Gene expression correlation network analysis

The significant functional module component genes were visualized using Cytoscape[1].
Each gene was represented by a node. Based on the spearman rank correlation matrix
among component genes, the correlation structure between the genes was extracted
using a Minimum Spanning Tree (MST), where the length of the edges were
proportional to the correlation coefficient between the two nodes. The fold change of
gene expression level (log2(FC) and p value (-log10(p)) are also showed by node color
and size, respectively.

The gene correlation tree inside a functional module is extracted from whole network of
11 functional modules separately. Only the genes with p<0.05 are labelled.

[1] Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, Amin N,
Schwikowski B, |deker T. Cytoscape: a software environment for integrated models of
biomolecular interaction networks. Genome Res. 2003 Nov;13(11):2498-504. doi:
10.1101/gr.1239303.



2. Non-homologous end-joining
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3. Phenylalanine, tyrosine and tryptophan biosynthesis
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4. DNA replication
4A) Normal vs Early OC
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5. Base excision repair
5A) Normal vs Early OC
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6. DNA repair and recombination
6A) Normal vs Early OC
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7. Homologous recombination
7A) Normal vs Early OC

SSBP1

BRCA2

BABAM1 RBBP8

POLD4
BRCC3 RAD54B RAD51D
BARD1 RAD51C
RPA2 BRCA1
uiMc1 XRCC2RAD50
l RAD54L - pa
XRCC3 I
7B) Early vs Late OC
-log10(p)
RAD54L log2(FC)
mam @@ ‘
03 <1 10 20

POLD1

TOPBP1 BLM

VAN
\e/] \\B“C’j /\\
-

RAD50 RAD52 BRIP1

XRCC2 POLD4

ATM




8. Ribosome biogenesis in eukaryotes
8A) Normal vs Early OC
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9. Sphingolipid metabolism
9A) Normal vs Early OC
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10. Stem cells pluripotency signaling
10A) Normal vs Early OC
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11. Histidine metabolism
11A) Normal vs Early OC
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