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Tab. 1: List of 16 genes suitable for radiation dose prediction in the high dose range (0.5 Gy — 4 Gy) up to 48 h
after irradiation. The red coloured genes were applied for further gRT-PCR and Western Blot analysis.

Tab. 2: List of 9 genes suitable for radiation dose prediction in the low dose range (0.02 Gy — 0.1 Gy) up to 48 h
after irradiation. The red coloured genes were applied for further gRT-PCR analysis (Knops et al., accepted) .

Chip-based gene selection

High dose: 0.5, 1, 2, 4 Gy
Low dose: 0.02, 0.1Gy

Ex vivo Irradiation

Human blood of 6 healthy donors (3 male and 3 Validation of microarray results using qRT-PCR
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l Fig. 1. Gene expression profiles of biomarker genes measured by
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-Ig. 2: Gene expression profiles after
ow dose Iirradiation measured by gRT-
PCR. FDXR and PFKFB3 featured
expression alterations after irradiation.

microarrays and gRT-PCR after high dose irradiation. For the majority
of genes very similar expression profiles were detected in qRT-PCR
and microarray gene expression analysis (Boldt et al., 2012).
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responsive genes by a p-value and fold-change
driven gene selection technique, based on the
frequency of selections from cross-validations

Fig. 3: Comparison between gene and protein expression of FDXR and TNFSF4 measured at 6, 24 and 48 h after
high dose irradiation (0.5 Gy — 4 Gy) by gRT-PCR and Western blots. The gene expression of FDXR and TNFSF4
Increased with rising dose especially 6 h after irradiation, whereas the protein expression increased slightly.
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