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SPECIFIC COMMENTS TO AUTHORS 

Through analyzing the e GSE60 dataset in DLBCL and using principal components 

analysis (PCA) plot, the authors identified five genes were closely associated with tumor 

stage and stromal infiltration in DLBCL. The author also found two genes, FN1 and 

SPARC, cooperatively expressed in DLBCL, which may be novel therapeutic targets for 

DLBCL. Although the current manuscript showed five genes may be associated with the 

development of DLBCL, there are many issues should be addressed.  My comments are 

in the following 1. The author first used the GSE60 dataset to evaluate different gene 

expressions in DLBCL and normal tissue. Do the differentially expressed genes in 

DLBCL could further be divided into germinal center (GC) B-like or activated B-like 

DLBCL? I think this is important because the gene expressions in these two groups are 

different.  2. The author used the STRING to identify five hub overexpressed genes in 

DLBCL. The legends of Figure 2B-F are needed to describe the data validation from 

TCGA dataset. 3. The author studied the five hub genes that were higher expressed in 

late stages than in early stages. The FN1 gene expression had a stage-dependent increase. 

Are there any significant differences (P value) when comparing stage 2, 3 or 4 to stage 4? 

In addition, is FN1 gene expression also associated with high IPI scores in DLBCL?  4. 

In figure 5-8, the overexpression of 5 genes had different Spearman's relationship to 

stromal score or CAF. It is better to describe high, moderate, or low correlations of every 

genes, respectively. In addition, it is better to arrange other experiments to validate these 

correlations. 

 


