OEBPS/Images/fimmu-16-1621927-g003.jpg
MCMBP expression

MCMBP expression

23.0

~

Univariate Cox

<

Univariate Cox

Age>65

Age>65

Characteristics
MCMBP
Age
pT—stage
pN-—stage
pM-—stage

Grade

MCMBP
Age
Sex
Histologic_Grade
Path_Stage_pT

Stage

Points

MCMBP

Age

Grade

Total Points

Age<65

o~

MCMBP expression
MCMBP expression

Stagel Stage Il Stage Il Stage IV

CPTAC

24.5 25.0 =
= =
2 R}
a2 2 245
£ 240 2
5 5 240
g e
235
3 & s
= =
230 23.0
Age<65 StageI  Stage Il StageIll Stage]V
P value HR (95% CI) L
0.00414 1.90174(1.22557,2.95098) | —o—
! »
[ o
0.00958 1.02755(1.00664,1.04891) ; 3
\ 8
0.04613 1.56175(1.00769,2.42045) —— k=
- 8
0.00357 2.16052(1.2869,3.62718) I —e—— 2
! =
! =
0.72364 0.77269(0.18503,3.22679) —e——— =
1
1
0.01028 1.45334(1.09233,1.93367) i-e—
_|_I_|_
1 2 3
Pvalue HR(95%Cl) !
: N
]
0.020 1.385(1.052-1.823) —a—
[
0947 0.983(0.588-1.642) —_— %
X o
. Q
0320 0.765(0.451-1.298) ——— 2
[ g=
[} ;a
0.258 1.207(0.827-2.033) —t——y =
! =
! E
0.101 1.488(0.926-2.392) —] b=
[
0.006 1.667(1.160-2.395) ; ———————]|
I T T 1
00 05 10 15 20
HR(95%Cl)
0 10 20 30 40 50 6@ 70 8 % 100
25 3 35 4 45 5 55 6 65

MCMBP expression U

o)
Y
I
=)

[N )
o B
o n

MCMBP expression
|5
P

23.0

Characteristics

MCMBP

Age

pT-stage

pN-stage

pM-—stage

Grade

MCMBP

Age

Sex
Histologic_Grade
Path_Stage_pT

Stage

1.0

e
%

0.6

0.4

Gl G2

P value

0.02447

0.03458

0.59315

0.05014

0.98403

0.03593

pvalue

0.020

0.550

0.098

0.451

0.477

0.033

Linear Predictor

1—year survival Pro

2—year survival Pro

3—year survival Pro

N T T | ]
35 40 45 50 55 60 65 70 75 80 85

G2 G4

—t T !

Gl G3

100 120 140 160 180

—— 0.8
-2 -L.5 =1 -0.5 0 05 1 1.5 2 P
[~
o
= 0.6
T T T T T 11 2z
0.95 09 08 07 0.6 05 04 03 02 é
2] 0.4
Q
%]
L S B B R B E—
038 07 06 0504 03 02 0.1 0.2
0.0

038 07 06 0504 03 02 0.1

0.2

Observed fraction survival probability
o
i

0.0

=

MCMBP expression

G3/4 Ti

MCMBP expression G

HR (95% CI)

2.17708(1.10539,4.28779)

1.03467(1.00247,1.0679)

0.75957(0.27698,2.08302)

2.31677(0.99949,5.37015)

1.01525(0.23072,4.46751)

1.63704(1.03289,2.59456)

HR(95%Cl)
1.402(1.055-1.862)
1.192(0.671-2.116)
0.613(0.343-1.094)
1.198(0.749-1.916)

1.195(0.731-1.951)

1.547(1.036-2.310)

Gl

T2 T3 T4

G3/4

G2

— l-year
— 2-year
—— 3-year

Ideal line

T
0.0 0.2

T T
04 0.6

T
0.8 1.0

Nomogram predicted survival probability

Nomogram

~= 1-year (AUC = 0.636)
— 2-ycar (AUC = 0.700)
— 3-year (AUC = 0.724)

0.4 0.6 0.8

1-Specificity (FPR)

1.0

R 0.5

0.4
0.3

0.2

Net Benefit

0.1

0.0

0.0

0.2

10 15
HR(95%CI)

Age
Grade

MCMBP
MCMBP+Grade
Nomogram model
All
None

0.4 0.6 0.8 1.0

Threshold Probability





OEBPS/Images/fimmu-16-1621927-g006.jpg
>
™
T

-
—_—
o
3000 ° 100
4000 °
o
5 © 2000
§ 2000 - ] 75
] @
5 2 -
s 5 10009 &
= £ =
o 04 E =
w o
0 5 50
o
© &
2000 | . £
1000 o
o
2!
High Low 3

MCMBP B cell Macrophage M2 Neutrophil . T cell CD4+ (non-regulatory) T cell regulatory (Tregs)
Monocyte NK cell T cell CD8+ Myeloid dendritic cell

0.8

=)
<3
=3

TumorPurity
o
o

StromalScore

Low

MCMBP expression

| NK CD56bright cells *
NK CD56dim cells *
NK cells
| pDC =

| ” Teells *
1

T helper cells *

Immune cell type & mRNA expression
Spearman cor.

-04-020.0 02 04

Immune cell type & GSVA score
Spearman cor.

-04-0.2 0.0 0.2






OEBPS/Images/crossmark.jpg
©

2

i

|





OEBPS/Images/fimmu-16-1621927-g004.jpg
Expression
2 -1 1 2

Top 25 GO Enrichment: Biological Process Top 25 GO Enrichment: Cellular Component

B || Sample Group : . Low . High

cell adhesion cell surface
biological adhesion vesicle{ EENEEEEN sss
immune system process: extracellular region{ S 649
response to organic substance: anchoring junction{ B 1s7
regulation of response to stimulus: adherens junction{ Bl 154
i W 1! CEACAMS surface receptor signaling pathway endomembrane system | EESSSSS cs7
L J CEACAM6 positive regulation of biological process extracellular region part | EESN 57
‘II i g:o};jgi‘ single-multicellular organism process: cell-substrate junction{ Bl 130
COL10A1 cellular response to organic substance: focal adhesion{ Ml 128
FI3A1 cellular response to chemical stimulus “log10(p.adjust) cell-substrate adherens junction{ Il 128 -log10(p.adjust)
GCG regulation of multicellular organismal process 40 : cell periphery| I 79 15
Lz E cell migration % £ cytoplasmic part{ N 125 55
gg}éu g locomotion s 2 membrane-bounded vesicle | NI si1 5
SFRP4 o positive regulation of response to stimulus © 8 plasma membrane | I 774 20
CXCL14 regulation of cell adhesion " plasma membrane part| EEEEE <9 38
FBN1 positive regulation of cellular process: extracellular matrix{ M 108
g"}\‘/‘ESl cell motility cytoplasm{| I 1411
COL% Al localization of cell whole membrane | = 410
INHBA response to stimulus cell junction| HEE 250
CTSE immune response: side of membrane{ Bl 142
DHRS9 regulation of cell migration extracellular vesicle| M 347
g‘o%iz feguiation of locomation extracellular organelle{ M 37
COLIIAL regulation of developmental process extracellular exosome{ . 344
FGL2 developmental process extracellular membrane-bounded organelle| W 34
IGHV3-72 anatomical structure development: extracellular space
MaING 0 25 50 75 75 50 75 100
SEMA3C Gene Percent(%) E Gene Percent(%)
i CEMIP
MYOF 5 < 2
PTPRC Top 25 GO Enrichment: Molecular Function Top 25 of KEGG Enrichment
MMEL extracellular matrix structural constituent| Het Focal adhesion [ ]
(SZEE/’\\IZA receptor binding{| M 293 Pathways in cancer @
CELA3B protein binding{ I 15/l Proteoglycans in cancer{ ®
PLA2GIB cell adhesion molecule binding{ M 128 Toxoplasmosis L]
ALB protein complex binding{ M 1% ECM-receptor interaction{ (]
é}l\_dlgA collagen binding{ 137 Regulation of actin cytoskeleton L]
AMY2B macromolecular complex binding{ HE. 313 AGE-RAGE signaling pathway in diabetic complications L]
CELA2B integrin binding{ B3 Th17 cell differentiation ° GeneNumber
g}‘- lf48 growth factor binding{ st Human T-cell leukemia virus 1 infection ° ® 25
AQO;S an!on b!nd!ng S— 0 -log10(p.adjust) Influenza A L] ® 50
PCSKIN cytokine binding{ 8« 5 > Graft-versus-host disease . @
PDIA2 £ glycosaminoglycan binding N ss 10 g Thi and Th2 cell differentiation .
RBPJL g ion blnqlpg I 753 55 % PI3K-AKkt signaling pathway ° Jlog10(qualue)
g{'};gf o structural molecule activity | Wl 1ss - a Human papillomavirus infection [ ] 2
APOA2 enzyme binding{ N 304 ) . Measles ° P
SERPINI2 binding{ I 1770 Viral protein interaction with | ° 6
rotein domain specific binding{ 131 cytokine and cytokine receptor s
VTN p P ICincl g Complement and coaguilation cascades{ ° 10
g%l;ﬁzz exlracellular.mat'nx b!nd!ng 127 Cell adhesion molecules ° e
SCTR carbohydrate denva:n{e b!nd!ng S—“ Leukocyte transendothelial migration { °
GNMT hepar!n b!nd!ng | B8 Platelet activation °
| Cc2cD4B o actin binding| M s TNF signaling pathway
NI MzT2B identical protein binding{ M 203 Hepatitis B
MIF i
! KIF12 cadher!n b!nd!ng nz PD-L1 expression and PD-1 checkpoint pathway in cancer
cytoskeletal protein binding{ B 10 ; A 4 5
| SLC39AS rizyiiie regilator actvi . Cytokine-cytokine receptor interaction
0 aroc3 4 9 ty 5 = oo Small cell lung cancer
0.2 0.3 0.4 05
0
Gene Percent(%) RichFactor
Enrichment plot: Enrichment plot: Enrichment plot: Enrichment plot: HALLMARK_APOPTOSIS Enrichment plot:
HALLMARK_IL6_JAK_STAT3_SIGNALING HALLMARK_INTERFERON_GAMMA_RESPONSE HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSIT o5 HALLMARK DNA REPAIR
I JON _ 040 oD
45 T = :-fz NES-1659 G oss e NES=1.148
9 pvalue<0 0001 & pvalue <0.001 045 NES=T5 @ 030 & prvalue=0.07
= FDR grvaluc=0.006 S FDR g-value=0.001 2 040 =151 B FDR q-value-0.013 € on s
20 A 2 o035 u p-value<0.0001 S 025 e FDR g-value=0.21
1 5 035 5 S oz
| g i FDR g-value=0.003 2 o2 &
20{ I @ o 2 o1 g
2| £ € oz ko San
£ S < o010 5
101 g £ o & oos 2
) H A6 ¢ £ oo
= & oos 2,00, 0.00
000

Rank in Ordered Dataset

[— Enrichment profile — Hits Ranking metric scores

Enrichment

plot:

7,W |
75 [Hight (possively corr

[— Enrichment profile — Hits Ranking metric scores

Rank in Ordered Dataset

Ranked list metric (Signal2Noise)

nrichment profile

L

Hits Ranking metric scores|

Enrichment plot:

.75 ['Hight (postively correlated)

Rank in Ordered Dataset

Ranked list metric (Signal2Noise)

LAMRRATTRAILNY |

Ranked list metric (Signal2Noise)

[— Enrichment profile — Hits

Ranking metric scores,

T T

Rank in Ordered Dataset

[—Enrichment profile — Hits

M

0 030 as0) €D 030
|
2 Zero cross at 15676 023 Zero cross at 15676 (e Zero cross at 15676 o= Zuro.croey 3115618 0.2 2ero cross at 15676
00 | 0.0 | 0.00 0.00 o0
2| o gy el 025 R i sk 502 : Low (negatively correlited) | B “Low (negatively correlsted) 02 “Low (negatively correlated)
0 2500 5000 7500 10000 12500 15000 17500 2000 0 250 5000 7500 10000 12500 15000 17500 20,00C 0 2300 500 7300 10000 125300 13000 17300 2000¢ o 230 500 7500 10000 12500 15000 0 2300 5000 7500 10000 12500 15000 1700 2000¢

Rank in Ordered Dataset

Ranking metric scores — Enrichment profile — Hits

Enrichment plot: HALLMARK_P53_PATNWAT

HALLMARK_MYC_TARGETS V1 HALLMARK_MYC TARGETS V2 055
- _MYC_ L o5 NES=1.397
=l 0.5 & oss pvalue=0.023
&l Nes-1ast 3 oo NES-1.517 » 0.40 FDR qvalue=0.009
I pevalue=0.003 Y el p-value<0.0001 5 035
= FOR g-value-0.006 R FDR g-value-0.003 % 030
30] § 03| %
2 ? o2 § 52
A0 £ 020
20{ § o2 £ o1s
as{ E oxs| £ 010
201 € 010{ Y o0s
05 { & oos/ 0.00
0 0o I BRI g

[— Enrichment profile — Hits

Ranking metric scores)

AR

3 3
i3 ]
- 2
3
2 [ g ors
& 075 FEgR (postvely cor 3
£ sl 5 os0
20 S o030 B
2 025
@ T <
| Zero cross at 15676
= Zero cross at 15676 o= Zero cross at 15676 5
S| £10%
90 g 000
2 g 0.25
2 "Low (negatively correlated) == (PR S R El i Low (negatively correlsted) i
0 2500 5000 7500 10000 12500 15000 17.500 20,00C £ 0 250 5000 7500 10000 12500 15000 17500 2000 5 KhnorderedDateset o M
Rank in Ordered Dataset & Rank in Ordered Dataset 4 2 erediDatasel
2

[ Enrichment profile — Hits Ranking metric scores

Ranking metric scores






OEBPS/Images/fimmu-16-1621927-g002.jpg
MCMBP expression

MCMBP expression

@)

MCMBP expression

HNSCC

ACC
BLCA
BRCA
CESC
CHOL
COAD
DLBC
ESCA

GBM
HNSC
KICH
KIRC

KIRP
LAML

LGG
LIHC
LUAD
LUSC
MESO

ov
PAAD
PCPG
PRAD
READ
SARC
SKCM
STAD
TGCT
THCA
THYM
UCEC

ucs

UuvM

Lscc

LUAD

GTEx

ov UCEC  BRCA

Overall SurvivalHR in TCGA

79
411
1086
306

35
471

48
163
168
503

64
541
290
139
530
373
530
496

86
379
179
184
501
166
263
457
370
139
512
119
553

57

80

P value

0.0002
0.9843
0.3382
0.3674
0.4889
0.7557
0.7525
0.2133
0.7643
0.4102
0.0549
0.0228
0.1875
0.1930
0.0754
0.1601
0.1102
0.3222
0.1819
0.7184
0.0313
0.5141
0.3750
0.6180
0.1416
0.9139
0.2666
0.4652
0.1599
0.0625
0.3802
0.7363
0.1575

HR
5.245 (2.176 - 12.644)
0.997 (0.744 - 1.335)
1.170 (0.848 - 1.615)
0.808 (0.509 - 1.284)
1.394 (0.544 - 3.567)
0.940 (0.638 - 1.385)
1.257 (0.303 - 5.213)
1.364 (0.836 - 2.225)
0.949 (0.672 - 1.339)
1.119 (0.856 - 1.464)
4.686 (0.968 - 22.688)
0.705 (0.522 - 0.953)
1.496 (0.822 - 2.722)
1.328 (0.866 - 2.035)
0.735 (0.524 - 1.032)
1.281 (0.907 - 1.809)
1.264 (0.948 - 1.686)
0.872 (0.665 - 1.144)
1.380 (0.860 - 2.214)
1.049 (0.810 - 1.357)
1.575 (1.041 - 2.381)
1.612 (0.384 - 6.765)
1.819 (0.485 - 6.823)
0.820 (0.376 - 1.789)
1.351 (0.905 - 2.016)
0.985 (0.750 - 1.294)
0.830 (0.598 - 1.153)
0.425 (0.043 - 4.223)
2.134 (0.741 - 6.145)
0.219 (0.045 - 1.082)
1.199 (0.799 - 1.800)
0.888 (0.446 - 1.770)
1.918 (0.777 - 4.732)

MCMBP in TCGA

= Low
= High

Survival probability
o
3

<
[Se]
193

Overall Survival
Log-rank P =0.030

0 1000 2000
Time (days)
Low 89 16 4
High 90 7 2

G 1.00 MCMBP in TCGA
= Low

2 == High

= 075

e}

<

4

[<}

-

50,50

«

2

g

»n 0.25

Disease Specific Sul
Log-rank P =0.008

0 1000 2000
Time (days)
Low 88 16 4
High 85 6 ]

B Normal H I
B Tumor
1.00 MCMBP in TCGA 1.00 MCMBP in CPTAC
= Low - Low
> = High = High
= 075 E 0.75 )
z =
K 3
8 [=]
_Q- 0.50 E_ 0.50
E s
[ E
& 025 3 025
Progress
Log-rank P =TT - -
0.00 g Log-rank P =0.046
0 1000 2000 0 500 1000 1500
Time (days) Time (days)
Low 118 17 3 Low 48 23 9 2
High 6l 2 0 High 49 20 5 2
PDAC CCRCC COAD GBM
E
Overall Survival Overall SurvivalHR in CTPAC Overall Survival
HR(95% CI)
. P value HR (95% CI) HR(95% CI)
1
*
1
2 1
PDAC 97 0.0482 1.608(1.004 —2.576
- ( ) o
HO— 1
1
L !
—-— BRCA 9 0.9938 1.011(0.063 — 16.165) [ e — |
) [}
!i.—l 1
[ ] |
1 1
” CCRCC 94 0.003 3.828(1.580 - 9.278) 00—
_
. :
= 1
lo— 1
1 COAD 103 0.9562 1.046(0.211 — 5.184) FHO——
s 1
o 1
! 1
o
o GBM 90 0.4956 0.842(0.513 — 1.381) H{
1
- 1
o 1
s HNSCC 102 0.3742 1.385(0.675 —2.841) Ho—]
ro— 1
[ !
1 1
+ LSCC 94 0.1626 0.531(0.218 — 1.291) bH
1
- 1
1
i‘ LUAD 105 03111 1.543(0.667 — 3.572) }-ILQ—|
1
'.1_‘ :
o 1
! oV 79 0.2696 2.67(0.467 — 15.265) _-—
.-' 1
-Ib- 1
- :
L — UCEC 94 0.9704 0.977(0.282 —3.379) Fo——
_I_l_l—l_ 1
0 5 10





OEBPS/Images/fimmu-16-1621927-g007.jpg


OEBPS/Images/fimmu-16-1621927-g005.jpg
>

MCMBP Promoter
p-value=8.200¢-04

MCMBP Gene body
p-value=4.201e-11

:=-‘ 0.15. E 05
s S
£ g o
£ £
z e
- s
Z s 2
H &0
g g
=0 E
FAAD, Sample Groups Nomal EAAD Sample Groups
. 100 MCMBP-Methylaion

= Low

=] > = High
2 =075
o o
3 . 5 0.50
< =
Z 1500 =
BE! z
) 3025
5 f : ’
2 1000 &',o. gpﬁong;q 000 LoETrank P=0026
= ° o P<0001 0 500 1000 1500 2000
005 010 015 020 o0vs Overall survival (Days)
MCMBP: Methylation (HM450) Low 89 32 o 3 .
High 89 41 12 7 3

F

=]

1.00 e MCMBP-Methylation DNA methylation-MCMBP -cg12002455

1.00
— Low
. I
= 075 2 High
5 = 075
6] B
=] <
g £
2050 8.0.50
s =
o >
£ z
.25
©»n 025 a
Log-rank P =0.039 0.00 Log-rank P =0.002
0 500 1000 1500 2000 0 1000 2000
Progress Free Interval (Days) Overall survival (Days)
Low 91 24 8 2 1 Low 89 9 3
High 87 30 10 6 1 High 89 14 3
Em’ ethnicity
0.8/ (Not Available]
[Not Evaluated)
06| Unknown]
= HISPANIC OR LATINO
cg0B551088 o MNOTHEPNC ORLTNO
I 02 :::Xk :qv:lnuli(zd]
ASIAN
cg01144764 BLACK OR AFRICAN AMERICAN
WHITE
age
(35,57
¢g02190253 Ig;sg}
(73.88)
event
921217225 e
Relation_to_UCSC_CpG_Island
Island
N_Shore
911943330 Ionenﬁea
UCSC_RefGene_Group
I5'UTR,\lexon
Body
926134152 Tss1500

904512383

cg09518735

©g06601266

©g12002455

Nomal

*p<0.05
**p <001

Correlation

1. 08
MCMBP %% sk

0.6

04

L PO T QP L DL LT
\;& \/{g, (3,\/ <« équ} &_é équ c§"& é"& é\\« éﬁ\'
v v & DI R R RS

IGF2BP2 e © Writers
_®- O Readers
O Frasers

«w Positive correlation with P < 0.001
Negative correlation with P < 0.001

logrank test, P

0005 O 0001 Omos

Overall Survival

D Type label CorPvalue HR HR(95% CI)
IGF2BP1 Readers 0.004262732 1.904 (1.224-2.962) 1——
IGF2BP3 Readers 0.027061663 1.330 (1.032-1.712) :.-l
VIRMA Writers 0.034282094 2.171 (1.059-4.451) :\—0—(
YTHDF3 Readers 0.045233073 1.996 (1.014-3.927) !—.—1
HNRNPC Readers 0.067940689 2.554 (0.933-6.990) {—O—I
IGF2BP2 Readers 0.070835069 1.376 (0.973-1.946) ;-H
FTO Erasers 0.103159628 1.762 (0.891-3.484) I:—.—!
RBMISB Writers. 0.172544899 2.038 (0.732-5.668) l-:—.—‘
EIF3A Readers 0.19084527 1.616 (0.787-3.320) l-:—.—‘
YTHDF2 Readers 0.229286827 1.777 (0.695-4.539) D-E—.—l
YTHDCI Readers 0.266197836 1.703 (0.666-4.354) DJI—._C
ALKBHS Erasers 0.339727375 1.512 (0.646-3.534) l+.—|
ZC3H13 Writers 0.369488293 1.274 (0.750-2.164) D—:O—!
METTL14 Writers. 0.389346388 1.422 (0.637-3.171) D-:-.—!
HNRNPA2B1 Readers 0.542423257 1.384 (0.486-3.939) I—:-O—O
CBLL1 Writers 0.578914071 1.229 (0.592-2.551) l—:.—‘
WTAP Writers 0.609757327 1.204 (0.589-2.460) l—E.—!
RBMX Readers 0.615139706 1.256 (0.515-3.065) I—f.—‘
METTL3 Writers 0.646404707 0.851 (0.429-1.690) l-"—l
RBMI15 Writers 0.711192922 1.188 (0.476-2.961) I—IP—I
YTHDC2 Readers 0.73895776 1.125 (0.573-2.190) D—I'—I
YTHDF1 Readers 0.746722575 1.193 (0.407-3.493) D—lp—d
METTL16 Writers 0.857628115 1.064 (0.538-2.104) !—‘O—I
ALKBH3 Erasers 0.978844832 0.985 (0.337-2.878) 0—0‘—1
—t 7T

D
METTLI16
ALKBHS
METTL14
FTO
IGF2BP2
IGF2BP3
METTL3
YTHDF1
CBLLI
YTHDCI
YTHDC2
RBMIS
ZC3H13
HNRNPC
YTHDF3
RBMX
RBMI5B
WTAP
IGF2BP1
VIRMA
HNRNPA2B1
EIF3A
YTHDF2

ALKBH3

MCMBP | *%

Type label

Writers
Erasers
Writers
Erasers
Readers
Readers
Writers
Readers
Writers
Readers
Readers
Writers
Writers
Readers
Readers
Readers
Writers
Writers
Readers
Writers
Readers
Readers
Readers

Erasers.

IGF2BP2

CorPvalue
0.0003604681
0.0012109898
0.0244645273
0.0324268103

0.001810191
0.0907492739
0.1003517258
0.1156502508

0.16561488
0.1661265746
0.2605260201
0.2606634931
02774818743
03206144718
0.3270286518
0.3486332828
0.3533120102
03750183854

0.5455111135
0.7429562474
0.7480230418
0.9306363964
0.9309861823
0.9762415938

IGF2BP1

HNRNPC

0373
0.461
0.579
0.571
1.552
1279
0.714
0.658
0.657
0.706
0.771
1.533
0.779
1.461
0.808
0.706
0.755
0.747
1.104
1.104
L1
0978
1.028

0.993

HR
€0.217-0.641)
(0.288-0.641)
(0.360-0.932)
(0.342-0.954)
(1.177-2.046)
(0.961-1.701)
(0.478-1.066)
€0.391-1.108)
(0.363-1.189)
(0.432-1.155)
(0.490-1.212)
(0.728-3.230)
(0.496-1.222)
€0.690-3.093)
€0.527-1.237)
(0.341-1.461)
(0.417-1.366)
(0.392-1.422)
€0.799-1.525)
€0.609-1.999)
(0.584-2.113)
€0.604-1.583)
(0.540-1.958)
(0.643-1.532)

HNRNPA2BI1

*p<0.05
#p <001

Correlation
08

06

04

© Writers
© Readers
O Erasers

e Positive correlation with P <0.001

Negative correlation with P < 0.001

logrank test, P

0005 Q0001 (le-05

Overall Survival
HR(95% CI)





OEBPS/Images/fimmu-16-1621927-g001.jpg
NATIONAL CANCER INSTITUTE H U M A N PR UTEI N A-I- L AS ... NATIONAL CANCER INSTITUTE

Proteomic Data Commons

LinkedOmicsKB

A PROTEOGENOMICS DATA-DRIVEN KNOWLEDGE BASE OF HUMAN CANCER

TCGA: Differential Expression, Survival, COX, Data Source TIDE Score

DCA Analysis, and Nomogram Construction

Prediction and

Validation of

CPTAC: Differential Expression, Survival, COX, Prognostic and Immunotherapy
DCA Analysis, and Nomogram Construction Diagnostic Analysis GDSC: Drug-Expression Correlation
GEO: Differential Expression and Survival
Analysis
Co-Expression Analysis of Differentially
Expressed Genes Gt Fiifiation
Analysis

GO, KEGG, and GSEA Enrichment Analysis

IM Vigor210 Cohort Validation

Drug Sensitivity Analysis

Analysis Cmap: Correlation Analysis Between Gene
Expression and Small Molecule Drugs

Cell Proliferation Assay

Expression and

Functional
Validation

Transwell Assay

&
2
Q
)
=
(@}
(©]
-
>
=
=
<
Z.
7}

S _
=g
- =
ge
=
o =
»n =
o—‘
>U‘J
>
e
==
< w
Q. o,
g3 [ celCyleAsay
T | HPADambase Validation |

Cell Cycle Assay

HPA Database Validation
IHC Validation

Methylation: Differential Expression, Prognosis,
and Survival Analysis

Epigenetic
- - Alterations

m6A Modification: Correlation and Prognostic
Analysis

PAAD Tissue Microarray Validation
Linked OmicsKB Data Prediction
Signaling Pathway
Validation Western Blot

Co-cultre Assay

Estimate, Immune . Stromal Score and Tumor
Purification

Tumor infifiltrating immune cells Analysis Tumor Immunity-
Related Analysis

ssGSEA Analysis and ImmuCellAI Analysis

avvd W ddINOIN

Western Blot

Immune Checkpoint Correlation






