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Validity: Sensitivity & Specificity
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Proteomics for cholangiocacinoma markers
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#2 Bioinformatics for

marker selections
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#3 Protein-protein Interactions
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Phimphila er al: CCDC25 as a Biomarker for Metabolic Syndrome
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| marker  marker
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Data are presented as the median with quartile deviation (QD) and min, minimum to max, maximum. Values in bold indicate statistical signific
calculated using the Kruskal-Wallis H test. HC, healthy control; pre-MetS, pre-metabolic syndrome; MetS, metabolic syndrome; M, male; F, femal
" BMI. body mass index; SBP. systolic blood pressure; DBP, diastolic blood pressure; FBG. fasting blood glucose: TG, triglyceride: HDL-C. high-
In Vivo density lipoprotein cholesterol.
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Mitochondrial dysfunction
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Current mitochondrial strategies for cancer diagnosis
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Tools for brain cancer marker selection
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Association of biomarkers and prognosis
in the meta-analysis

To evaluate the prognostic value of biomarkers of meningioma
patients, we performed a meta analysis of

at least two or more studies of the association between

11 biomarkers

(PR, cyclin A, TOP2A, p21,

MCM6,H3k27me3, Bcl-2, p53,

VEGF, PHH3, and Ki-67/MIB-1)

and their respective prognostic outcomes using the univariate or
multivariate HR and 95% ClI by forest plot of random-effects model.

e

Hazard Ratio Hazard Ratio

Study or Subgroup log{Hazard Ratio] SE_Weight IV, Random, 95% Ci 1V, Random, 95% Ci
Korshunov, et al,, 2002 08755 03396 448% 2.40[1.23,4.67] —-—
Nakabayashi, et al., 2003 40118 14262 147% 135.88(8.30,2224.09] —F

Sanzetal, 2013 11787 04609 406% 3.25[1.32,8.02) —
Total (95% CI) 100.0% 4.91(1.38,17.44) ——
Heterogeneity: Tau®= 0.82; Chi*= 7.60, df= 2 (P = 0.02); F= T4% b + P

Testfor overall effect Z= 2.46 (P = 0.01) g';dm Ahigh Cydin Nﬂ?”u

Fig4. Association between cyclin A expression and RFS of meningioma patients by forest plot.

Cyclin Ais a member of cells cycle protein and implicated in the control of DNA replication.

Itis linked to both CDK 1 (cyclin dependent kinase) and CDK2, and has functions in, both S phase
and mitosis stages of the cell cycle.

High expression of cyclin A is observed in various human malignancies like astrocytoma, breast
cancer, and liver cancer.

Our meta-analysis revealed the association of the high expression of cyclin A with the high-risk of
recurrence of meningioma patients.

This marker could be used as predictors of recurrence for meningioma patients.

Abnormal expression of cyclin A may linked to the irregular cell proliferation of meningioma patients.
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