
Raw CEL file

Standardization

Signal Strength 

Histogram

Boxplot

Pearson Correlation 

Coefficient Plot

principal component 

analysis

Background value 

filtering

Coefficient of 

variation

Scatter plot

volcano plot

GO enrichment 

analysis

KEGG&BioCarta

pathway enrichment 

analysis

Using the Affy package in the R language to standardize using the RMA algorithm

Use the stats package in the R language to count the number of chip probe sets and 

plot

Drawing boxplots using affy package in R language

Using the lattice package in R language to draw correlation coefficient graphs

Use the pcaGoPromoter package in the R language for the main

Using the R language, the probe sets in the lowest 20% range of the signal 

intensities of all probe sets in the two sample sets were classified as background 

noise.

Use R language to filter out probe sets with coefficients of variation greater than 

25% in both groups

Using the graphics package in R language to draw scatter plot

Using the graphics package in R language to draw volcano plot

Enrichment analysis was performed by GSEA, and GO and KEGG bar graphs were 

drawn using the R language graphics package.

Quality Control

Data filtering

Hierarchical Cluster 

Diagram

Use the R language gplots package to perform hierarchical clustering analysis and 

draw graphs

significant 

difference 

analysis

enrichment 

analysis

 The expression profile chip was differentially analyzed by the limma program package.

 The 1V1 project cannot calculate the P value, so the volcano map is not provided; the PCA map and the cluster map of the 1V1 project are

meaningless, so they are not provided.

 Enrichment analysis: If there is IPA analysis in this section, replace it with IPA analysis.
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Protein HGC27-ncRuPAR   

Mean        SD 

HGC27-Empty Vector 

Mean         SD 

P 

PAR-1 0.886 
 

 

0.149 1.198 0.151 0.018 

PI3K 0.308 
 

0.062 0.393 0.067 0.043 

p-Akt 0.737 0.109 0.983 0.194 0.021 

CyclinD1 0.781 0.140 1.026 0.203 0.023 

Bcl-2 0.584 0.095 0.679 0.120 0.319 



 

 

 

  

  

  

  

  

  

 

Protein MGC803-ncRuPAR-RNAi   

Mean        SD 

MGC803-Empty Vector 

Mean         SD 

P 

PAR-1 0.838 
 

 

0.137 0.640 0.117 0.044 

PI3K 1.129 
 

0.286 0.728 0.139 0.031 
 

p-Akt 0.940 0.047 0.639 0.124 0.050 

CyclinD1 0.768 0.183 0.494 0.147 0.022 

Bcl-2 0.632 0.158 0.531 0.216 0.311 
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