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Figure S11. Real-time quantitative reverse-transcription PCR (RT-qPCR) expression
analysis of differentially abundant proteins in liver (A) and brain (B). The changes in
transcript and protein numbers are shown as log2 fold change values in pairwise
comparisons. All RT-gPCR reactions were carried out in three biological replicates
and three technical replicates (total of nine RT-gPCR reactions for each gene). ck_0h:
control group; hy_5h: Hypoxia group; re_5h: Reoxygenation group.



