No of CpG sites

200000

180000

160000

140000

120000

100000

80000

60000

40000

20000

0

23241

CON_P

22883

CON_noP

MET_P

Salilew-Wondim et al., Figure S1

21984

22100

MET_noP

Methylation
levels (%)

¥90-100
80-90

w70-80
" 60-70
= 50-60
® 40-50
m 30-40
m 20-30
= 10-20
m<10



Salilew-Wondim et al., Figure S2

Gene | [ |
gene gene:bta-mir-2887-1 gene:RFD0002

RE = | 1 |11 (| .
RE RE:Simple_repeat RE:Simple_repeat RE:DNA RE:Low_complexity

CpG islands
CpG islands CpG islands:oe = 1.12

TSS IIIII III il | II IIIII II LI IIIIII i III I

216993 TS5 (Eponine):62 9248  TSS (Eponine):62 21645 TSS (Eponine):622395.

S5 (Eponi
CpG sites I IIIIIIII II_IIII IIIIII-IIIII-----l----lIIIIIIIIIIIII

cpg-sites ites:®  cpg-sites:® cpg-sites:* cpg-sites:® cpg-sites:*

CON_P_1 LH“NW[‘M“[I NMMIWMWIMMilﬂ\hhlﬂm

CON_P 2 " il ﬂi“d‘m |[| MMMMMMMMm
CON_P_3 [. R T T T P T Y A R
CON_P_4 ‘L i M]Ihlulm [ _J@IMM_I&LMMMW
. . il

CON_noP_1 & o hlihl u..M.ML.m.IJ mLMML__E_LM
CON_noP_2 Ly m.w\mﬂ.. HﬂMuﬂlﬂhﬁWummgﬂMmBllh
CON_noP_3 L ol L"d\mm__[I___QQ@_MMLLMLJ\[Jh.ulu
CON_noP_4 i . "u]\mﬂl udad ik MMJ.L&LMM.IJHLJ.l
Av. CON_noP - | s ﬂ[iiil!gﬂll_! QQM!Tﬂﬂ!MAI&L—H_T!IuLLlL!ﬂ!



Chromosomes

13

Salilew-Wondim et al., Figure S3

30 45 200 220 240 260 280 300

Number of DMCGS



1
Gene O i Salilew-Wondim et al.,
gene genehla—mlrzﬂﬁ?l gene: REO0002 1 .
RE [ I—II ] Bl (1| NN Ficure 54
REE Simple_repeat RE:Simple_repeat RE:DNA RE:Low_complexity :
CpG islands
CpG islands lands:oe = 1.12 : -
TSS HEn i LY (O (1 |} ¥
TSS (Eponine) onine):6216987..6216993 ' TSS (Eponine):6220274..6220279 TSS (Eponine):6223046..6223047 T:IS (Eponine):
CpG sites (I ERERSNNIH II-II--III-l_—lllI_lIIIIII!IlIIIIII
cpg-sites ites:* cpg-sites:* cpg-sites:* cpg—#ltm cpg-sites:* cpg-sites:* cpg-sites:* cpg-sites:™* cpg-sites:* cpg-sites:* cpg-sites: |cpg—s|tes *
i i
CON_P i i
b A o o i
| {1 RO
1 1
I I
! I
CON_noP i 1 !
1 1
1
W 1 il huMlndn ﬁ hﬂ_ﬂ ||‘\ M\ IIM&“I IH“
1 |
1 1
! I
MET P i I
0l ol i
i ; ml H \
= |
|
MET_noP ! : ]
* i O o i 1
! : |_\___ MAAE] A i \

5,212,000 &, 22EI EIEIEI 6,222,000 6,224,000 5,226,000



Salilew-Wondim et al.,

Figure S5

Adherens junction

TGF-beta signaling

Circadian entrainment

Relaxin signaling
Glycerophospholipid metabolism
Tight junction 453 =20 N

Wnt signaling mm @ < 418 125] Notch-HLH transcription

G?ﬂ)(gltg;:(ig S!gna:ing G alpha (12/13) signalling events
c - signaling Collagen formation

Ras signaling _ _
Regulation of actin cytoskeleton Endocrine resistance
Notch signaling

Rap1 signaling
Phospholipase D signaling

Axon guidance
PI3K-Akt signaling . .

Regulation of actin cytoskeleton
Endocytosis

Focal adhesion
Signal Transduction

Rap1l signaling
Pathways in cancer

MET_Pvs. CON_P  MET noP vs. CON_noP

Metabolic s

0 25 50 75
Number of DMCGs

e -

0 510152025

Notch-HLH transcription Number of differentially
G alpha (12/13) signalling events methylated genes
Collagen formation
Notch signaling
Axon guidance

0 5 10 15 20

Number of differentially
methylated genes



