6066-19163

93.09,chr2q:11991-17668
93.01,chr22q:14757-21043
92.67,chr21q:14610-18743
92.55,chr1q:13848-22246

93.27,chr19q:14034-20327
92.62,chr17q:12811-15812
92.91,chr16q:12613-18293

92.75,chr14q:1087-3081
91.91,chr10q:14597-21623

93.15,chr8p:1-5594
93.50,chr18p:88182-94531

93.11,chr8p:141945-159873
93.06,chr1p:281205-283479

93.11,chr6p:91530-98868
93.75,chr9q:22275-25525

93.70,chr7p:2853-6105
93.70,chr3q:57732-60572

93.75,chr16q:113553-116803
93.58,chr11p:111979-114819

91.07,chr2p:5016-14697
91.67,chr13q:11888-20157

LOC100505663
LOC100505663
LOC100505663

ZNF595
ZNF595
ZNF595
ZNF595

ZNF718 ZNF732
ZNF141
ZNF141
ZNF141

MIR571 ABCA11P
ZNF721
ZNF721
ZNF721

PIGG
PIGG

LCL_CTCF_Iy

300 _

0 _

H1_hESC_CTCF_Be

300 _

0 _

IMR90_CTCF_Sn

300 _

0 _

LCL_RAD21_My

150 _

0 _

H1_hESC_RAD21_My

150 _

0 _

IMR90_RAD21_Sn

150 _

0 _

LCL_SMC1_Li

200 _

0 _

LCL_POLR2A_Sn

50 _

0 _



Scale
chr4q:

CCCTAA

SRE_boundaries

paralogy

200 kb humanSTF500

50000 100000 150000 200000 250000 300000 350000 400000 450000
CCCTAA

Subtelomere Repeat Elements boundaries

Subtelomere Repeat Elements

paralogy

hTel_refseq_genes

LCL_CTCF_Iy

H1_hESC_CTCF_Be

IMR90_CTCF_Sn

LCL_RAD21_My

H1_hESC_RAD21_My

IMR90_RAD21_Sn

LCL_SMC1_Li

LCL_POLR2A_Sn

99.76,chr4p:10966-24071
93.22,chr6q:13069-16073
92.73,chr5q:12836-15837
93.55,chr5p:6066-14923

93.09,chr2q:11991-17366
92.83,chr22q:14757-21043
92.70,chr21q:14610-18743
92.72,chr1q:13848-22246

93.12,chr19q:14034-20327
92.73,chr17q:12811-15812
92.87,chr16q:12613-17991

92.60,chr14q:1087-3081
93.23,chr10q:14597-46748

93.12,chr8p:1-5292
96.05,chr18p:88182-101927
93.18,chr8p:141945-159873
92.93,chr1p:281205-283479

92.92,chr6p:91530-98868
93.52,chr9q:22275-25525

93.52,chr7p:2853-6105
93.35,chr3q:57732-60572

93.52,chr16q:113553-116803
93.68,chr11p:111979-113879

91.59,chr2p:5016-11832
92.46,chr13q:14690-16172
98.41,chr10q:26025-88611

90.06,chr3q:126751-125431
92.25,chr10q:44030-26025

93.61,chr9q:88348-77401
93.26,chr18p:43375-32600

93.45,chr16q:149669-142312
93.14,chr10p:43227-32465

93.53,chr3q:118814-110514
92.57,chr1p:286516-293089

LOC100505663
LOC100505663
LOC100505663
LOC100288557
LOC100288627
LOC100288593
LOC100288523
LOC100288466
LOC100288494
LOC100288398
LOC100288433
LOC100288325
LOC100288289
LOC100288657
LOC100288355

DUX4
LOC100653046

DUX4L2
DUX4L6
DUX4L3
DUX4L5

LOC101927146
LOC101927113

DUX4L4
DUX4L7

DUX2
MIR1324

FRG2
FRG2

LOC100288255

FRG2B
DUX4L9
DUX4L9
DUX4L9
DUX4L9

FRG1
FRG1
FRG1
FRG1
FRG1

LOC728339
LOC101930035

LOC101930031

LOC101928971
LOC101928971

LCL_CTCF_Iy

300 _

0 _

H1_hESC_CTCF_Be

300 _

0 _

IMR90_CTCF_Sn

300 _

0 _

LCL_RAD21_My

150 _

0 _

H1_hESC_RAD21_My

150 _

0 _

IMR90_RAD21_Sn

150 _

0 _

LCL_SMC1_Li

200 _

0 _

LCL_POLR2A_Sn

50 _

0 _



Scale
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CCCTAA

SRE_boundaries

paralogy

200 kb humanSTF500

50000 100000 150000 200000 250000 300000 350000 400000 450000
CCCTAA

Subtelomere Repeat Elements boundaries

Subtelomere Repeat Elements

paralogy

hTel_refseq_genes

LCL_CTCF_Iy

H1_hESC_CTCF_Be
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98.31,chr5q:3853-140684
98.10,chr2q:3751-23455

95.69,chr22q:3891-17758
95.85,chr21q:4230-17639
95.93,chr1q:3971-15798

96.04,chr19q:3454-17043
96.29,chr19p:197520-206918

96.80,chr17q:1416-42248
98.00,chr16q:3619-23946
95.76,chr13q:3586-7907

96.26,chr10q:3763-17611
95.80,chr8p:149475-159872

94.95,chr14q:1083-3080
95.94,chr5p:6066-7746

93.17,chr4q:17428-20475
93.06,chr4p:10976-14018

98.81,chr8p:1-149684
93.92,chr18p:88774-90502

98.79,chr1p:1-127513
98.66,chr2q:24235-34604

98.59,chr16q:24726-34975
99.43,chr6p:17349-91429

99.46,chr19p:76783-132537
98.74,chr15q:74939-116418

99.54,chr11p:1-54766

98.90,chr2q:42907-54516
99.35,chr16q:43278-54870

98.05,chr8p:172234-167152
98.79,chr1p:241682-243423

91.99,chr5q:3853-5309
90.58,chr2q:3751-12850
92.03,chr22q:3891-5348
92.24,chr21q:4230-5688
92.24,chr1q:3971-5429

90.89,chr19q:3454-14890
92.21,chr19p:197520-198979

92.03,chr17q:1416-2873

LOC101929209
LOC101929692
LOC101929192
LOC101929692
LOC100505909
LOC101928626
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96.55,chr9q:19430-51440
97.04,chr3q:54873-87850

98.64,chr1p:188360-191186
98.34,chr19p:187144-193325
96.24,chr16q:110705-142281
96.97,chr11p:109120-127042
97.71,chr8p:141404-159982

96.14,chr8p:3372-5292
93.75,chr6p:91945-93850
96.14,chr2q:15446-17366

97.45,chr22q:18202-21462
93.33,chr1q:16135-18991

96.73,chr1p:281742-283479
97.31,chr19q:17487-20746
95.58,chr18p:90940-94125
96.09,chr16q:16071-17991
94.42,chr10q:18048-21217
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95.93,chr17p:2993-21372
98.54,chr9q:51440-62988
98.42,chr3q:87850-99280

LOC101928344
LOC101928344
LOC101926901
LOC101926901
LOC101926901
LOC101928344
LOC101928344
LOC101926901
LOC101926901
LOC101926901
LOC100996442
LOC100996442
LOC101926894
LOC101929712
LOC101926894
LOC101929712
LOC101930129
LOC101930129
LOC101930133
LOC101930133
LOC101930133
LOC101929828
LOC101929828
LOC100134822
LOC100134822

FAM157B
LOC101930221
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LOC101929756
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LOC101927982
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LOC101929882
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98.73,chr6q:13155-149958
98.21,chr5q:12922-147492

95.49,chr5p:6153-7746
93.05,chr4q:17514-22087
93.05,chr4p:11062-15630
98.39,chr2q:12077-23455

96.62,chr17q:12897-42248
98.15,chr16q:12699-23946

95.03,chr14q:1173-3080
94.77,chr22q:14848-20103
94.42,chr21q:14701-19342
93.45,chr1q:13939-18040

94.95,chr19q:14125-19387
94.06,chr10q:14688-19968
94.19,chr18p:88774-92862

95.82,chr1p:281205-283479
93.62,chr6p:91530-93850
96.19,chr9q:22273-24171
96.04,chr3q:57730-59632

96.19,chr16q:113551-115449
96.14,chr11p:111977-113879

96.14,chr7p:2852-4749
91.82,chr2p:3981-5143
98.94,chr1p:1-134371

98.51,chr2q:24235-34504
98.39,chr16q:24726-34875
98.38,chr6p:15950-94778

99.25,chr19p:75384-139350
98.84,chr15q:74638-119627

99.23,chr11p:1-61585

98.16,chr2q:42907-61423
99.24,chr16q:43278-61702

99.51,chr3q:1-7525
97.38,chr9q:21719-25575

97.83,chr7p:2297-6151
97.57,chr3q:57176-61032

97.95,chr19p:189514-206317
97.38,chr16q:112997-116853
97.42,chr11p:111423-115277

96.53,chr1p:281742-283479
92.20,chr2p:3485-6093

95.35,chr21q:4233-19342
95.77,chr2q:3754-17366

95.67,chr16q:3622-17991
93.10,chr4q:17428-23040
93.04,chr4p:10976-16583
96.07,chr19q:3457-20785
95.93,chr22q:3894-21506

95.76,chr6q:3900-15494
95.79,chr5q:3856-15258
94.30,chr1q:3974-19404

95.60,chr17q:1419-15233
94.90,chr13q:3589-7907

94.76,chr10q:3766-21673
94.71,chr14q:1079-3087
97.19,chr5p:6057-7746

94.99,chr18p:88182-94577
97.93,chr6q:146667-142157
98.06,chr1p:242724-237730

96.98,chr1p:280290-243420

94.77,chr1p:237631-231380
96.78,chr2q:117289-63684

97.27,chr1p:229711-205679

LOC101928072
LOC101928072
LOC101927506
LOC101928072
LOC101928072
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99.31,chr19p:1223-27504
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