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Supplementary Table: 
Table S1. Differential expressed lncRNA in follicles (n = 65) and granulosa cells (n = 22) 
during PFA. 
Table S2. LncRNA ranks in follicles during PFA.  
Table S3. 725 KEGG subpathways identified by k-clique algorithm. 
Table S4. Premature ovarian insufficiency (POI)-related genes (n = 127). 
  



 

Figure S1. Distribution of expressed protein coding genes and lncRNAs 

during follicle development. (A) Violin plots show the number of expressed 

protein-coding genes (left) and lncRNAs in follicles and granulosa cells from 

primordial to preovulatory stage. (B) Venn diagram analysis of expressed 

lncRNAs in follicles (left) and granulosa cells (right) during PFA. 

  



 

Figure S2. Heat maps of cluster genes of ZFAS1 and EMX2OS in primordial 

and primary granulosa cells. 

  



 

Figure S3. The difference between “Cell cycle”, “mTOR signaling pathway”, 

“ErbB signaling pathway”, “FoxO signaling pathway” and their 

corresponding subpathways in granulosa cells from primordial to 

preovulatory stage. The left heat map showing the ssGSEA score between 

pathway and subpathways. The right line chart indicates the dynamic change 

of pathway specificity, red line represents the entire pathway, whereas other 

color lines represent corresponding subpathways. 

 
 
 
 
 
 


