10

g o J RNA-seq
M gRT-PCR

Log2 (Fold Change)
D

O .
Q S % N Vv ) 2] N
IR A M A I I
Y\ ™ W\ ) Vv o) %) Q o

N QTN D MO

(AN SN ¢ A ¢ N N ¢ A ¢ A ¢ ¢ A ¢ N ¢ A ¢ N ¢ AN ¢ A ¢
R R R RRPT R R R R PR R PRI P

Figure S5 Validation of RNA-seq results by gRT-PCR. The gene
expression level of each contig in the hyperaccumulation ecotype (HE)
was quantified and normalized to the actin control. The fold change of
expression is the gene expression level in Cd treatment normalized to
that in CK. Annotation of each contig is listed in Table 1. Bars depict SE
(n=3)
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