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Supplementary Figure S3: RT-
qPCR validation of transcriptome
data comparing the relative
expression level of a subset of
candidate genes between
treatment and control libraries.
*log transformed data was used.
KW X2 refers to the
nonparametric Kruskal Wallis
chi-square test statistic. F refers
to the parametric F statistic.
Significant differences are
indicated in bold.
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