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Supplementary Figure 1. Box plots show the mRNA expression of DR4 (A), 

BIRC5/Survivin (C), XIAP (E) and cIAP2 (G) in TNM stage-classified CRC tissues 

and of DR4 (B), BIRC5/Survivin (D), XIAP (F) and cIAP2 (H) in lymph node 

invasion status-classified CRC tissues. Quartiles (25th, 50th-median, 75th percentiles) 

are within the box. The horizontal lines indicate the medians. The upper and nether 

horizontal lines indicate the 90th and 10th percentiles, respectively. Differences in 

mRNA expression were not significantly different between groups of patients 

classified according to TNM stage or lymph node invasion status.  

Supplementary Figure 2. Representative melting curves for GAPDH (A), HPRT (B), 

DR5 (C), DR4 (D), BIRC5/Survivin (E), XIAP (F), cIAP1 (G) and cIAP2 (H). 
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