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Figure S1. Relative transcript abundance profile of 70 genes of Hevea brasiliensis involved 

in ROS-scavenging system, ethylene biosynthesis and signalling during the occurrence of 

Tapping Panel Dryness in latex of 6-year-old mature trees. The relative transcript abundance 

was measured by real-time RT-PCR. Tapping without ethephon (−Eth) and with ethephon 

(+Eth) were applied in both studied tissues. Values are the means of three biological 

replicates. Heat map representation was used for values ranging as follows ≥1, 10−1, 10−2, 

10−3 and ≤10−4 from dark to light green. Values of relative transcript abundances were 

analysed with XLSTAT after LOG(X) transformation. The statistical analysis was 

performed with an ANOVA followed by the Student Newman–Keuls test. 
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Figure S2. Relative transcript abundance profile of 70 genes of Hevea brasiliensis involved 

in ROS-scavenging system, ethylene biosynthesis and signalling during the occurrence of 

Tapping Panel Dryness in bark of 6-year-old mature trees. The relative transcript abundance 

was measured by real-time RT-PCR. Tapping without ethephon (−Eth) and with ethephon 

(+Eth) were applied in both studied tissues. Values are the means of three biological 

replicates. Heat map representation was used for values ranging as follows ≥1, 10−1, 10−2, 

10−3 and ≤10−4 from dark to light green. Values of relative transcript abundances were 

analysed with XLSTAT after LOG(X) transformation. The statistical analysis was 

performed with an ANOVA followed by the Student Newman–Keuls test. 


