Scale 20 kb} {
chrié: I 88,460,000| 88,465,000] 88,470,000/ 88,475,000/ 88,480,000| 88,485,000/ 88,490,000/ 88,405,000 88,500,000] 88,505,000/ 88,510,000] 88,515,000/ 88,520,000/ 88,525,000] 88,530,000] 88,535,000/
y ethylation
A0s7] Fosll Eos ’ Fosoll c_oaz A075]  A0s0] wq
011 F.o40 Fos1]| Aoss| E_063
A_0.60 coz22 coz:
B0.75 F_051
A_0.40]
hypermethylation
Azsol A390] A asoll F_1.43] RET | Azzll
ren Assembly Patch Sequence Alignments
Raference Assembly Altemate Haplotype Sequence Alignments
GENCODE V44 (1 items filtered out)
GENCODE Vas o + + 1 -t —t +H
CpG Islands (Islands < 300 Bases are Light Green)
CpG: 343 I
CpG: 40
CpG: 31 [ ]
CpG: 49 [ |
CpG: 40 [ |
CpG: 22
CpG: 20
CpG: 20 1
CpG: 21
CpG: 17
CpG: 19
CpG: 24
CpG: 51 [ |
o 228 -
[chr14 (genes)
Scale b| | hgaa
chrid: 102,600,000 102,610,000| 102,620,000/ 102,630,000] 102,840,000] 102,650,000] 102,660,000] 102,670,000] 102,680,000| 102,600,000] 102,700,000| 102,710,000] 102,720,000| 102,730,000/
hy ethylation
Bos @ ypomety! E 049
F 046
A_0.78]
aossll
A 0.80|
0.72|
hypermethylation
; ! Art] Azaoll
GENCODE V44 (5 items filtered out)
RCOR1 i t + et + s
CpG Islands (Islands < 300 Bases are Light Green)
CoG: 132
Scale 10 kb} | hg3e
chr1g: | 4,045,000] 4,046,000 4,047,000 4,048,000] 4,049,000 4,050,000 4,051,000 4,052,000] 4,053,000] 4,054,000] 4,055,000 4,056,000 4,057,000 4,058,000| 4,050,000/ 4,060,000 4,061,000] 4,062,000 4,063,000 4,064,000 4,065,000 4,088,000
ypomethylation
Fos7| cosr Ml Eo053 Aosall Aol
hypermethylation
A17s I A_+.47 I
GENCODE Va4 (2 items filtered out)
ZBTB7A -]
CpG Islands (Islands < 300 Bases are Light Green)
CpG: 17/
CoG: 77 |
CpG: 154
CpG: 19
CpG: 326
Scale 2 kb} { hgad
cheit ] 62,584,000] 62,504,500] 62,585,000] 62,505,500] 62,506,000] 62,506,500| 62,507,000] 62,507,500/ 62,508,000 62,508,500/ 62,509,000] 62,500,500] 62,600,000] 62,600,500] 62,601,000| 62,601,500/
hypomethylation
co.te
hypermethylation
GENGODE V44 (6 items filtered out
MTA2 L 3 [ 3
CpG Islands (Islands < 300 Bases are Light Green)
CpG: 207
Scale 20 kb {
chria:| | 105,425,000| 105,430,000 105,435,000| 105,440,000| 105,445,000| 105,450,000| 105,455,000| 105,460,000] 105,485,000] 105,470,000]
hypomethylation
Foarll E o4 N = F_0.36
F_0.36
Fosslll
hypermethylation
A_2.47 I [R-T1] |
GENCODE V44 (21 items filtered out)
MTA1 o t t - t t k -
CpG Islands (Islands < 300 Bases ase Light Green)
cpG: 78l
CpG: 25| [ ]
CpG: 34 | |
CpG: 89 |
CpG: 38 [ |
CpG: 28
[ehr1s genes)
Scale 5 kb} 1 hgaa
chrig: | 1,575,000  1,576,000] 1,577,000| 1,578,0000  1,579,000| 1,580,000| 1,581,000 1,582,000  1,583,000] 1,584,000]  1,585,000| 1,586,000/ 1,587,000  1,588,000| 1,589,000]  1,500,000| 1,501,000 1,582,000|
hypomethylation
coos il E 055
F 045
GENCODE V44 (11 items fileredout) _ ]
MBD3 - — ¥
CpG Islands (Islands < 300 Bases are Light Green)
CpG: 70 I
CpG: 16
CpG: 85 I
CpG: 15
oG 128 —
Scale kb} | hgas
chrz: | eo4ss000 60470000 60475000 60.480,000] 60,485,000] 60490000 60,495,000 60500000] 605050001 60510000 60515000 60520000 60,525000] 60530000 605350000 605400000 60545000  60,550,000]
hypomethylation
c o3[ B_0.07
_0.12
GENCODE V44 (26 items filtered out)
BCL11A cf i + ¥
CpG Islands (Islands < 300 Bases are Light Grean)
CpG: 103 [ |
CpG: 115 [}
CpG: 28 1
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