Figure S6

A Quantitative variables by group Categorical variables by group
6
- [
@ .
Q< 1 £ DEG sign Up- Down-
o S DEG kind Up Down | pown Up
S 4 2 Only 1° 55 109 172 165
s TTTTITTITITITITT 3 =
=y A f 2 Only 2 41 31 102 104
o | H © e
S ' - Not specific 161 179 70 74
> .| BOEEEEEEESE | -, . S
) R e e R i ! : s
SESEEEEEEEE FEERN BN N
3 T+t vfv+iv 11 ; B!
> 0 : L Q E o
- .
k) . : ! 13 DMR sign Gai L
3 LI = G DMR kind ain oss
(%] F =
2 - t E DM 111 154
T T T T T T T T T T T T T T T T T T T1 ®
EY2ELEUREER5IBEBYREYD = HotDM 1282 1886
® ¢ @ O 0 ® @ @ © @ © ¢ 2 £ = E £ E N E E
rcocococococacacaca ez 88333 ¢
555++razaadaddgoaisasspid
] T § T * T 22
@ S
Transcriptome (TOME) \o‘o\ Qe’ Chromatin profiling
é&é‘?‘ <®>  ENCODE (EPIG, CS)
W S
T &S
S
‘,5;” 9
. . s
B Dpimension/ Cumulative % Group of Dim 1 Dim 2 Dim 3 Dim 4 Dim 5
Factor of variance variables
i TOME 0,28 0,28 0,64 0,10 0,06
Dim 1 15,8
METH 0,30 0,54 0,46 0,77 0,39
Dim 2 28,8 DIST 0,07 0,52 0,24 0,28 0,57
Dim 3 39,2 CORR 0,00 0,21 0,46 0,50 0,20
EPIG 0,12 0,76 0,41 0,29 0,22
Dim 4 48,1
’ DEG 0,95 0,15 0,47 0,25 0,54
Dim 5 56,5 DMR 0,95 0,67 0,29 0,16 0,52
C MFA cluster 1 p.value v.test MFA cluster 4 p.value v.test MFA cluster 9 p.value v.test
DM sign=Gain 0,0E+00 26,14 DM sign=Gain 0,0E+00 27,14 DM kind=DM 0,0E+00 26,73
DM kind=notDM 0,0E+00 10,86 DM kind=notDM 0,0E+00 12,21 DEG kind=not specific 0,0E+00 25,30
CS=6 0,0E+00 10,39 DEG kind=only 1° vs Ul 0,0E+00 7,94 DM sign=Gain 0,0E+00 17,65
CS=3 0,0E+00 7,99 DEG sign=Down 0,0E+00 5,75 Cs=7 0,0E+00 11,24
DEG sign=UpDown 0,0E+00 7,87 CS=1 5,0E+07 5,02 DEG sign=Down 0,0E+00 7,74
DEG kind=only 1°vsUI 0,0E+00 7,03
MFA cluster 5 p.value v.test
Ccs=7 0,0E+00 5,85
Cs=7 0,0E+00 20,18
DM kind=notDM 0,0E+00 11,21
MFA cluster 2 p.value v.test cS=3 0.0E+00 7.42
DM sign=Gain 0,0E+00 16,86 Ccs=8 0.0E+00 6.01
DM kind=notDM 0,0E+00 9,46 DEG kind=only 2° vs PI  0,0E+00 5,58
DEG sign=Down 0,0E+00 6,92 DM sign=Gain 2,0E+07 5,22

Figure S6: Multiple Factor Analysis (MFA) input data and output metrics

(A) Groups of variables used for MFA. Groups of variables constitute the MFA input matrix and describe the genes
(TOME = Transcriptome, DEG = Differentially expressed gene), the H3K4me2 peaks (Methylome = METH, DMR
Differentially methylated region, EPIG = Chromatin profile, CS = Chromatin state) and their association (DIST =
distance, CORR = correlation). Box plots of quantitative variables after normalization and scaling (left). Tables with
number of genes/peaks classified according to the differential expression/methylation analysis (right). (B) Quantitative
description of factors/dimensions. Cumulative percentage of input dataset variance explained by first five factors (left).
Correlation coefficients of groups with the first five factors (right). (C) Description of clusters in terms of significant

categorical variables.



