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Supplemental Figure S2

Figure S2 - Relates to Figure 2

A 1005 190
e s 80
o

80 g F70
60 @
Q 60 O o
£ ° r50 &
c < o MAQ o
B 0 o ° 40 @
RS s °% E
o 30 =

204 o 2% 20

[} ®
° % F10
0 bararatunm—no-ten o oroo—semiL

O PRSPPSO PRSP

1004 r240
am it A DOD%
o
an
804 m ta O 200
L1160 @
2 60/ 2
c 120 o
o
<o 40 ¢ © 4 g
°© < ° ° 80 =
[}
20 . 40

0)—mm—r——T- H}—”}—{'}—-—-—{‘ —3—-0
O QD oD 1O 4O o R, SN, 8

TAB-Seq ® CpG m CHG Ao CHH
< TAB-Seq depth © CpG depth O CHGdepth o CHH depth

D hmCA (38kb-48kb)

100 .. XGXGTATATXGXGTATTTXGXG...

R0 ge—es e

%ShngG
o

Percent of sites

1234526123452 -00——00—O0-
Watson strand Crick strand 78% (56/72)

minimum CG-C distance

G

A genome control

90
80
70
60
50
40
30
20

% called C after sequencing w

BEAS

—=—nodup T~
——nodup, non—-cg3

%

10kb  20kb  30kb  40kb

5mC (¢} 5hmC
2.21% 0.38% 84.4%

ave:

C 10°

16

1010

m

20 30 40 50
depth (genome coverage)

5
HA1 - 10x10

n

mm \Watson Il observed
3 Crick [Jrandom (x10)

97.3-97.4%

FDR=5%

86.7%

#called hmC sites

12 3 4 5 26
min modC-modC

/rb /b‘ / /
’ NG @ @ W@
distance

pp—b'value cutoff

[

CHG: 0.38% 100

N\CriH: 0.01%

CG: 98.71%

called hmC sites

(o))

Il observed

— 5hmC (m=23.9%) [J random (x5)

— 5mC (m=55%)

[¢)]

N

N

-

()

10 20

#hmC per MB model (x1000)
w

30 40 50 60 70 80 90 100 affinity Tet1

%modC (vs total C) hmC


http://ees.elsevier.com/cell/download.aspx?id=804031&guid=2990c59b-39ef-4079-8359-e92bc94e1711&scheme=1

Supplemental Fi

gure S3

Figure S3 - Relates to Figure 3
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Supplemental Figure S4

Figure S4 - Relates to Figure 4
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Supplemental Figure S5

Figure S5 - Relates to Figure 5

A B 6 hmCA: min CG-C distance = 4
2.0 — rand irs (x100k
S o foense 5 e e
IS =)
< 1.5 o
0 o» ‘C_> 4
S5 x
=5 10 >3
o S Q
o8 @
85 52
S 705 g
g £ observed: 4.96
[0]
& o0 B 0
0 5 10 15
TSS  Genic median difference in %hmCG
+250bp (Watson/Crick opposite pairs)
5'-GACTA(5hmC)GGATG-3' BGT, UDP-Glc __  5-GACTA(5gmC)GGATG-3'
3'-CCTGATG(5hmC)CTACA-5 37°C, 1h 3'-CCTGATG(5gmC)CTACA-5
dG dA
150 i
i Before the reaction
| dT
5 100 dc
< _
&
50
| 5hmdC
i J
e dA
1501 After the reaction
=)
<
e
T T T I
5.0 10.0 15.0 20.0

Time (minutes)


http://ees.elsevier.com/cell/download.aspx?id=804034&guid=2258b387-70a7-495f-9a56-f3e3cbc62c68&scheme=1

Supplemental Figure S6

Figure S6 - Relates to Figure 6
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Supplemental Figure S7

Figure S7 - Relates to Figure 7
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