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Supplementary Figure S4. Quantitative reverse transcriptase (Q-RT) PCR confirmation of 

RNA sequencing data. Q-RT PCR of candidate mRNAs, selected based on RNA sequencing 

results, showing considerable fold changes in IgA-treated PIGRtransduced-KLE or HEC-1-A cells, 

but not in IgG-treated cells. (n = 6, each group); unpaired two-tailed Mann Whitney test. 
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