Supplementary Table 1: (a) Top driver genes regulating modules enriched in major pathways of cancer.

(@)

Angiogenesis (43 enriched modules)

(b) Alterations of the top drivers across all cancer sites
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Cell cycle (22 enriched modules)
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Number of enriched modules

3 S

S for] "
WS8E0 88858y .. %r,5eruf.E g 505
A EeEYBZ0 e« HERREENERR,00nEZ
OZzNaBtdda<<Q JO0R0KLSFEAEALT 200 ~-00 30 J
OFE0ROFRFrArd IAmI0IaFUalfaaZlko0nE<an



23 £z
£E5 8 R
Ve n n i n n n e 2EEQocvm s s rrT Tt mcmmmeam@aman ERE R R IS R R e R I I A A I R 2 A R ]
s L2 R
35 S s
= =
Q Q
co—~ococo—oo—~ B |w|l~cocc—~oc—~coccococco—oc—~0——~— B lelnm—co-cococco—~anco—~—~cco—-ocoo
=) =)
cococomo—~m W ol-—o—~ca~—~—cococoococo—~0c——=0—0O — W Y —oco—~—cmoocNO—~aNCOoMATTOO ~ —
&) O
cococococotao w Al-—coco—~c—~cococococo—~—~—cocococoo —~ w Cln—nNcocotocococcaoc—~cacocococoa—o
= —
a a
comoocooa—~ an ml—co—~cocco—-~coco—~cococoococooo an r-——ccocc—~cocococcococoocoocoocoocooo
= =
| |
cooc—-—o—oo AMn ~lccocococococococococoococococococoooo AMn Alcco—~cococococococoocoocococococooocoocooo
- -
9 9
moocoo—~ocoo K |nlocccococoococooco—~cocoocococoocoocoocooo K |ol~-ccococoocococococoococococococOo—~000O0O0O
M M
9] 9]
octocoocococoooo 2 |vlnnococc—~ccococec—-—~c—-—cococaco 2 |loloccccccoccmo—~cocoocmococoocococooo
T T
= |- =
c—~ocotoooo A |ZEf-—mancoccaanmo—~cococoom—oco D [rMo—cococo—~cococoncocococococoocoocoocoococooo
G] )
a a
< <
o o
Nocotoocoooo B |[nloc—ccococco~cocococococococoocoo E |elococ-—~cococ-~ccocococcocco—~ococococoo
< <
o o
O O
< <
co—~ococococoo g |n|[mecocco~-ocococo~-~~0cocco g |[r|[mecca—~occococco~--~cococcococo
=] m
0
—~
@« 5]
5} < — <
cocococcooce F Y [w-caca~ccocom—occocoocoooo .W Y [Elne—ma-—~coca~—~occocooccoococa—~—~a
= m = [2a]
g £
=
w ]
= 5 S 5
=) = = °
= E £ z
= 2 ) 2
5] £ “ E
< B ® 3
w = ~ <=
- S S
K p g
] £ 2 £
= 5 @ 5
= mZ S k] 2 o ] k] °
=} = - = =
a «wa - o I 4] bl @ = z =5 =38~ IS 3
O x4 forl 2 2 PSSR - % o= o 2 = 2] -5 oo  ZzY9ew a Faoae= s
& Sy a w A & _SeEr~ =& - - <S03 F = % <= g d<m DA
Sgficuzd 2 EEEEERE S R L EESEiEgEs2Ensa288E5285EE8g
=i ol = = =RSR7R7] o = [l - Sl;m = = =5 2SS 5l W
ZOaiamEox < ZISEE2E£38 4850255658888 = ZIEHOOMYOEZom=280rZ<<EZROMES



o r
238 4 273,
E=S S ES S
e cn e e cn 1 e o n e e et e e o o e e e o o ER S I EEETomstmmmmmmmmmcamcamnoac
R s 2 g
5= = 5 %=
= ° = °
O 9]
=) S5
O jo}
C N OO~ O~ 00 CMOO0CANCOCOOOO —~mo o L |oloecooos L |a-—cccococe~-—-——cocococoooo~
— —
=) a
c--dcoc-ccoccc-ccccccccccmucoo Z |olecoccs Z |ojoe-ncnoccco—cccocccoccs
— —
=) =)
- -
9 g
2 ¥
O 8]
g T
= =
S OO0 O OO0~ —~NAN—— 00O ODOCOOO OO m —_—— === — m O OO N O 0000 —~NANOOOoOO
o o
=) a
< <
o \” 53]
< 5 <
S =S O
o} m o]
=
D
=
< 2 <
m D m
<
<
ot
1=
2
2.
S5 g =
= @A £ =
(=] ot
£ g
2 =
£ 3 = ks
9 = = =
-r = - =
S 3 1
g g 3 g
° 3 5 g
g 3 © 3
= g E] - -—
o m o —
o I o = < 3 el < o Az
28Ez oy8 Es 2 - T |3 2 Sg: 5 |3 2...%. 224, .2 8
s Rv = % IS = [SE=N3] 5 oo g o a8 ®
fod<aasg-38 <92 Sz -e20 L<zl ¥ 2, 5,222 = EaEECggs CESEL B2 5528
$SEc050E22255022588355825525 £ EEcZsZ2 & R R
—_ [ e == - = —_— = v A [-"
A0V nA<~8O0ChavnnunaRE2E0A0MacEDn - ZlnOZLEova = NOHCKBMTRHHTBM?PDNNSP



TPX2
SP100
CDT1
FANCA
CCLS
CDC7
RRM2
SP140
ENSA
HISTIHID
HISTIH3D
PSRC1
OAS1
SRPX2
ANXA2
HIVEP2
KIAA0247
TUBAIC
HINT3
IF135
TMEM71
CHI3L1
XAF1

SR R - R R R e R e R R - R R e R e R RN N N =)

0000 0000000000~~~ =~ NONNOO

BLCA BRCA

SR R - R R R R R - - I R R R N - RN e

COADREAD

0000000 —~O—~~NONNNOOOOOOOOOOO OO

GBM

SR e R - R R R e - R R R R N N N - )
SR R - R R R R N R - R R R I N N N N - -

HNSC KIRC

SRR R R - R R R R e N R R N N N NN N -

LAML

O OO~ 000000000000 —~000—~00OSOOO

LUAD

000D~ 0000000~~~ 0~

LUSC

NN RNNOO—~—N—00NO0OOO0—~—0000000—0 O O N

oV

R 0000 0000000000000 OOO

UCEC

CHEK1
FSTL1
TGFB3
NUAKI
CCLs5

Amplified
Hypo-methylated Hyper-methylated

Hyper-methylated

Amplified

Hyper-methylated
Hypo-methylated

Hyper-methylated
Hyper-methylated
Hypo-methylated
Hyper-methylated Hyper-methylated

Amplified
Hyper-methylated

Hypo and hyper-methylated Hypo and hyper-methylated

Hyper-methylated

Hyper-methylated

Hyper-methylated

Amplified

Hypo and hyper-methylated Hypo and hyper-methylated

Hypo-methylated
Hypo-methylated
Hyper-methylated

Hypo and hyper-methylated
Hyper-methylated

LS R N N N N R R N R S N N S I S S O S N N N N S N N N NS SRS



Supplementary Table 2: Driver genes ranked according to the number of regulated modules across all cancers

Total number of regulated modules
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Supplementary Table 3: prediction AMARETTO results given CNV data only, MET data only or both CNV and MET data

Rsquare MSE
CNV MET CNV and MET CNV MET CNV and MET Rsquare increase with MET MSE decrease with MET
BLCA 0.63491905 0.75918536 0.747088771] 0.129120599 0.085754521 0.089623734 11% 4%
BRCA 0.55196631 0.68744417 0.707869718( 0.134388745  0.0974036 0.089678172 16% 4%
COADREAD 0.560722577  0.686874503 0.706325299( 0.13707469 0.097421053 0.092378388 15% 4%
GBM 0.625180223  0.711656734 0.717314742( 0.140220484 0.113400472 0.11207482 9% 3%
HNSC 0.631380908  0.744118759 0.743615174( 0.140991015 0.099974654 0.098737876 11% 4%
KIRC 0.651631817  0.734516833 0.712217622( 0.123120399 0.095397403 0.101818509 6% 2%
LAML 0.611068775  0.757019741 0.738212603( 0.150347928 0.091011585 0.101038635 13% 5%
LUAD 0.602504957  0.682858619 0.696236704| 0.131973988  0.0995979 0.095490869 9% 4%
LUSC 0.65723949  0.716856013 0.71251301| 0.111968514 0.101453676 0.092118849 6% 2%
ov 0.562328171 0.64142021 0.667417273] 0.114725012 0.096584823 0.088217345 11% 3%
UCEC 0.5214479  0.685517255 0.665556488| 0.148878157 0.101523068 0.107419615 14% 4%




Supplementary Table 4: Description of the pancancer AMARETTO communities

BLCA BRCA  COADREAD GBM HNSC KIRC LAML LUAD LUSC ov UCEC Total number of modules
Community 1 9 9 7 4 8 10 0 8 9 1 9 74
Community 2 6 4 8 9 8 7 9 5 7 5 5 73
Community 3 9 7 9 5 7 5 1 4 5 7 5 64
Community 4 9 5 3 0 10 3 0 6 9 5 5 55
Community 5 3 5 7 3 6 3 0 8 9 1 6 51
Community 6 4 8 5 3 3 8 2 4 4 2 5 48
Community 7 4 7 5 1 6 3 5 6 4 2 2 45
Community 8 2 3 1 4 2 3 1 3 1 3 5 28
Community 9 2 2 2 0 3 2 0 9 4 0 3 27
Community 10 2 0 2 2 2 1 1 1 3 2 2 20
Community 11 2 1 2 1 2 1 1 1 2 1 2 16
Community 12 1 2 1 1 2 0 1 2 2 1 2 15
Community 13 2 1 1 0 3 0 0 2 3 1 2 15
Community 14 2 1 1 2 3 0 1 1 1 2 1 15
Community 15 3 2 0 0 2 0 0 3 1 1 1 13
Community 16 1 1 2 0 2 1 1 1 1 1 1 12
Community 17 1 1 1 1 1 1 1 1 1 1 1 11
Community 18 2 0 0 2 0 1 1 1 0 3 0 10
Community 19 1 1 0 0 3 1 0 0 1 1 1 9
Community 20 0 1 0 2 1 0 1 1 1 1 1 9




Supplementary Table 5 top driver genes and enrichment results of the smoking community
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Supplementary Table 6: (a) Signatures used for validation of GPX2 and correlation results
(b) Correlation results of GPX2 expression with smoking clinical data

(a)

Signatures
Oxidative gene signature Xenobiotic metabolism gene signature
ANGPTL7 NCEH1
APOA4 GSTM4
APTX ACSM2B
ATOX1 AOCI
CCL5 GSTM3
CYGB MGST2
DGKK DPEPI
DHCR24 ATP
DUSP1 AS3MT
ERCCI1 RORC
ERCC2 UGTI1AS
ERCC3 UGT1A10
ERCC6 UGT1A7
ERCC8 GSTO1
GCLC GGT2
GCLM UGT2B28
GLRX2 CESI
GPX3 PON3
GSS GRIN1
IPCEF1 NAT2
MPO MGST1
MSRA GSTM2
NDUFA12 ACSM1
NDUFA6 FMO3
NDUFB4 SULT1A2
NDUFS2 SULT1A1
NDUFS8 CYP1A1
NUDTI1 PTGS1
OXSR1 UGT2B4
PDLIM1 FMO2
PNKP ACY3
PRDX2 SULT1BI
PRDXS EPHX2
PRDX6 ACY1

PRNP MGST3



RNF7
S100A7
SCARA3
SELS
SEPP1
SGK2
SOD1
SOD2
SRXN1
STK25
TXNRD2

CYP3A7
GSTA4
FMO1
GSTM1
CYP2W1
CYP2C9
NAT1
STAR
SULT1A3
UGTI1A9
GSTP1
AKR7A3
GGT1
CYP2F1
AKRI1C1
UGT2B11
CYP46A1
CMBL
UGT1A6
AADAC
ALDH3A1
AOC2
CYP2A13
CYPIB1
AKR7A2
UGT1A4
UGTI1Al
GSTO2
AOC3
CYP3A4
CYP2D7
CYP2E1
CYP1A2
AHR
UGT2B15
UGT1AS
UGTI1A3
HNF4A
RORA
BPHL
CYP2C19



CYP2C18

CES2
POR
ACSL1
NRI1I12
CYP2J)2
CYP2B6
GLYAT
NQO1
CYP2D6
CYP2C8
AKR7L
LPO
EPHX1
CYP3AS
CYP26A1
CYP26B1
S100A12
CRYZ
Correlations
Oxidative signature Xenobiotic signature
Correlation p-value Correlation p-value
BLCA -0.007815478 8.75E-01 0.5368829 1.29E-32
BRCA 0.175857826 4.83E-07 0.2936691 3.50E-22
COADREAD 0.12825616 3.37E-03 0.1633479 1.38E-05
HNSC 0.24393133 1.16E-06 0.6525858 2.05E-64
LUAD 0.422645132 1.98E-20 0.6229901 1.85E-55
LUSC 0.257088866 2.10E-09 0.5053464 2.85E-34
ov 0.040147626 3.51E-01 0.2494615 4.05E-09
UCEC 0.240126434 6.20E-08 0.3462708 1.10E-17
(b)
Smoking profile Number of smoked years Pack years
p-value Percentage of NAs Correlation p-value Percentage of NAs| Correlation p-value Percentage of NAs
BLCA 0.05 8% NA NA 100% 0.11257321 0.259951146 43%
HNSC 1.50E-08 8% 0.25042771 0.01112927 63% 0.21146548 0.003001313 47%
LUAD 0.26 9% 0.08253822 0.2845951 62% -0.00863001 0.879323118 36%
LUSC 0.21 18% 0.03909737 0.59127115 68% -0.03396215 0.528338745 29%




Supplementary Table 7: Experimental validation of the modules and their target genes regulated by GPX2 as a causative driver of the pancancer smoking community.
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LUAD 10 P-value<0.0001 & P-value<0.0001 & P-value=0.0039 & 39
FDR<0.0001 FDR<0.0001 FDR=0.0040 15] 11 11 10
LuUsC 64 P-value=0.3194 & P-value=0.0919 & P-value=0.3152 & 29 . .
FDR=0.3176 FDR=0.1311 FDR=0.2990 11 6 Experimental validation results on the gene level. Table shows the
99 P-value<0.0001 & P-value<0.0001 & P-value<0.0001 & a1 detailed GSEA enrichment results for the target genes of GPX2 in
FDR<0.0001 FDR<0.0001 FDR<0.0001 25 19 17, 20| each of the three perturbation experiments upon GPX2 knockdown
BLCA 11 P-value<0.0001 & P-value<0.0001 & P-value<0.0001 & 23 in the lung adenocarcinoma A549 cell line derived from LINCS
FDR=0.0051 FDR=0.0059 FDR=0.0010 14 9 10, 10 (columns: consensus, sShRNA1, shRNA2) in each of the 8 modules
65 P-value=0.1846 & P-value=0.2718 & P-value=0.0809& |30 regulated by GPX2 in the 5 cancer sites (rows: modules organized by
FDR=0.3592 FDR:IO‘UGO FDRTO'ISM 5 the 5 sites in the following order: LUAD, LUSC, BLCA, HNSC,
HNSC 27 :;’:1:21::6]7'176 & :DR-O 17;582 & :DR-O 03;‘)‘325 & 28 w 9 e UCEQC). For each of the 8 modules in the 5 cancer sites, we enlisted
=7 P-val-ue.:0A6747 2 P-val-ué:0A7072 z P-val-ué:oA7390 2 T thelpredicteq target genes of modules regulated by GPX2 as an
FDR=0.6836 FDR=0.7117 FDR=0.7393 activator of its targets. The z-score for each GPX2 knockdown
UCEC 97 P-value=0.0062 & P-value=0.0104 & P-value=0.0042 & 16 experiment and each target gene is shown. Target genes repressed
FDR=0.0054 FDR=0.0095 FDR=0.0044 9 8| 7 8| and induced by GPX2 knockdown experiments are represented in
blue and red, respectively, and those that were identified as ‘leading
LUAD 10 15 11] 11 10| edge’ genes driving the GSEA enrichment scores are highlighted in
LUSC NES=-1.1213 11 6 bold. The leading edge columns indicate whether the target gene is
25 19 17 20 part of the leading edge gene set, and a value of NA is shown if the
BLCA 14] 9| 10 10] enrichment is not significant (FDR>0.25). Genes are sorted from
S highest negative z-score to highest positive z-score in the consensus
HNSC 28 14 9 12 signature. The rightmost column indicates whether genes are part of
NEZU 02 the LINCS landmark or bing rowspaces in yellow, and visualized in
UCEC 16 8 7 4 grey if not a member of these rowspaces.
z-score GPX2 | -0.5892] -0.7039] -0.775]
DETAILED
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LUAD 10 P-value<0.0001 & P-value<0.0001 & P-value=0.0039 & yes yes
FDR<0.0001 FDR<0.0001 FDR=0.0040 yes yes yes
yes yes yes
yes yes yes
AKR1C3 yes yes yes
yes yes yes
yes yes yes
no yes ves
yes no yes
yes no yes
yes no yes
CES1 no yes yes
HGD yes no yes
CYP4F3 no yes yes
CBR3 no no yes
ALOX12P2  |NA NA NA NA NA NA no
ATAT1 NA NA NA NA NA NA no
BTBD11 NA NA NA NA NA NA no




LUSC

64

99

P-value=0.3194 &
FDR=0.3176

P-value=0.0919 &
FDR=0.1311

P-value=0.3152 &
FDR=0.2990

ALDH3A1

IGFBP3

NMB

AKR1B10

GABRE

DNASE1L3

CCNA1

FLG

GSTM1

FGFR1

ADH7 NA

ANKRD2 NA NA NA NA NA NA no
AQP10 NA NA NA NA NA NA no
ARTN NA NA NA NA NA NA no
BTBD11 NA NA NA NA NA NA no
CAGE1 NA NA NA NA NA NA no
CHP2 NA NA NA NA NA NA no
CLDN8 NA NA NA NA NA NA no
CREG2 NA NA NA NA NA NA no
FAM110C NA NA NA NA NA NA no
GPNMB NA NA NA NA NA NA no
LEXM NA NA NA NA NA NA no
LOC285629 |NA NA NA NA NA NA no
NRG4 NA NA NA NA NA NA no
PHEX NA NA NA NA NA NA no
RNF217-AS1 [NA NA NA NA NA NA no
SLC47A2 NA NA NA NA NA NA no

UGT1A6

1

CLC

NA

NA

NA

NA

no




BLCA

P-value=0.1846 &
FDR=0.3592

P-value=0.2718 &
FDR=0.2760

P-value=0.0809 &
FDR=0.1511

-0.1391]

0

0.0549 -0.0434|
0.2223 0.592
0.5654 2.1874

1.0092

1.7661

FLRT3

GPRC5C 0.0896

GSTT1 0.1928

MAOA 0.243

MECOM 0.4886

GSTM3 1.5561

ABO NA NA
ADRB1 NA NA
BMP7 NA NA
BTG2 NA NA
CEL NA NA
COLCA1 NA NA
CYP4X1 NA NA
FSTL4 NA NA
GSTM4 NA NA
HS6ST2 NA NA
MAPK10 NA NA
MPPED2 NA NA
MRAP2 NA NA
NPAS1 NA NA
NRG4 NA NA
PADI3 NA NA




PCP4L1 NA NA NA NA NA NA no
RASSF6 NA NA NA NA NA NA no
RGS6 NA NA NA NA NA NA no
SLC52A1 NA NA NA NA NA NA no
UGT1A6 NA NA NA NA NA NA no
UGT1A9 NA NA NA NA NA NA no
WBSCR27 NA NA NA NA NA NA no
ZNF703 NA NA no
HNSC 27 P-value=0.1176 & P-val 1582 & P-val 0325 & NQO1 yes yes yes
FDR=0.1307 FDR=0.1784 FDR=0.0374 yes yes yes
yes yes yes

AKR1C3 yes yes yes
yes yes yes

SLC7A11 yes yes yes
yes yes yes

yes yes yes

no yes yes

no yes yes

no yes yes

no yes yes

yes no yes

no no yes

RAP1GAP no no yes
GSTM1 0.8944 0.8134 0.9605|no no no yes
GSTM2 0.9471 0.731 1.0905|no no no yes
GSTM3 1.5561 1.0332 2.554]no no no yes
SEPTS NA NA NA NA NA NA no
CHODL NA NA NA NA NA NA no
CYP4AF11 NA NA NA NA NA NA no
GPAT3 NA NA NA NA NA NA no
GSTM4 NA NA NA NA NA NA no
HHIPL2 NA NA NA NA NA NA no
MAP2 NA NA NA NA NA NA no
OSGIN1 NA NA NA NA NA NA no
PCDHB16 NA NA NA NA NA NA no
SOST NA NA NA NA NA NA no
57 P-value=0.6747 & P-value=0.7072 & P-value=0.7390 & NMB -0.7045 -0.5993 -0.9201|NA NA NA yes
FDR=0.6836 FDR=0.7117 FDR=0.7393 ABCC3 -0.3173 -0.7101 -0.3496|NA NA NA yes
MATN2 -0.1975 0.5157 -0.663|NA NA NA yes
PFN2 0.3866 0.3465 0.4914|NA NA NA yes
ACKR3 0.7931 0.7037 1.0838|NA NA NA yes
GLI2 0.8461 -0.4884/ 1.9946|NA NA NA yes
ADSSL1 NA NA NA NA NA NA no
ARTN NA NA NA NA NA NA no
BAGALNT1 [NA NA NA NA NA NA no
CCL26 NA NA NA NA NA NA no
CHP2 NA NA NA NA NA NA no
CREG2 NA NA NA NA NA NA no
DGKG NA NA NA NA NA NA no
FER1L6 NA NA NA NA NA NA no
GPNMB NA NA NA NA NA NA no
HOGA1 NA NA NA NA NA NA no
LMO1 NA NA NA NA NA NA no
NANOS1 NA NA NA NA NA NA no
NAP1L2 NA NA NA NA NA NA no
NDRG4 NA NA NA NA NA NA no
NDUFA4L2 [NA NA NA NA NA NA no
NGEF NA NA NA NA NA NA no
NKX2-8 NA NA NA NA NA NA no
NOS1 NA NA NA NA NA NA no
NRG4 NA NA NA NA NA NA no
PANX2 NA NA NA NA NA NA no
PHEX NA NA NA NA NA NA no
SLC13A5 NA NA NA NA NA NA no
SLC22A18AS |NA NA NA NA NA NA no
STK31 NA NA NA NA NA NA no
WNT9A NA NA NA NA NA NA no
UCEC 97 P-value=0.0062&  |P-value=0.0104&  |P-value=0.0042& _ [NQOI | =3:9077]  -5.05|  -4:1151|yes ves ves ves







Supplementary Table 8: Top drivers and enrichment results of the immune response community

Regulators
M30 BLCA M58 BLCA M35 BRCA M90 COADREAD Mi14 GBM M48 GBM MI17 HNSC M40 HNSC MS83 HNSC M84 LAML M60 LUAD M85 LUSC M97 OV M68 OV M62 UCEC |# regulated modules

OAS2 1 0 1 0 0 1 0 1 1 1 1 1 0 1 1 10
TRIM22 0 0 0 1 1 0 0 1 1 0 0 1 1 0 0 6
SP110 1 1 0 0 0 0 1 0 1 0 0 0 0 0 0 4
SP100 0 1 0 0 0 0 0 0 1 0 1 1 0 0 0 4
PSMBS 0 0 1 0 1 1 0 0 0 0 0 0 1 0 0 4
BST2 0 0 0 1 1 1 0 0 0 0 1 0 0 0 0 4
RARRES3 0 0 0 0 1 1 0 0 0 0 1 0 1 0 0 4
EPSTI1 0 0 0 0 0 0 1 1 1 0 0 0 0 0 1 4
IRF7 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 3
PARP9 1 0 0 0 0 0 0 0 0 0 0 1 0 0 1 3
BATF2 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 3
ETV7 0 0 1 0 0 0 0 1 0 0 0 0 0 0 1 3
MX2 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 3
OASI1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 1 3
IF135 0 0 [ 0 0 1 0 0 0 0 0 0 0 1 1 3
XAF1 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 3
HCP5 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 2
1SG20 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 2
AIM2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 2
TRIM21 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2
NMI 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 2
GBP4 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 2
SLCI5A3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 2
IF16 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2
HLA-F 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 2
CCL5 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2
TMEM140 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2

Gene enrichment

Gene set M30_ BLCA M58 BLCA M35 BRCA M90_COADREAD MI4 GBM M48 GBM MI7 HNSC M40 _HNSC M83 HNSC M84 LAML M60_LUAD M85 LUSC M97 OV M68 OV M62 UCEC # signi i Averaged p.value
17823660-TableS1b 7.82E-15 6.68E-19 5.63E-08 8.8 1 LISE-05  3.01E-16 T.53E-03  3.85E-09  4.05E-14  321E-02 2.18E-26  6.43E-18 4 2.4
18245496-SuppTable2 8.52E-17 4.33E-20 LI6E-13 L.OIE-18 1 121E-04  117E-20  477E-09  431E-08  9.7E-15  172E-15  2.11E-18  271E-19 14
12747878-Table2 2.36E-23 434E-24 134E22  3.50E-28 1 6.54E-10  4.07E-25 261E-05  5.06E-14 120E22  337E-12 7.61E29  3.40E-27 14
FULCHER_INFLAMMATORY RESPONSE_LECTIN_VS_LPS DN 6.89E-20 3.48E-19 2.36E-07 1.65E-30 1 283E-04  4.94E-22 221E-05 1.O3E-07  340E-10  228E-05 4.46E-35  546E-22 14
BROWNE_INTERFERON_RESPONSIVE_GENES 2.20E-26 1.16E-25 921E27  4.00E-29 1 S.66E-11  5.62E-28 921E-10  1.67E-14 1.38E-21  4.68E21 231E-39  L41E-31 14
WALLACE PROSTATE_CANCER RACE_UP 5.94E-19 9.45E-25 6.22E-16 5.00E-21 1 9.33E-06  5.68E-23 226E-12  3.11E-09 172E-16  2.08E-16 4.00E21  6.95E-22 14
GSE10325_CD4 TCELL VS_LUPUS_CD4_TCELL DN 4.77E-31 3.07E-26 1.44E-22 1.54E-41 1 6.63E-09  1.04E-33 120E-04  L70E-1S  835E-24  741E-11  7.65E-51  1.09E-31 14
GSE13484_UNSTIM_VS_YF17D_VACCINE_STIM_PBMC DN 1.46E-33 2.35E-28 1.59E-24  2.73E-47 1 9.84E-11 1.60E-36 120E-04  525E-13  835E-24  126B-17 9.02E-61  5.71E-34 14
GSE13485_CTRL_VS_DAY3_YFI7D_VACCINE_PBMC DN 2.30E-44 3.13E-37 224E-13  2.49E-50 1 L41E-14  185E-39  3.14E-12  3.96E-18 1.64E29  7.88E-05 S5.71E-66  1.49E-43 14
GSE13485_CTRL_VS_DAY7_YFI7D_VACCINE_PBMC DN 2.74E-47 8.99E-47 1.61E-26 1.63E-53 1 595E-23  1.53E-42 3.04E-12 3.96E-18 1.64E-29  7.13E-16 9.65E-80  1.23E-48 14
GSE13485_DAY1_VS_DAY7_YF17D_VACCINE_PBMC_DN 2.30E-44 5.97E-35 144E22  2.49E-50 1 LI9E-18  1.60E-36  3.24E-10  3.96E-18 140E26  9.73E-08 5.7IE-66  4.35E-41 14
GSE14000_UNSTIM_VS_4H_LPS_DC_TRANSLATED RNA DN 1.34E-28 5.97E-35 2.14E-08  3.80E-36 1 9.84E-11  5.36E-31 256E-14  3.96E-18  3.69E-21  7.13E-16 1.68E-41  1.88E-29 14
GSE14000_UNSTIM_VS_4H_LPS_DC_DN 3.24E-26 5.97E-35 2.24E-13 1.46E-33 1 9.84E-11  2.23E-28 3.14E-12 170E-15  835E-24  3.69E-14 7.65E-51  5.7IE-34 14
GSE1432_CTRL_VS_IFNG 24H_MICROGLIA DN 3.29E-15 2.68E-16 7.24E-35 1.97E-19 1 LAIE-14  3.11E-12 1.20E-04  2.83E-06 1.92E-07  5.93E-27 144E-22  5.54E-17 14
GSE18791_CTRL_VS_NEWCASTLE_VIRUS_DC_6H_DN 3.81E-36 3.07E-26 1.20E-20 1.54E-41 1 LI9E-18  5.36E-31 L78E-16  525E-13  3.69E-21  1.74E-12  9.89E-56  1.09E-31 14
GSE18791_CTRL_VS_NEWCASTLE_VIRUS_DC_8H_DN 1.46E-33 1.27E-30 8.38E-39 1 595E-23  5.36E-31 256E-14  525E-13  3.69E-21 1.26E-17 5.71E-34 14
GSE18791_UNSTIM_VS_NEWCATSLE_VIRUS_DC_6H_DN 3.81E-36 1.49E-28 1.54E-41 1 595623 536E-31 256E-14  525E-13  3.69E21  T.I3E-16 2.69E-36 14
GSE18791_UNSTIM_VS_NEWCATSLE_VIRUS_DC_10H_DN 1.46E-33 1.59E-24  3.80E-36 1 595E-23  2.23E-28 281E-08  525E-13  3.69E-21 1.88E-29 14
GSE22886_CTRL_VS_LPS_24H_DC_DN 1.46E-33 1.59E-24 8.38E-39 1 3.83E-07  1.04E-33 1.20E-04  1.70E-15 1.40E-26 X 2.69E-36 14
GSE6269_FLU_VS_STREP_PNEUMO_INF_PBMC_UP 4.15E-25 355E-16  9.07E-38 1 9.92E-08  1.12E29  7.22E-09  1.12E-13 1.58E-19  9.66E-12 5.49E-31 14
HALLMARK_INTERFERON_GAMMA_RESPONSE 1.46E-33 724E-35  3.80E-36 1 L41E-14  536E-31 281E-08  525E-13  835E-24  2.99E-21 2.69E-36 14
17823660-TableS1a 8.89E-15 3.67E-05 1.02E-16 1 LOIE-02  3.42E-16 L62E-03  4.16E-09  4.52E-14 1 2.76E-14 13
18698033-tableS1-STAT1 3.12E-19 121E-13  3.60E-24 1 9.13E-10  1.64E-20 1 3.06E-08 1.28E-14  2.05E-07 3.26E-17 13
REACTOME_CYTOKINE_SIGNALING_IN_IMMUNE_SYSTEM 1.27E-13 274E-13  623E-24 1 1 3.80E-19 1.64E-05 1.72E-05 1.93E-08  2.52E-12 9.75E-21 13
GSE10325_BCELL_VS_LUPUS_BCELL DN 6.81E-24 629E-17  3.24B-26 1 1.88E-05  2.23E-28 120E-04  3.96E-18  3.69E-21  2.84E-09 5.19E-23 13
GSE10325_ MYELOID_VS_LUPUS_MYELOID DN 6.81E-24 2.24E-13 1.46E-33 1 7.73E-04  2.23E-28 120E04  525E-13  338E-16  9.73E-08 6.04E-19 13
GSE13485_DAY3_VS_DAY7_YF17D_VACCINE_PBMC_DN 2.02E-44 5.83E-17  2.17E-50 1 1.29E-16  1.66E-39 3.10E-10  3.75E-18 1.30E26  7.59E-05 3.81E-41 13
GSE13485_PRE_VS_POST_YF17D_VACCINATION_PBMC_DN 2.74E-47 2.52E-40 3.95E-15 1.63E-53 1 1.38E-16  1.85E-39 281E-08  3.96E-18 L.64E-29  9.73E-08 4.54E-46 13
GSE18791_CTRL_VS_NEWCASTLE_VIRUS DC_4H DN 1.46E-33 1.04E-32 1.22E-32 LISE-11 3.80E-36 1 6.63E-09  1.04E-33 2.81E-08 L70E-15  3.69E-21  1.82E-03 1.88E-29 13
GSE18791_CTRL_VS_NEWCASTLE_VIRUS_DC_I10H_DN 6.81E-24 3.83E-20 2.99E-23 144E-22  6.80E-24 1 L41E-14  5.15E-21 1.20E-04 1 722E-14  T.I3E-16 5.19E-23 13
GSE18791_CTRL_VS_NEWCASTLE_VIRUS DC_I16H_DN 6.81E-24 3.83E-20 8.22E-17 525E-10  6.80E-24 1 773E-04  5.05E-21 2.03E-06  2.12E-08  3.69E-21  2.96E-06 5.19E-23 13
GSE18791_UNSTIM_VS_NEWCATSLE_VIRUS_DC_18H_DN 6.81E-24 3.83E-20 4.77E-21 2.14E-08 1.34E-28 1 1.26E-12  1.04E-18 3U4E-12 2.12E-08 1.24E-11  2.96E-06 5.19E-23 13
GSE2706_UNSTIM_VS_8H_R848 DC_DN 1.98E-19 8.84E-15 2.43E-05 1.97E-19 1 383E-07  L76E-16  2.03E-06  2.83E-06 124E-11  3.61E-02 4.54E-15 13
GSE34205_RSV_VS_FLU_INF_INFANT PBMC_DN 8.80E-06 1.47E-05 2.43E-05 3.08E-11 1 7.73E-04  3.21E-10 1.20E-04 1 L70E-05  1.82E-03 2.15E-11 13
HALLMARK_INTERFERON_ALPHA_RESPONSE 1.25E-34 1.68E-23 4.32E-38 1.25E-34 1 8.67E-12  2.35E-28 1 3.25E-13 150E-22  8.74E21  279E-56  3.40E-36 13
16479007-Table3 1.24E-17 1 6.87E-20 9.54E-15 8.78E-26 1 1 1.22E-18 221E-08  4.99E-10  7.60E-12  2.69E-16 2.14E-29  5.73E-21 12
18691624-Tablel 539E-23  9.70E-08 2.74E-17 244E-10  530E-44 1 1 3.10E-30 1 499E-10  7.60E-12  8.75B-08 6.50E-46  7.35E-29 12
16818636-TableS2 4.98E-38 1 6.10E-32 LI2E03  2.10E-49 1 122E-03  1.01E-38 347E-06  1.06E-12  2.53E-23 1 L.69E-59  1.73E-35 12
17823660-TableS2 3.ISE09  5.57E-06 1.91E-10 4.11E-10 143E-12 1 1 5.64E-14 1 946E-08  222E-08  294E-04 137E-17  635E-12 12
REACTOME_INTERFERON_SIGNALING 1.96E-16 1 6.60E-12 7.03E-13 5.52E-28 1 1 1.86E22  4.04E07  7.07E-07  268E-10  4.60E-12 130E-28  8.99E-25 12
TAKEDA_TARGETS_OF NUP98 HOXA9_FUSION_3D_UP 9.34E-40 1 1.68E-33 8.88E-03 1.80E-51 1 442E-04  229E-40 I31E08  221E-13  2.13E-24 1 933E-60  2.71E-37 12
TAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_10D_UP 4.13E-39 1 4.46E-28 129E02  731E-42 1 6.46E-04  S5.69E-34  2.20E-08 124E-15  538E-24 1 6.98E-42  1.29E-36 12
DEBIASI_APOPTOSIS_BY_REOVIRUS_INFECTION_UP 1.OSE-14 1 4.76E-18 1.82E-06 1.25E-18 1 1.O9E-02  3.25E-18 1 461E-09  521E-14  3.71E-02 2.58E-24  5.84E-16 12
BOSCO_INTERFERON_INDUCED_ANTIVIRAL_MODULE 7.29E-31 1 5.39E-20 1.52E-27 1AIE-10 1.82E-25 1 238E-08  132E-21 250E-09  2.52E-11 6.96E-21 1 223E-35  1.99E-25 12




HECKER_IFNBI_TARGETS
GSE13485_DAY7_VS_DAY21_YF17D_VACCINE_PBMC_UP
GSE14000_UNSTIM_VS_16H_LPS_DC_TRANSLATED_RNA_DN
GSE1432_CTRL_VS_IFNG_6H_MICROGLIA_DN

GSE17974_IL4_AND_ANTI_IL12_VS_UNTREATED_24H_ACT_CD4_TCELL_DN

GSE24634_IL4_VS_CTRL_TREATED_NAIVE_CD4 TCELL_DAY5_DN
GSE2706_UNSTIM_VS_2H_LPS_AND_R848_DC_DN
GSE34205_HEALTHY_VS_FLU_INF_INFANT PBMC_DN
15735721-SuppTablelb
REACTOME_INTERFERON_ALPHA_BETA_SIGNALING
DER_IFN_ALPHA_RESPONSE_UP

DER_IFN_BETA_RESPONSE_UP

SANA_TNF_SIGNALING_UP

HELLER_SILENCED_BY METHYLATION_UP
MOSERLE_IFNA_RESPONSE
GSE1432_IH_VS_6H_IFNG_MICROGLIA_DN
GSE18791_CTRL_VS_NEWCASTLE_VIRUS_DC_I2H_DN
GSE2706_R848_VS_R848_AND_LPS_2H_STIM_DC_DN
GSE3982_CTRL_VS_LPS_48H_DC_DN

15735721-Table3

19014521-TableS6b

16818636-TableS3
TAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_8D_UP
GRAESSMANN_RESPONSE_TO_MC_AND_SERUM_DEPRIVATION_UP
SEITZ_NEOPLASTIC_TRANSFORMATION_BY_8P_DELETION_UP
RADAEVA_RESPONSE_TO_IFNAI_UP
JISON_SICKLE_CELL_DISEASE_UP

LTE2_UP.VI_DN

GSE1432_IH_VS_24H_IFNG_MICROGLIA_DN
GSE18791_CTRL_VS_NEWCASTLE_VIRUS_DC_14H_DN
GSE24634_IL4_VS_CTRL_TREATED NAIVE_CD4 TCELL_DAY3_DN
GSE2706_2H_VS_8H_R848_STIM_DC_DN

GSE6269 HEALTHY_VS_FLU_INF_PBMC_DN

1.18E-49
3.24E-26
3.43E-13
1.58E-07
4.77E-31
3.43E-13
3.29E-15
6.81E-24
2.84E-26
7.11E-19
1.07E-15
1.67E-16
7.19E-13
1.56E-11
1.58E-45
1.58E-07
1.98E-19
3.09E-11
3.43E-13
1.40E-18
8.92E-05
1.16E-21
4.41E-28
4.27E-19
6.59E-26
5.82E-20
9.67E-10
8.41E-22
4.08E-04
3.43E-13
1
3.43E-13
1.39E-18

B
2

5.42E-13
1

3.43E-09
1

1

7.83E-38
3.07E-26
1.22E-12
6.96E-11
3.83E-20
2.68E-16
6.96E-11
2.35E-28
2.07E-20
3.26E-21
4.99E-18
2.99E-16
4.11E-07
3.30E-06
7.10E-29
5.98E-06
1.22E-12
3.50E-09
1.91E-14
5.45E-16
2.68E-10
1.29E-17
5.45E-24
1.26E-10
4.19E-18
1.26E-17
1.29E-09
2.52E-20
1.98E-04
6.96E-11
1.98E-04
5.98E-06
3.64E-28

4.92E-34
2.99E-23
6.76E-11
2.87E-07
4.77E-21
8.22E-17
6.76E-11
6.69E-19
1.55E-16
5.00E-16
3.43E-20
9.22E-21
7.92E-15
1.58E-04
1.07E-34
2.87E-07
8.30E-13
2.87E-07
4.76E-09
1.13E-13
4.69E-10
2.23E-13
3.24E-18
1.70E-14
8.65E-23
1.42E-19
1.93E-09
5.24E-11
1.47E-05
8.30E-13
1.47E-05
6.76E-11
4.18E-18

8.85E-10
6.62E-04
1.54E-02
1.49E-28
1.54E-02
1LISE-11
6.62E-04
6.62E-04
1.79E-06
2.34E-09
3.10E-19
2.68E-17
2.70E-12

1

1
1.20E-20
6.29E-17
1.54E-02

1

1
3.10E-11
1

1
9.54E-04
1

4.05E-10
3.34E-04
1.33E-02
1.61E-26
2.43E-05
9.11E-19
7.71E-07
1

1.17E-49
1.46E-33
1.97E-19
3.42E-13
4.76E-31
2.73E-17
3.08E-11
1.34E-28
2.50E-39
1.44E-29
1.26E-20
3.04E-21
1.22E-10
2.56E-15
5.02E-42
1.58E-07
1.97E-19
3.28E-15
1.24E-21
6.68E-26
2.03E-08
7.84E-33
2.92E-41
5.56E-17
2.24E-31
3.18E-28
9.65E-10
2.88E-31
4.08E-04
3.28E-15
1.58E-07
1.58E-07
5.53E-33

9.13E-10
7.73E-04

1
9.84E-11
7.73E-04

1
1.88E-05
7.77E-04

1

1

1

1
3.87E-06
1
6.21E-14

6.63E-09
9.84E-11

9.84E-11
1

6.63E-09
7.77E-04
1

3.27E-37
7.60E-26
1.04E-18
2.78E-08
2.23E-28
5.15E-21
3.21E-10
2.23E-28
3.14E-28
1.62E-25
2.89E-19
4.05E-20
2.11E-11
1.17E-12
1.22E-33
1.19E-04
3.11E-12
2.55E-14
1.76E-16
7.42E-20
3.34E-07
3.76E-26
5.54E-33
2.11E-18
1.68E-27
6.32E-24
1.25E-08
1.46E-23
1

2.55E-14
1.19E-04
2.78E-08
4.22E-30

6.53E-11
2.03E-06
2.81E-08
1.20E-04
2.03E-06
1.20E-04
1
1.20E-04
1

1

1

1

1

1
4.37E-15

1

1

1
2.03E-06

1

1
3.40E-06

3.70E-07

1
2.66E-07
1
1
1
1
1
1

1
3.16E-05

8.07E-22
5.25E-13
2.83E-06
1
1.21E-10
1
2.12E-08
1.21E-10
8.37E-12
2.66E-09
6.56E-09
4.74E-08
1
2.23E-05
2.54E-14
1
1
1
1.21E-10
2.47E-10
1
1.54E-08
1.69E-11
3.91E-06
1.56E-11
1.71E-15

1
1.77E-08
1

1

1

1
1.73E-16

1.07E-31
1.26E-18
1.92E-07
1
1.26E-18
1.72E-09
1.24E-11
1.26E-18
8.24E-18
1.44E-13
4.90E-13
7.06E-12
8.15E-08
2.73E-08
1.49E-22
1
1.72E-09
1.92E-07
1.24E-11
1.0SE-11
1
2.76E-13
2.20E-17
1.24E-13
1.06E-15
2.46E-14
9.36E-06
9.22E-19
1
1.72E-09
1

1.92E-07
2.72E-17

1

1
7.88E-05
5.93E-27

1
9.73E-08
2.96E-06

1
5.89E-06
6.18E-07
3.22E-16
1.90E-14
4.00E-06
2.85E-06

1
2.02E-19
7.41E-11
1.82E-03

1
9.21E-04
1.70E-10

3.60E-05
1

4.07E-23
1.82E-03
3.69E-14
1
1

7.73E-71
9.89E-56
1.44E-22
6.25E-17
2.96E-39
9.05E-19
2.23E-13
4.81E-37
1.32E-50
3.23E-32
4.17E-26
6.99E-26
1.54E-18
1.15E-14
1.51E-42
5.21E-10
1.60E-26
3.92E-15
9.05E-19
2.62E-32
7.76E-08
2.25E-28
1.49E-37
4.87E-26
4.89E-31
6.59E-29
1.73E-10
2.46E-37
7.65E-07
9.05E-19
5.21E-10
1.19E-20
4.33E-35

3.68E-47
4.11E-25
331E-13
6.12E-08
2.93E-27
4.54E-15
4.54E-15
5.19E-23
2.51E-23
7.35E-27
1.33E-18
5.23E-19
5.83E-18
1.31E-06
8.54E-39
9.85E-05
5.54E-17
6.12E-08
4.54E-15
1.46E-16
1.25E-12
2.65E-20
4.34E-27
3.89E-11
1.93E-23
3.83E-18
7.07E-12
3.89E-21
3.09E-03
331E-13
3.09E-03
1.22E-09
1.01E-24

1.55E-10
1.20E-04
1.29E-03
1.01E-05
1.34E-03
1.00E-05
5.70E-05
1.30E-04
6.98E-07
5.66E-08
5.97E-10
431E-09
7.61E-07
3.71E-04
8.35E-15
2.14E-05
1.73E-10
1.56E-03
4.68E-05
9.21E-05
2.02E-05
3.42E-07
3.70E-08
9.58E-05
2.66E-08
4.05E-11
3.80E-05
1.33E-03
4.12E-04
1.85E-04
3.42E-04
7.80E-05
3.16E-06



Supplementary Table 9: Correlation results between OAS2 expression and PDL1, PDL2 expression

PDLI1 PDL2
Correlation  p-value | Correlation  p-value
BLCA 0.37986076  1.33E-07( 0.47881211  9.23E-12
BRCA 0.50650067  2.64E-65( 0.50711491  1.75E-65
COADREAD 0.60207578  2.25E-59( 0.57225802  1.55E-52
GBM 0.2443322  3.03E-08| 0.44456103  1.10E-25
HNSC 0.46167336  5.53E-21{ 0.58763591  8.03E-36
LAML 0.35092034  2.21E-06( 0.47037297  6.58E-11
LUAD 0.46354703  2.02E-27( 0.50251799  1.19E-32
LUSC 0.3021614  8.38E-12| 0.41479729  8.47E-22
ov 0.48596421  2.07E-33( 0.42196289  9.07E-25
UCEC 0.46365178  1.93E-28( 0.39655769  1.40E-20




Supplementary Table 10: Top drivers and enrichment results of the cell community

Regulators

M31 BLCA MI13 BRCA M26_COADREAD M33 GBM M80_HNSC M87 KIRC M93 LAML M51 LUAD M84 LUSC _M39 OV MI10 UCEC
HISTIH2AE 1 1 1 0 0 0 0 1 1 0 1
HISTIH3G 1 0 1 0 1 0 0 0 0 0 0
HISTIH2BJ 0 1 0 0 0 0 0 1 1 0 0
HISTIH3H 0 1 0 0 0 1 0 0 1 0 0
ENSA 0 1 0 0 0 0 0 0 1 0 0
HISTIHID 0 1 0 0 0 0 0 0 1 0 0
HISTIH3D 0 1 0 0 0 0 0 1 0 0 0
FIG4 0 0 0 0 0 1 0 1 0 0 0
Gene enrichment
Gene sets M31_BLCA MI13_BRCA M26_COADREAD M33_GBM M80_HNSC M87_KIRC M93 LAML M51_LUAD M84 LUSC M39 OV M10_UCEC # significant enrict Averaged p.value
KEGG_SYSTEMIC_LUPUS_ERYTHEMATOSUS 6.76E-33 8.12E-54 1.04E-26 1.74E-21 5.51E-16 3.78E-25 3.75E-34 4.18E-32 5.28E-29 1.19E-46 8.83E-30 11 2.40E-03
REACTOME_MEIOSIS 2.24E-31 6.04E-41 6.53E-25 1.53E-17 9.61E-17 8.63E-15 7.11E-23 2.90E-27 7.01E-19 1.20E-33 4.46E-31 11 8.67E-06
REACTOME_CELL_CYCLE 1.44E-11 3.09E-20 5.32E-09 2.84E-11 3.91E-05 4.03E-04 1.27E-09 1.32E-10 6.74E-07 3.30E-20 5.31E-13 11 2.00E-06
REACTOME_RNA_POL_I_TRANSCRIPTION 2.29E-33 1.23E-43 1.67E-26 2.47E-16 8.02E-18 7.23E-16 1.36E-24 5.50E-29 3.27E-20 3.46E-36 6.19E-33 11 2.83E-04
REACTOME_TRANSCRIPTION 4.83E-27 3.72E-35 1.99E-21 1.72E-12 2.30E-14 2.05E-12 4.01E-19 1.69E-23 5.87E-16 3.58E-28 5.02E-27 11 6.98E-11
REACTOME_RNA_POL_I_RNA_POL_III_AND MITOCHONDRIAL 5.31E-31 1.92E-40 1.30E-24 6.62E-15 1.54E-16 1.38E-14 1.50E-22 6.13E-27 1.25E-18 3.60E-33 9.96E-31 11 6.67E-07
REACTOME_CHROMOSOME_MAINTENANCE 1.37E-17 1.08E-29 6.65E-14 2.73E-17 2.21E-08 2.36E-07 1.31E-15 4.54E-16 3.10E-11 8.62E-31 4.87E-19 11 8.60E-06
REACTOME_DEPOSITION_OF _NEW_CENPA_CONTAINING NUCL 7.39E-21 5.96E-35 1.52E-16 7.44E-18 4.14E-10 4.45E-09 7.15E-19 5.07E-19 1.45E-13  9.59E-37  2.61E-22 11 9.41E-06
REACTOME_RNA_POL_I_PROMOTER_OPENING 3.56E-36 1.76E-47 9.93E-29 5.29E-18 2.57E-19 2.32E-17 5.24E-27 2.10E-31 4.58E-22 8.20E-40 1.51E-35 11 4.23E-05
REACTOME_MEIOTIC_RECOMBINATION 1.25E-33 5.45E-44 1.04E-26 4.82E-19 5.81E-18 5.23E-16 8.08E-25 3.27E-29 2.19E-20 1.60E-36 3.53E-33 11 3.54E-12
REACTOME_MEIOTIC_SYNAPSIS 3.53E-20 7.61E-34 5.36E-16 3.04E-17 9.39E-10 1.01E-08 3.41E-18 2.07E-18 4.40E-13 1.74E-35 1.25E-21 11 3.66E-05
REACTOME_AMYLOIDS 6.71E-34 2.33E-44 6.30E-27 1.19E-16 4.15E-18 3.74E-16 4.72E-25 1.91E-29 1.45E-20 7.17E-37 1.97E-33 11 1.70E-08
REACTOME_PACKAGING_OF_TELOMERE_ENDS 2.26E-22 1.85E-37 9.31E-18 3.23E-19 6.79E-11 7.32E-10 2.19E-20 2.20E-20 1.24E-14 1.29E-39 7.95E-24 11 1.54E-08
REACTOME_TELOMERE_MAINTENANCE 4.85E-20 1.28E-33 6.93E-16 9.69E-20 1.11E-09 1.19E-08 4.68E-18 2.77E-18 5.51E-13 3.13E-35 1.72E-21 11 8.80E-06
ACEVEDO_LIVER_CANCER_WITH_H3K27ME3_DN 1.74E-06 1.27E-22 2.99E-07 4.11E-10 9.84E-07 1.00E-07 1.49E-12 4.99E-09 4.99E-09 1.20E-15 1.23E-13 11 3.66E-05
18172295-SuppTable3 3.38E-08 1.99E-11 1.36E-05 1.13E-04 1 6.19E-10 2.74E-08 6.48E-13 6.48E-13 9.33E-11 1.36E-05 10 2.45E-10
HELLER_HDAC_TARGETS_SILENCED BY_METHYLATION_UP 2.54E-09 5.06E-14 4.04E-05 9.58E-06 1 2.35E-11 3.42E-09 3.28E-14 3.67E-12 2.27E-11 1.20E-08 10 8.23E-07
18798265-tableS2 3.91E-10 8.35E-15 1.23E-06 1 1 2.87E-09 4.50E-05 8.50E-11 1.40E-08 6.44E-11 4.74E-11 9 1.74E-08
HELLER_HDAC_TARGETS_UP 1.73E-05 8.91E-11 3.00E-06 1 1 1.06E-08 6.22E-06 7.68E-12 8.18E-10 2.29E-10 1.81E-04 9 8.61E-06
18172295-SuppTable2 2.83E-04 8.81E-10 9.29E-07 1 1 3.12E-07 6.79E-05 1.79E-10 1.79E-10 1.33E-09 1 8 1.35E-05
15489886-TableS1a 1.47E-03 2.99E-10 1 1 1 1.44E-04 4.59E-04 2.21E-09 1.05E-05 7.83E-07 3.49E-04 8 2.01E-09
GEORGANTAS_HSC_MARKERS 1.61E-12 1.03E-15 1 1 1 8.49E-09 1.66E-13 8.20E-16 1.17E-10 9.07E-12 4.11E-16 8 1.43E-03
EGFR_UP.V1_DN 4.12E-05 3.41E-11 1 9.69E-09 1 3.93E-06 1 1.56E-07 1.43E-05 9.14E-15 9.61E-06 8 4.67E-07
MEK_UP.VI_DN 4.25E-05 2.71E-09 1 5.81E-05 1 4.05E-06 1 1.48E-05 1.48E-05 4.00E-11 9.91E-06 8 9.68E-06
STK33_SKM_UP 7.86E-06 2.56E-11 1 1 1 4.57E-07 5.51E-08 2.45E-12 2.93E-10 8.69E-08 9.22E-05 8 1.07E-05
HADDAD_B_LYMPHOCYTE_PROGENITOR 4.81E-04 1.06E-07 1 1.46E-05 1 1 1.26E-04 3.74E-08 1.69E-04 3.52E-09 1 7 6.87E-05
16109776-TableS1 5.12E-03 4.99E-02 1 1 1 1 4.05E-02 1.82E-03 1.82E-03 1 1 5 5.84E-06
18757322-TableS3 1 1.16E-05 1 1 1 1 1 4.72E-08 1.11E-04 5.83E-03 1 4 9.64E-09
19429869-TableS1 1 2.43E-05 1 1.45E-06 1 1 1 6.01E-04 1 1.00E-06 1 4 1.40E-04
15459216-TableA2e 1 6.43E-22 1 1 1 1 7.57E-14 6.01E-13 1 2.66E-17 1 4 9.26E-06
DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA_UP 1 7.85E-04 1 2.55E-03 1 1 1.51E-02 1 1 2.83E-05 1 4 5.99E-05
GSE13411_PLASMA _CELL_VS_MEMORY_BCELL_UP 1 1.15E-05 1 6.76E-05 1 1 1.60E-07 1 1 1.25E-07 1 4 2.31E-07
GSE29618_MONOCYTE_VS_MDC_DN 1 1.15E-05 1 1.24E-08 1 1 4.14E-04 1 1 1.25E-07 1 4 2.78E-03
18362358-Table10 1 9.58E-04 1 8.78E-05 1 1 1 1 1 3.66E-05 1 3 2.53E-04
18487511-TableS1 1 5.47E-06 1 2.62E-11 1 1 1 1 1 1.23E-12 1 3 4.74E-11
17823660-TableS2 1 1.49E-04 1 1 1 1 1 2.36E-03 1 4.51E-02 1 3 1.89E-09
GAZDA_DIAMOND BLACKFAN_ANEMIA ERYTHROID DN 1 5.55E-03 1 5.23E-04 1 1 1 1 1 5.40E-03 1 3 1.54E-08
DAZARD_RESPONSE_TO_UV_NHEK_UP 1 1 1 221E-04 1 1 1.34E-03 1 1 6.63E-04 1 3 1.95E-04
ACEVEDO_LIVER_CANCER_WITH_H3K9ME3_DN 1 1.70E-15 1 1 1 1 2.44E-07 1 1 8.24E-08 1 3 2.50E-05
GSE29618_MONOCYTE_VS_MDC_DAY7_FLU_VACCINE_DN 1 1.15E-05 1 6.76E-05 1 1 1 1 1 1.25E-07 1 3 9.27E-08
GSE29618 LAIV_VS_TIV_FLU_VACCINE_DAY7_PDC_DN 1 1.15E-05 1 6.76E-05 1 1 1 1 1 1.25E-07 1 3 7.77E-04
19181379-Table2 1 3.84E-10 1 1 1 1 1 1 1 1.05E-11 1 2 1.13E-03
16434974-Tablel 1 1 1 5.06E-06 1 1 1 1 1 8.45E-06 1 2 4.00E-03
16909110-Tablel 1 2.04E-06 1 1 1 1 1 6.54E-08 1 1 1 2 2.21E-09
OLSSON_E2F3_TARGETS_DN 1 9.69E-08 1 1 1 1 1 3.08E-09 1 1 1 2 1.55E-10
KOBAYASHI_EGFR_SIGNALING_24HR_UP 1 8.47E-06 1 1 1 1 1 1 1 2.02E-08 1 2 1.20E-04
GSEI12845 1GD_POS_VS _NEG_BLOOD_BCELL_UP 1 1.15E-05 1 1 1 1 1 1 1 1.25E-07 1 2 1.29E-03
GSE12845_IGD_POS_BLOOD_VS_NAIVE TONSIL_BCELL_UP 1 1.15E-05 1 1 1 1 1 1 1 1.69E-04 1 2 1.01E-05
GSE22886_CTRL_VS_LPS_24H_DC_DN 1 1.15E-05 1 1 1 1 1 1 1 4.96E-06 1 2 1.34E-03
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