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Supplemental Figure S1.  PARP1 and PARG expression related survival curves for renal cancer. PARP1 is 

prognostic, high expression is unfavorable in renal cancer (top panel; 

https://www.proteinatlas.org/ENSG00000143799-PARP1/pathology/renal+cancer). High expression of 

PARG is favorable in renal cancer (bottom panel; https://www.proteinatlas.org/ENSG00000227345-

PARG/pathology/renal+cancer#Intensity). 



 

Supplemental Figure S2. Quantitative PCR (qPCR) experiments confirm that the ectopic expression of 

hPARG in 3T3 swiss albino fibroblasts changes the expression profiles of chemokines. Transduced and 

non-transduced 3T3 cells, with or without 500 ng/ml Doxycycline, were incubated for 72 hr, then RNA was 

isolated from the cells and submitted for RNA sequencing. The selected genes were validated by qPCR using 

specific primers listed in Supplemental Table A1. The colored bars represent the effect of hPARG on 

differential gene expression in fold change based on 3 biological replicates, error bars for qPCR are in SEM 

(*p < 0.05). Green bars: cells transduced with lentiviral construct expressing hPARG via Doxycycline 

induction (hPARG +/+ DOX) relative to the same cells without doxycycline (hPARG+/- DOX); blue bars: cells 

not containing a lentiviral construct were treated with Doxycycline (hPARG -/+ DOX) relative to transduced 

cells without doxycycline (hPARG -/- DOX); orange bars: cells expressing hPARG via doxycycline induction 

(hPARG +/+ DOX) relative to the same cells without doxycycline. 

Supplemental Figure S3.  All members of chemokine family were plotted relative to expression level (y axis, 

maximum group expression value, control group for downregulated genes) and fold change (x axis) in PARG 



 

overexpressing malignant 3T3 cells.  All chemokines that are expressing in 3T3 cells (expression level more 

than 1) are become downregulated under PARG overexpression. 

Supplemental Figure S4. PARG overexpression and pADPr reduction in 3T3-hPARG cells. Cells were 

grown in the presence (+) or in the absence (-) of doxycycline (DOX), fixed, and stained with rabbit anti-

hPARG antibodies (green, Cell Signaling) or mouse anti-pADPr antibodies (red, H10, Santa Cruze). 

  



 

SUPPLEMENTAL TABLES 

 

Supplemental Table A1. Differential expression results from RNA-seq, QrtPCR, and DIOPT analyses. 

Human orthologs for the significantly differentially expresed mouse genes (fold change > 2, FDR corrected 

p-value < 0.05) found by RNA-seq analyses were determined using DIOPT (DRSC Integrative Ortholog 

Prediction Tool). DIOPT scores for each ortholog are listed. Fold change of hPARG+/+DOX vs hPARG+/-

DOX for each differentially expressed gene is reported for RNA-seq and also QrtPCR (if available). FDR 

corrected P-values for RNA-seq data are also listed, as well as normalized total mean counts for each 

treatment group as calculated in CLC. 



 

 

Supplemental Table A2. Primer sets used for quantitative real time PCR analysis (3T3 vs 3T3 hPARG). 

Sequences are shown in 5’-to-3’ direction. 

 


