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Supplementary Fig1A Comparison of B and T cell counts after radiation,

effects of dose and sex only and then dose and sex together. In both cases, p-

values for Sex and Sex+Dose were not significant, p values >0.05



Graph shows individual 

data for each mouse.

Blue = males
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Supplementary figures 1B and 1C Comparison of B and T cell counts after radiation,

effects of dose and sex only and then dose and sex together. In both cases, p-values

for Sex and Sex+Dose were not significant, p values >0.05
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Supplementary figures 2 Relative gene expression fold changes of 7 signature mRNA

by qRT-PCR , dose vs sham calibrator (using geomean of Actb and Gapdh

housekeeping genes), n=5 males (2A) and n=5 females (2B).
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Supplementary figures 3. Male (3A and 3C) gene expression results for dose

reconstruction. 3A plot Net_sig (N) independent variable and dose as dependent

variable in males, and equation for the regression line. 3C plot of reconstructed dose vs

actual dose delivered and fit line using the regression model. Female (3B and 3D) gene

expression results for dose reconstruction. 3B plot Net_sig (N) independent variable

and dose as dependent variable in males, and equation for the regression line . 3D plot

of reconstructed dose vs actual dose delivered and fit line using the regression model.
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Supplementary figures 4. Relative gene expression curves, mean of n=10 (5 males

and 5 females) for the 7mRNA signature genes, by microarray (4A) fold changes mean

of irradiated vs sham, and qRT-PCR (4B) fold changes dose vs sham calibrator (using

geomean of Actb and Gapdh housekeeping genes)


