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PDMSA

GENE OVERVIEW

1 STEP1: Select Data to Be Processed

Do you want to explore Select a gene symbol Number of Top Probes (&
high-risk or low-risk PR
genes? ROM16 30
1
® High HR (>1) ANALYZE!

O LowHR (<1) Gene: PROM16

Risk type: HR=1

Total Probes: 253

A Important Notice

For screening analyses across multiple genes or cancer types, users are advised to perform FDR correction on
candidate biomarkers during subsequent validation stages.

& STEP2: View, Customize and Download Your Plot

© Note: This feature is still under development. If you encounter any issues, please feel free to contact us via the
ABOUT page.

Gene: PRDM16

Risk type: High-risk (HR > 1)

Top probes shown: 30 out of 253 available probes
Cancer types covered: Multiple cancer types
Datasets analyzed: TCGA + GEO

P-value range: p < 0.05

& DOWNLOAD PDF
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PLOT INFORMATION >>

Plot Interpretation:

1. Each lollipop represents a CpG probe in the PRDM16 gene

2. The position on the x-axis shows the genomic location

3. The height of the lollipop indicates how many cancer types show significant association
4. The red block represents the Transcription Start Site (TSS)

5. The black block represents the gene body

6. Probes are sorted by p-value (smallest to largest)

Data Summary:

Total probes analyzed: 253

Probes displayed: 30

Cancer types: Multiple cancer types
Datasets: TCGA + GEO

P-value range: p < 0.05
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£ STEP1: Select Data to Be Processed

Select a gene symbol ®
PS3 -
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EBSTEPZ: View Analysis Results
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1 STEP1: Select Data to Be Processed
Select o gane symbol @
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FDR CORRECTION

STEP1: Input P-values for FDR Correction

@ About FDR Correction

The False Discovery Rate (FOR) correction using the Benjamini-Hochberg method helps control for multiple testing when

analy:ung many genes of Cancer ypes.,

Input your P-values from KM survival analysis or Cox regression analysis below. The tool will calculate adjusted P-values (g-
values) 1o help identify truly significant findings.

Enter P-values (one per line):

You can paste F

Each P-value should be on a separate line
0.0000689

0.0000347

0.000045

our KM or Cox analysis results

Or upload a CSV/TXT file:
Upload a file conmaining P-values (first column will be used

Choose File

EROWEE.

ﬂ Mote: Al least 2 P-values are reguired for FDR correction

B STEP2: View FDR Correction Results

© Interpretation: O-values (adjusted P-values) < 0.05 are generally considered statistically significant after multiple testing

correction

& DOWHLOAD RESULTS (C5V)

Index P-value Q-value (FDR)

2 3.47e05
3 4.50e-05
1 6.89e-05

Showing 1 1o 3 of 3 entries

Rank

6.75e-05

6.75¢-05

68905

Sig. (a=0.05)

Search:
Sig. (a=0.01)
1 v W
2 "y v
3 v o

Previous 1 Mext
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