SE AR HBEAE RN SIS R R AR BRI £ 151
AR X

j‘”ﬂd:;%l,&&#’ /{%Eﬁiﬁll’#’ E%ﬂ:‘%ﬁ&#’ %4@\@17 '/f,/ﬂ%)[fﬁl, 4{?3'3‘[5]%56’ %B%jlﬁ?’
XIS *, GRIRFS*, HhFrslb 25

X4 U4

1 KM R A2 — it g B B N JBUN A
2 FBIMKZEA AW TPl

SIRCINEEE PN Y REST H)7 X7 e sl
4 FEMIR LR — I R R B R

5 HEMIK A2 = I Jm = Bl AR A 35

6 M KA 2 — I = e PP S 6 EEORE PR 22

T KPR AEE — M Jm = B i 2 ARt

8 RIS — By = e AT HE PR A M A
9 KB EE S —Ff R B= B 22 A1 A3

. - i e . AISSh: 2770 596K
" VOLUME 1% ISSUE 1 + MARCH 2022 3 oy T
L g2 . e . .

Liu, Zaoqu, Yudi Xu, Yuhui Wang, Siyuan Weng, Hui Xu, Yuging Ren, Chunguang Guo, Long Liu, Zhenyu Zhang,
and Xinwei Han. 2023. “Immune-related interaction perturbation networks unravel biological peculiars and clinical

significance of glioblastoma.” iMeta e127. https://doi.org/10.1002/imt2.127



http://www.imeta.science/

NORMAL CELL AND CANCER CELL DEVELOPMENT
NORMAL CELL DEVELOPMENT ABNORMAL CELL GROWTH

> H&Egﬂﬂﬂgg (G B M ) E\'E;%il‘il'riH{JQE-L/(*EEC*[M:&kEg;S‘ T NORM(A)L CELL Ngmczl CELL
WE, HSRETERETIENSRERS. 0 | e
L (AN(;(ELL
> Eit, BUURRZRRECBMIREMF R MMGar | y -
e W )C ) C )
A= EVIE=E2E LTI
| | s
889098955
0CDoCDOC Qe .2
HEALTHY TISSUE MAlOGNANT?UMOUR

& /38 https://www.vecteezy.com/vector-art/6771384-diagram-
showing-human-brain-and-cancer



Construction of immune-related
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